

    
      
          
            
  


Welcome to methylprep’s documentation!


Getting Started

methylprep is a python package for processing Illumina methylation array data.
View on ReadTheDocs. [https://life-epigenetics-methylprep.readthedocs-hosted.com/en/latest/]

[image: tests]
 [https://github.com/FoxoTech/methylprep/actions/workflows/ci.yml][image: Readthedocs]
 [https://life-epigenetics-methylprep.readthedocs-hosted.com/en/latest/][image: License: MIT]
 [https://opensource.org/licenses/MIT][image: CircleCI]
 [https://circleci.com/gh/FoxoTech/methylprep][image: Codacy Badge]
 [https://www.codacy.com/gh/FoxoTech/methylprep/dashboard?utm_source=github.com&amp;utm_medium=referral&amp;utm_content=FoxoTech/methylprep&amp;utm_campaign=Badge_Grade][image: Coverage Status]
 [https://coveralls.io/github/FoxoTech/methylprep][image: PyPI-Downloads]
 [https://pypi.org/project/methylprep/]
Methylprep is part of the methylsuite

[image: ]
 [https://raw.githubusercontent.com/FoxoTech/methylprep/master/docs/methyl-suite.png]methylprep is part of the methylsuite [https://pypi.org/project/methylsuite/] of python packages that provide functions to process and analyze DNA methylation data from Illumina’s Infinium arrays (27k, 450k, and EPIC, as well as mouse arrays). The methylprep package contains functions for processing raw data files from arrays and downloading/processing public data sets from GEO (the NIH Gene Expression Omnibus database repository), or from ArrayExpress. It contains both a command line interface (CLI) for processing data from local files, and a set of functions for building a custom pipeline in a jupyter notebook or python scripting environment. The aim is to offer a standard process, with flexibility for those who want it.

methylprep data processing has also been tested and benchmarked to match the outputs of two popular R packages: sesame [https://bioconductor.org/packages/release/bioc/html/sesame.html] (v1.10.4) and minfi [https://bioconductor.org/packages/release/bioc/html/minfi.html] (v1.38).



Methylsuite package components

You should install all three components, as they work together. The parts include:


	methylprep: (this package) for processing idat files or downloading GEO datasets from NIH. Processing steps include


	infer type-I channel switch


	NOOB (normal-exponential convolution on out-of-band probe data)


	poobah (p-value with out-of-band array hybridization, for filtering lose signal-to-noise probes)


	qualityMask (to exclude historically less reliable probes)


	nonlinear dye bias correction (AKA signal quantile normalization between red/green channels across a sample)


	calculate beta-value, m-value, or copy-number matrix


	large batch memory management, by splitting it up into smaller batches during processing






	methylcheck: for quality control (QC) and analysis, including


	functions for filtering out unreliable probes, based on the published literature


	Note that methylprep process will exclude a set of unreliable probes by default. You can disable that using the –no_quality_mask option from CLI.






	sample outlier detection


	array level QC plots, based on Genome Studio functions


	a python clone of Illumina’s Bead Array Controls Reporter software (QC)


	data visualization functions based on seaborn and matplotlib graphic libraries.


	predict sex of human samples from probes


	interactive method for assigning samples to groups, based on array data, in a Jupyter notebook






	methylize provides more analysis and interpretation functions


	differentially methylated probe statistics (between treatment and control samples)


	volcano plots (which probes are the most different?)


	manhattan plots (where in genome are the differences?)










Installation

methylprep maintains configuration files for your Python package manager of choice: pipenv [https://pipenv.readthedocs.io/en/latest/] or pip [https://pip.pypa.io/en/stable/]. Conda install is coming soon.

>>> pip install methylprep





or if you want to install all three packages at once:

>>> pip install methylsuite







Tutorials and Guides

If you’re new to DNA methylation analysis, we recommend reading through this introduction in order get the background knowledge needed to best utilize methylprep effectively. Otherwise, you’re ready to use methylprep for:
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Introduction to DNA Methylation Analysis

In this introduction, we’ll cover what DNA methylation is, where it occurs, how we measure it, and common methods for cleaning/pre-processing data before analysis. At the end of this introduction, we also provide a list of papers, videos, and documentation pages that provide more detail on these topics than we can go into in this quick primer.


Introduction

DNA methylation occurs when a methyl group (CH3) is transferred to the C5 position of a cytosine base. This is a mechanism for gene regulation. Methylation can be a signal for the cell to recruit inhibiting proteins. The methyl group can also prevent transcription factors from binding to DNA, thus preventing transcription factors from upregulating the affected gene.

[image: ]
 [https://raw.githubusercontent.com/FoxoTech/methylprep/master/docs/introduction/DNA_methylation.png]So where does methylation commonly occur?
  
    

    General Walkthrough
    

    
 
  

    
      
          
            
  


General Walkthrough

Here we will provide a few examples of how to use various methylprep functions. We’ll focus on examples using the CLI, as that is the recommended interface for methylprep, but there’s also a section near the end of the tutorial that demonstrates how to run methlyprep from an IDE.

Note: sample sheets are recommended but not necessary to run methylprep. We will cover a few ways to work with a data set without a sample sheet.


Set Up

If you haven’t done so already, run this command from your terminal to install methylprep:

>>> pip install methylprep







Downloading from GEO

The first step in this tutorial will be using methylprep to acquire a dataset from GEO. methylcheck and methylize  work best when users include a sample sheet along with the IDAT files. The meta data contained in sample sheets is useful when running QC or analyses.

When downloading from a GEO dataset, download will attempt to find and download the associated sample sheet. If there is none, methylprep will automatically generate one. Users may make one of their own as well. The Illumina sample sheet [https://support.illumina.com/downloads/infinium-methylationepic-sample-sheet.html] is the standard format.

Note: if you already know you’d like to work with pre-processed GEO data (like beta values), check the beta_bake section of the special cases tutorial.


Our GEO dataset

For our tutorial, we will download GEO data from this experiment [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE147391] where researchers examined differential methylation among high and low grade gliomas (an aggressive form of brain tumors). This is a relatively small dataset (16 samples) of surgical resections processed using the Infinium MethylationEPIC assay.

The authors analyzed methylation data from 6 II-grade, 2 III-grade and 8 IV-grade gliomas from individual surgical resections. Stage I and II gliomas are defined as low grade, while stage III and IV are defined as high grade.

We will run the download command with the -v option to get more information about what processes are running. This should be run from the command line.

  >>> python -m methylprep -v download -i GSE147391 -d <filepath>

Where ``<filepath>`` is the directory you would like the processed data and output files to be stored.





methylprep will search the GEO database and find the dataset we indicated. It will also find the file with associated metadata and parse through it, indicating any extra fields in the sample sheet. In our case, there are 5 additional fields, which will come in handy in later analysis:

INFO:methylprep.processing.pipeline:Found 5 additional fields in sample_sheet: source | histological diagnosis --> histological_diagnosis | gender | description | Sample_ID





methylprep will begin downloading, unpacking, and processing the IDAT files after downloading the file manifest and the parsing sample sheet. The automatic processing can be turned off with the -o option.

Processing time depends on the type of array (450k arrays process faster than EPIC arrays) and on the size of the dataset. Datasets with more than 100 samples will, by default, be chunked into batches of 100 for more efficient processing. Batch size is adjustable with the --batch_size argument.

After the files are processed, we’re ready to load the files into methylcheck for QC. See methylcheck documentation for instructions and more details.




Processing Your Own Data

It is often the case that users have their own idat files that they would like to process.  Instead of using the download command, we will use the process command. This is the main workhorse of the methylprep package, and includes extra options for customization that the download command lacks.

Users should note that the sample sheet is optional, but the **manifest file** is not. Make sure there is a manifest file included with the IDAT data, especially if you are analyzing data from a custom array, as methlyprep will use the manifest file to determine what probes are included in the custom array, which control probes are present, etc.

Note: If users are interested in processing their own files, the folder containing the IDATs, manifest, and sample sheet needs to be unzipped before being processed.

Once again, we’ll run this from the command line:

>>> python -m methylprep process -d <filepath> --all





<filepath> specifies where the manifest and IDAT files (and sample sheet, if any) are stored.

The --all option at the end tells methylprep to save output for ALL of the associated processing steps.
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Specialized Functions Walkthrough

We cover the most high level use cases in our general walkthrough. However, there are some functions available in methylprep for less common (more specialized) use cases that we’ll cover here.


Building a composite dataset with alert and composite

methylprep includes a few functions that can be used in a pipeline to merge datasets from GEO into one larger dataset. Say, for example, that you are particularly interested in investigating data from glioblastoma (an aggressive form of cancer that can occur in the brain or spine).

You may use the alert command to compile a csv of GEO datasets that mention the keyword glioblastoma. The csv will contain, at most, 500 rows (a query limit set by GEO).

>>> python -m methylprep alert -k "glioblastoma"





After looking through the .csv file and eliminating any datasets that aren’t useful, you can pull the column of GSE id’s and run methylprep composite from the CLI.  composite will run the download command in a loop given a text file with a list of GSE id’s.

From our geo alert glioblastoma .csv file, here are 4 datasets that we might pull into one larger composite dataset. One thing to be aware of is to make sure that the platform types are all the same. Otherwise you may be combining 450k array data with EPIC array data.

Here is a peek at the txt file with the list of GSEs. Make sure that the format is such that there is just one GSE id per line.

>>> cat glioblastoma.txt
GSE161175
GSE122808
GSE143842
GSE143843





Now we can run the composite command and it’ll download/process data from each GSE in the list. You need to use -l to specify the .txt file that contains the GSEs and -d to specify the directory where to save the data.

>>> python -m methylprep composite -l ~/tutorial/glioblastoma.txt -d ~/tutorial





The meta_data function has a similar application for building a composite dataset when using the --control option.  See below for the walkthrough of how to use that command to build a dataset of healthy control samples instead of experimental/disease case samples.



using the meta_data function


Creating a meta_data.pkl file

GEO data will always be accompanied by a MINiML file (an .xml file that contains information about the platform, series, and samples). methylprep will handle downloading and parsing this as part of the download or process functions, with the output stored in the meta_data.pkl file. So if you’re going to run either of those, you don’t need to worry about running meta_data separately.

However, if you are interested in creating a meta_data.pkl file without downloading/processing data, the meta_data function will come in handy.

>>> python -m methylprep meta_data -i GSE147391 -d ~/tutorial
INFO:methylprep.download.miniml:found 16 idat files; updated meta_data.
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 9 columns







Filtering samples with meta_data

meta_data also has a few experimental commands that may be useful in filtering unwanted samples and reducing the time needed to process datasets. For example, consider the glioma dataset from GSE147391 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE147391] (the dataset discussed in the general walkthrough). This dataset contains methylation profiles of high and low grade gliomas from 16 patients (8 high grade gliomas and 8 low grade gliomas). If we wanted to ignore the high grade gliomas and focus on the low grade gliomas, we could use meta_data’s --keyword (-k for short) command to search for samples that are indicated as “grade II” in the sample sheet and only retain those values.

>>> python -m methylprep meta_data -i GSE147391 -d ~/tutorial -k "grade II"
INFO:methylprep.download.miniml:found 16 idat files; updated meta_data.
INFO:methylprep.download.miniml:Filtering keyword: Retained 8/16 samples matching `grade II``.
INFO:methylprep.download.miniml:Final samplesheet contains 8 rows and 9 columns





Now our meta_data.pkl file only contains information on the low grade gliomas, and we can exclude the other samples from our future analyses. If we haven’t already used methylprep process on our data, we can also include the --sample_name or -n flag with the list of the samples we want to run (the low grade gliomas) to save time processing the data.



building a composite dataset using meta_data

To better demonstrate the use case for meta_data's --control command, we will work with a new dataset.  GSE163970 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE163970] is a dataset that examines differential methylation in 253 patients with Paget’s disease of bone (PDB) as compared to 280 controls.

We might be able to cut down processing time for this large dataset if we are just interested in the control data and want to exclude the PDB samples. One example of a scenario in which this would be helpful is building a large composite dataset that includes only healthy control samples from multiple GEO datasets.

Before downloading any data from GEO, we’ll run this:

>>> python -m methylprep meta_data --control -i GSE163970





methylprep will look through our computer and realize that we don’t have any data or metadata files downloaded. It will then pull the MINiML file from the GEO database and search it for samples with the word “control” or “ctrl” in the metadata.

INFO:methylprep.download.miniml:Downloading GSE163970_family.xml.tgz
INFO:methylprep.download.miniml:Filtering controls: Retained 260/492 samples matching ['control', 'ctrl'].
INFO:methylprep.download.miniml:Final samplesheet contains 260 rows and 13 columns





As we noted above, these functions may not work on every dataset. methylprep does its best to identify controls based on keywords like ‘ctrl’ or ‘control’, but controls may be labelled differently in various datasets.




using beta_bake for preprocessed data

beta_bake is a function intended for users who may want to build a composite dataset with mixed data formats. Say we ran the alert command and found 2 candidate datasets that we are interested in combining into a larger dataset: GSE164149 and GSE158089. The problem? GSE158089 doesn’t have IDAT files to download!

Using beta_bake, we can download the available data from GEO (whether it is raw IDAT files or has already been processed into beta values).

GSE164149 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE164149] is a dataset of 16 samples run on EPIC arrays. This data shows the methylome of CRISPR-mediated gene knock-ins on Tregs with high expansion (the researchers chose FOXP3 as the target benchmark because it is a master transcription factor). This dataset includes pre-processed beta values in the GEO data, but beta_bake will preferentially pull the raw IDATs (also included) so that we are able to process them with methylprep.

The command will look like this:

>>> python -m methylprep beta_bake -i GSE164149 -d ~/tutorial/GSE164149





The -d option specifies which directory to store the downloaded files in.

The output files in this case include:


	geo_alert GSE164149.csv: a csv file of the results of running the methylprep alert command with the keyword “GSE164149”


	GSE164149_family.xml: the MINiML file that contains sample metadata.


	GSE164149_GPL21145_meta_data.pkl: a python-optimized .pkl file that holds the same metadata found in the MINiML file.


	GSE164149_GPL21145_samplesheet.csv: the sample sheet for this dataset.


	32 .idat files: the raw IDAT data for our 16 samples.


	GSE164149.zip: a compressed folder that holds of all of the files above.




After downloading these files, we run methylprep process in this folder, and we will have a beta_values.pkl file to use for analysis:

>>> python -m methylprep process --all -d ~/tutorial/GSE164149





The second dataset, GSE158089 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE158089], is a set of 14 samples that investigates DNA methylomic trajectories of neuronal aging. They sampled induced pluripotent stem cell lines at 4 different points during development and ran those samples on the EPIC array. This dataset only includes the processed beta values, so beta_bake will just pull those into a .pkl format for us.

>>> python -m methylprep beta_bake -i GSE158089 -d ~/tutorial/GSE158089





The output files we have for this are:


	GSE158089_beta_values.pkl.gz: beta values stored in a compressed .pkl file (run gunzip from the command line to unzip this, or just double click on a Mac).


	GSE158089_GPL21145_meta_data.pkl.gz: a similarly formatted file that holds the meta_data found for these samples.




Now that we have two beta_values.pkl files for two datasets from the same array types, we can load these into an IDE and easily combine them, the same way you would combine any two pandas dataframes.

import pandas as pd
import methylcheck

GSE158089_betas = pd.read_pickle('~/tutorial/GSE158089/GSE158089_beta_values.pkl')

GSE164149_betas = pd.read_pickle('~/tutorial/GSE164149/beta_values.pkl')

betas = pd.concat([GSE158089_betas, GSE164149_betas], axis=1)

betas.head()
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Using methylprep from the Command Line

The most common use case is processing .idat files on a computer within a command line interface. This can also be done in a Jupyter notebook, but large data sets take hours to run and Jupyter will take longer to run these than command line.

[image: processing pipeline]
 [https://github.com/FoxoTech/methylprep/blob/master/docs/methylprep-processing-pipeline.png?raw=true]
Getting Help from Command Line

methylprep provides a command line interface (CLI) so the package can be used directly in bash/batchfile or windows/cmd scripts as part of building your custom processing pipeline.

All invocations of the methylprep CLI will provide contextual help, supplying the possible arguments and/or options available based on the invoked command. If you specify verbose logging the package will emit log output of DEBUG levels and above.

For more information about methylprep as a package:

>>> python -m methylprep

usage: methylprep [-h] [-v] {process,sample_sheet} ...

Utility to process methylation data from Illumina IDAT files

positional arguments:
  {process,sample_sheet}
    process             process help
    sample_sheet        sample sheet help

optional arguments:
  -h, --help            show this help message and exit
  -v, --verbose         Enable verbose logging





For more information about any of methylprep’s functions, simply type the name of the function:

>>> python -m methylprep process
[Error]:
the following arguments are required: -d/--data_dir

usage: methylprep process [-h] -d DATA_DIR
                          [--array_type {custom,27k,450k,epic,epic+,mouse}]
                          [-m MANIFEST] [-s SAMPLE_SHEET] [--no_sample_sheet]
                          [-n [SAMPLE_NAME [SAMPLE_NAME ...]]] [-b] [-v]
                          [--batch_size BATCH_SIZE] [-u] [-e] [-x]
                          [-i {float64,float32,float16}] [-c] [--poobah]
                          [--export_poobah] [--minfi] [--no_quality_mask] [-a]

Process Illumina IDAT files, producing NOOB, beta-value, or m_value corrected
scores per probe per sample

optional arguments:
  -h, --help            show this help message and exit
  -d DATA_DIR, --data_dir DATA_DIR
                        Base directory of the sample sheet and associated IDAT
                        files. If IDAT files are in nested directories, this
                        will discover them.
  --array_type {custom,27k,450k,epic,epic+,mouse}
                        Type of array being processed. If omitted, this will
                        autodetect it.
  -m MANIFEST, --manifest MANIFEST
                        File path of the array manifest file. If omitted, this
                        will download the appropriate file from `s3`.
  -s SAMPLE_SHEET, --sample_sheet SAMPLE_SHEET
                        File path of the sample sheet. If omitted, this will
                        discover it. There must be only one CSV file in the
                        data_dir for discovery to work.
  --no_sample_sheet     If your dataset lacks a sample sheet csv file, specify
                        --no_sample_sheet to have it create one on the fly.
                        This will read .idat file names and ensure processing
                        works. If there is a matrix file, it will add in
                        sample names too. If you need to add more meta data
                        into the sample_sheet, look at the create sample_sheet
                        CLI option.
  -n [SAMPLE_NAME [SAMPLE_NAME ...]], --sample_name [SAMPLE_NAME [SAMPLE_NAME ...]]
                        Sample(s) to process. You can pass multiple sample
                        names like this: `python -m methylprep process -d .
                        --all --no_sample_sheet -n Sample_1 Sample_2 Sample_3`
  -b, --betas           If passed, output returns a dataframe of beta values
                        for samples x probes. Local file beta_values.npy is
                        also created.
  -v, --m_value         If passed, output returns a dataframe of M-values for
                        samples x probes. Local file m_values.npy is also
                        created.
  --batch_size BATCH_SIZE
                        If specified, samples will be processed and saved in
                        batches no greater than the specified batch size
  -u, --uncorrected     If specified, processed csv will contain two
                        additional columns (meth and unmeth) that have not
                        been NOOB corrected.
  -e, --no_export       Default is to export data to csv in same folder where
                        IDAT file resides. Pass in --no_export to suppress
                        this.
  -x, --no_meta_export  Default is to convert the sample sheet into a pickled
                        DataFrame, recognized in methylcheck and methylize.
                        Pass in --no_meta_export to suppress this.
  -i {float64,float32,float16}, --bit {float64,float32,float16}
                        Change the processed beta or m_value data_type output
                        from float64 to float16 or float32, to save disk
                        space.
  -c, --save_control    If specified, saves an additional "control_probes.pkl"
                        file that contains Control and SNP-I probe data in the
                        data_dir.
  --poobah              By default, any beta-values or m-values output will
                        contain all probes. If True, those probes that fail
                        the p-value signal:noise detection are replaced with
                        NaNs in dataframes in beta_values and m_value output.
  --export_poobah       If specified, exports a pickled dataframe of the
                        poobah p-values per sample.
  --minfi               If specified, processing uses legacy parameters based
                        on minfi. By default, v1.4.0 and higher mimics sesame
                        output.
  --no_quality_mask     If specified, processing to RETAIN all probes that
                        would otherwise be excluded using the quality_mask
                        sketchy-probe list from sesame. --minfi processing
                        does not use a quality_mask.
  -a, --all             If specified, saves everything: (beta_values.pkl,
                        m_value.pkl, control_probes.pkl, CSVs for each sample,
                        uncluding uncorrected raw values, and meta data, and
                        poobah_values.pkl). And removes failed probes using
                        sesame pOOBah method from these files. This overrides
                        individual CLI settings.









process

python -m methylprep -v process -d <filepath> --all





-d (data file path) is the only required option. -v (short for --verbose) specifies verbose logging. And the --all option tells methylprep process to save output for ALL of the associated processing steps:
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Using methylprep from within an IDE

The primary methylprep API provides methods for the most common data processing and file retrieval functionality.


run_pipeline

Run the complete methylation processing pipeline for the given project directory, optionally exporting the results to file.

Returns: A collection of DataContainer objects for each processed sample

from methylprep import run_pipeline

data_containers = run_pipeline(data_dir, array_type=None, export=False, manifest_filepath=None, sample_sheet_filepath=None, sample_names=None)













	Argument

	Type

	Default

	Description





	data_dir

	str, Path

	
	




	Base directory of the sample sheet and associated IDAT files



	array_type

	str

	None

	Code of the array type being processed. Possible values are custom, 450k, epic, and epic+. If not provided, the pacakage will attempt to determine the array type based on the number of probes in the raw data.



	export

	bool

	False

	Whether to export the processed data to CSV



	manifest_filepath

	str, Path

	None

	File path for the array’s manifest file. If not provided, this file will be downloaded from a Life Epigenetics archive.



	sample_sheet_filepath

	str, Path

	None

	File path of the project’s sample sheet. If not provided, the package will try to find one based on the supplied data directory path.



	sample_names

	str collection

	None

	List of sample names to process. If provided, only those samples specified will be processed. Otherwise all samples found in the sample sheet will be processed.








make_pipeline

This function works much like run_pipeline, but users are offered the flexibility to customize the pipeline to their liking. Any steps that they would like to skip may be excluded from the steps argument. Similarly, users may pick and choose what exports (if any) they would like to save.









	Argument

	Type

	Default

	Description





	data_dir

	str, Path

	
	




	Base directory of the sample sheet and associated IDAT files



	steps

	str, list

	None

	List of processing steps: [‘all’, ‘infer_channel_switch’, ‘poobah’, ‘quality_mask’, ‘noob’, ‘dye_bias’]



	exports

	str, list

	None

	file exports to be saved. Anything not specified is not saved. [‘all’, ‘csv’, ‘poobah’, ‘meth’, ‘unmeth’, ‘noob_meth’, ‘noob_unmeth’, ‘sample_sheet_meta_data’, ‘mouse’, ‘control’]



	estimator

	str

	beta

	what the pipeline should return [beta, m_value,  copy_number,  None] (returns data containers instead)






If customizing the data processing steps interests you, you may also want to look at using the SampleDataContainer object, which is the output of processing when run in notebooks and beta_value or m_value is False. Each SampleDataContainer class object includes all of the sesame SigSet data sets and additional information about how the sample was processed.

[image: ]
 [https://raw.githubusercontent.com/FoxoTech/methylprep/master/docs/processing_pipeline.png]

get_sample_sheet

Find and parse the sample sheet for the provided project directory path.

Returns: A SampleSheet object containing the parsed sample information from the project’s sample sheet file

from methylprep import get_sample_sheet

sample_sheet = get_sample_sheet(dir_path, filepath=None)













	Argument

	Type

	Default

	Description





	data_dir

	str, Path

	
	




	Base directory of the sample sheet and associated IDAT files



	sample_sheet_filepath

	str, Path

	None

	File path of the project’s sample sheet. If not provided, the package will try to find one based on the supplied data directory path.
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Troubleshooting, Tips, and FAQs


Loading Processed Data

If you have a small data set (under 200 samples), and did not use the batch_size option:

import pandas as pd
data = pd.read_pickle('{path_to_file}/beta_values.pkl')





Otherwise, loading hundreds of samples can be slow. But there’s a helper function that loads a bunch of smaller
batches into one dataframe, if they were processed with methylprep’s batch_size option:

import methylize
data = methylize.load(path_to_file)





That will load 1600 samples in 8 seconds, compared to taking minutes if you read_pickle them and concat them using pandas.


Processing Notes


	DataFrames are the format that methylcheck/methylize functions expect. For saving and loading, the probe names belong in columns and the sample names belong in the index.
But when processing data, some functions auto-transpose this to decrease processing time.


	By default, methylprep process also creates a file called sample_sheet_meta_data.pkl from various data sources


	if there is a GEO series MINiML xml file, it reads this data preferentially


	if there is a samplesheet, it will convert this to a meta DataFrame


	if these sources are missing required data, such as Sentrix_Position and Sentrix_ID, it will look for idat files and
read these from the filenames.











idat filenames

Some GEO datasets have unconventionally named IDATs, and cannot be processed without renaming them first.


	There are two acceptable formats:


	<GSM_ID>_<Sentrix_ID>_<Sentrix_Position>_<Red|Grn>.idat<.gz>


	<Sentrix_ID>_<Sentrix_Position>_<Red|Grn>.idat<.gz>


	Methylprep will convert .gz files to .idat uncompressed files when processing.






	methylprep does not recognize the older 27k array filename format:
<GSM_ID>_<Sentrix_ID>_<Sentrix_Position>_<SOME_LETTER>.idat






Why didn’t the methylprep download function work for GEO dataset GSEnnn?

A significant number of GEO datasets do not store their data in a consistent format. Here are some reasons a GEO dataset fails to download:


	idat filename format is off (missing R00C00 position) The download function ONLY supports .idat files.


	no raw idats in zip, only processed data


	The meta data in MINiML format xml file is incomplete. (There are ways to make it work without meta data)


	the NIH GEO FTP server is down (yes, we’ve experienced this whilst testing too)


	idat files in dataset have varying number of probes. If a dataset combines results from two array types (EPIC and 450k), it can sometimes split the data into two sample sheets and you can process each folder separately. methylprep usually resolves this for you by moving each batch of files into separate folders by array, so you can process them separately.




In most cases where download fails, there will be processed data available in some other format.
Use methylprep beta_bake to download and convert this data instead.

In other cases where beta_bake also fails, we’ve made an effort to giving you clear error messages, detailing why. IF you detect a pattern that could be parsed with our code, we’re happy to support additional
file formats for methylation data found on GEO.



What if methylprep download and methylprep beta_bake fails. How do I use the data anyway?


	Download the raw idat zipfile manually to a folder.


	Uncompress it.


	Confirm that there are .idat files present.


	If the files end in .idat.gz, gunzip them first. (In a mac/linux bash window you can navigate to the folder and type gunzip * to uncompress all those files. On a PC, use some software like 7zip or winzip.)


	IF the filenames don’t include Sentrix IDs and Sentrix array positions, like <GSM ID>_<some long number>_<R01C01>_<Red or Grn>.idat, you’ll need to manually edit the samplesheet to match the files.


	Run methylprep process on the folder, possibly with the --no_sample_sheet option. It should work, but you won’t have any of the sample meta data bundled for you for analysis with datasets in nonstandard formats.






How to process only part of a GEO dataset

The methylprep meta_data command line interface (CLI) option allows you to specify which samples to process using keyword matching against the GEO meta data. You can use this before methylprep download and methylprep process to create smaller data sets, faster.

You can also specify sample names individually from a large set like this: methylprep process --sample_name Bob -n Suzy -n Doug. This will reduce processing time.


Examples


(1) Grab a samplesheet for a GEO data set

python -m methylprep meta_data -i GSE125105





Yields three files on local disk:


	GSE125105_family.xml (the original GEO meta data file in MINiML format)


	GSE125105_GPL13534_samplesheet.csv (used for processing)


	GSE125105_GPL13534_meta_data.pkl (used in analysis to describe samples)
























	GSM_ID

	Sample_Name

	Sentrix_ID

	Sentrix_Position

	source

	diagnosis

	age

	Sex

	tissue

	cellcount-cd8t

	cellcount-cd4t

	cellcount-nk

	cellcount-bcell

	cellcount-mono

	cellcount-gran

	description





	GSM3562834

	genomic DNA from sample291

	3999840035

	R01C01

	control_whole blood

	control

	73

	F

	whole blood

	0.07679

	0.09099

	0.06041

	0.08542

	0.09072

	0.62266

	whole blood control sample



	GSM3562835

	genomic DNA from sample612

	3999840035

	R01C02

	case_whole blood

	case

	32

	M

	whole blood

	0.05544

	0.07946

	0.0159

	0.09557

	0.05515

	0.72663

	whole blood case sample



	GSM3562836

	genomic DNA from sample611

	3999840035

	R02C01

	case_whole blood

	case

	51

	F

	whole blood

	0.08279

	0.22216

	0.03107

	0.0769

	0.07915

	0.54165

	whole blood case sample



	GSM3562837

	genomic DNA from sample375

	3999840035

	R02C02

	case_whole blood

	case

	30

	M

	whole blood

	0.03779

	0.07368

	0.00385

	0.07548

	0.0891

	0.74809

	whole blood case sample








(2) Grab just the samplesheet and create a csv and dataframe pkl of it.

python -m methylprep -v meta_data -i GSE84727 -d GSE84727





Verbose CLI output

INFO:methylprep.download.miniml:Downloading GSE84727_family.xml
INFO:methylprep.download.miniml:Downloaded GSE84727_family.xml
INFO:methylprep.download.miniml:Unpacking GSE84727_family.xml
INFO:methylprep.download.miniml:Downloaded and unpacked GSE84727
INFO:methylprep.download.miniml:MINiML file does not provide `methylprep_name` (sentrix_id_R00C00) for 847/847 samples.
INFO:methylprep.download.miniml:dropped Sentrix_ID (empty)
INFO:methylprep.download.miniml:dropped Sentrix_Position (empty)
INFO:methylprep.download.miniml:source == description; dropping source
INFO:methylprep.download.miniml:dropped `platform` ({'GPL13534'})
INFO:methylprep.download.miniml:title == Sample_Name; dropping title
INFO:methylprep.download.miniml:Final samplesheet contains 847 rows and 7 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'sentrixids', 'Sex', 'age', 'disease_status', 'description']





Resulting samplesheet












	GSM_ID

	Sample_Name

	sentrixids

	Sex

	age

	disease_status

	description





	GSM2250273

	33262604

	3998567027_R01C01

	M

	47.3

	1

	control blood



	GSM2250274

	33261623

	3998567027_R02C01

	M

	60.4

	1

	control blood



	GSM2250275

	33262614

	3998567027_R04C01

	M

	30.1

	1

	control blood






You’ll notice that one column sentrixids is misnamed. It should be split into Sentrix_Position and Sentrix_ID columns for processing to work on this GEO series.
You can edit the csv and fix that prior to running the pipeline with methylprep process. If you don’t, you’ll get an error saying, “methylprep could not find the samplesheet.” This error is caused by the researcher putting an arbitrary name into the GSE84727_family.xml MINiML meta data file:

      <Characteristics tag="sentrixids">
3998567027_R02C02
      </Characteristics>





If you use the methylprep download option by itself, it can generally avoid this type of XML parsing error, but it will download everything. Doing analysis on just part of a dataset requires some debugging like this.



(3) Samplesheet with only “normal” samples

python -m methylprep -v meta_data -i GSE52270 -d GSE52270 -k normal





-k is shorthand for --keyword. The resulting sample sheet only includes samples that include the keyword normal










	GSM_ID

	Sample_Name

	source

	disease state

	description





	GSM1278809

	Colon 61

	Large Intestine

	normal

	1011N



	GSM1278812

	Colon 64

	Large Intestine

	normal

	1082N



	GSM1278823

	Colon 75

	Large Intestine

	normal

	1184N



	GSM1278825

	White matter 77

	Central Nervous System

	normal

	12_03








(4) Generate filtered samplesheet with only control samples from blood

python -m methylprep  meta_data -i GSE125105 -d GSE125105 --control -k blood

























	GSM_ID

	Sample_Name

	Sentrix_ID

	Sentrix_Position

	source

	diagnosis

	age

	Sex

	tissue

	cellcount-cd8t

	cellcount-cd4t

	cellcount-nk

	cellcount-bcell

	cellcount-mono

	cellcount-gran

	description





	GSM3562834

	genomic DNA from sample291

	3999840035

	R01C01

	control_whole blood

	control

	73

	F

	whole blood

	0.07679

	0.09099

	0.06041

	0.08542

	0.09072

	0.62266

	whole blood control sample



	GSM3562839

	genomic DNA from sample176

	3999840035

	R03C02

	control_whole blood

	control

	43

	M

	whole blood

	0.06946

	0.12989

	0.04703

	0.09808

	0.14105

	0.54662

	whole blood control sample



	GSM3562842

	genomic DNA from sample161

	3999840035

	R05C01

	control_whole blood

	control

	44

	F

	whole blood

	0.10986

	0.13565

	0.07657

	0.09125

	0.12521

	0.49317

	whole blood control sample



	GSM3562846

	genomic DNA from sample270

	3999840037

	R01C01

	control_whole blood

	control

	64

	M

	whole blood

	0.11508

	0.14116

	0.0679

	0.09415

	0.15311

	0.47829

	whole blood control sample



	GSM3562855

	genomic DNA from sample162

	3999840037

	R06C01

	control_whole blood

	control

	65

	M

	whole blood

	0.01668

	0.14318

	0.1096

	0.05545

	0.09695

	0.60283

	whole blood control sample






This only retains 211 of the 699 samples in a samplesheet. Next, you download the .idat files with with methylprep download and then remove the idat files you won’t need like this:

python -m methylprep -v download -i GSE125105 -d GSE125105
python -m methylprep -v meta_data -i GSE125105 -d GSE125105 --sync_idats --control -k blood





And then process the 6.1GB file using this samplesheet, like this:

python -m methylprep -v process -d GSE125105 --betas --m_value -e





Those options will create two big files. One is a dataframe of beta_values for each sample. The other, m_values for each sample (kind of the same thing, but sometimes you want m_values). the -e or --no_export option will suppress the function creating files of probe values for each sample, as these are not needed by most methylize and methylcheck functions. There is also a --save_uncorrected option that prevents any sort of background and NOOB signal enhancement during processing. Uncorrected files are needed for a few analysis functions, namely p-value probe detection.

In general, partial-dataset processing fails because the meta data for a GEO dataset is incomplete. Either the array positions are missing, or misnamed. Careful checking can allow one to fix this and build a large data set from multiple GEO datasets.



(4b) Another condensed example of downloading GEO data and only processing control samples

python -m methylprep -v download -i GSE130030 -d GSE130030
# next, remove the treatment samples using `-c` and remove extra idats with `-s`
python -m methylprep -v meta_data -i GSE130030 -d GSE130030 --control -s
# finally, process it
python -m methylprep -v process -d GSE130030 --betas --m_value --no_export





This creates two files, beta_values.pkl and GSE130030_GPL13534_meta_data.pkl, that you can work with in methylize like this:

Navigate to the GSE130030 folder created by methylrep, and start a python interpreter:

import methylize
data,meta = methylize.load_both()
INFO:methylize.helpers:Found several meta_data files; using: GSE130030_GPL13534_meta_data.pkl)
INFO:methylize.helpers:loaded data (485512, 14) from 1 pickled files (0.159s)
INFO:methylize.helpers:meta.Sample_IDs match data.index (OK)





Or if you are running in a notebook, specify the full path:

import methylize
data,meta = methylize.load_both('<path_to...>/GSE105018')









Why won’t methylprep composite parse some GEO data sets’ meta data?

Here are some examples of logical, but unexpected ways data can be stored in the MINiML file format:

The composite expects “control” to be in one of the rows in a spreadsheet. Instead, the authors have recoded “control” as a number, “1” in the column header name. Our parser just isn’t smart enough to read that.

['GSM_ID', 'Sample_Name', 'diseasestatus (1=control, 2=scz patient)', 'source', 'gender', 'sample type', 'plate', 'sentrix barcode', 'sentrix position', 'well id', 'age',  'used_in_analysis', 'description']





Here, instead of having the same names for data for each sample, they have split the smoking status into a bunch of columns, and not provided values for every sample. (smoking_evernever and smoke_free_years don’t add up to 95.) Fixing this requires putting in null values for each incomplete column in a sample sheet.

ValueError - array lengths vary in sample meta data: [('GSM_ID', 95), ('Sample_Name', 95),
('smoking_evernever', 52), ('smoke_free_years', 30), ('Sentrix_ID', 95), ('Sentrix_Position', 95), ('source', 95), ('gender', 95), ('slide', 95), ('array', 95), ('array_name', 95), ('sample_group', 52),  ('smoking_5years', 52), ('ms_case_control', 52), ('sample_year', 52), ('age_sampling', 52), ('py', 52),  ('description', 95), ('Sample_ID', 95)]
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	methylprep.processing

	



	methylprep.run_pipeline(data_dir[, …])

	The main CLI processing pipeline.



	methylprep.files.create_sample_sheet(dir_path)

	Creates a samplesheet.csv file from the .IDAT files of a GEO series directory



	methylprep.download

	



	methylprep.run_series(id, path[, dict_only, …])

	Downloads the IDATs and metadata for a series then generates one metadata dictionary and one beta value matrix for each platform in the series



	methylprep.read_geo

	



	methylprep.build_composite_dataset(…[, …])

	A wrapper function for convert_miniml() to download a list of GEO datasets and process only those samples that meet criteria.



	methylprep.models

	



	methylprep.files

	







	
class methylprep.ArrayType

	Bases: enum.Enum

This class stores meta data about array types, such as numbers of probes of each type, and how to guess the array from probes in idat files.


	
CUSTOM = 'custom'

	




	
ILLUMINA_27K = '27k'

	




	
ILLUMINA_450K = '450k'

	




	
ILLUMINA_EPIC = 'epic'

	




	
ILLUMINA_EPIC_PLUS = 'epic+'

	




	
ILLUMINA_MOUSE = 'mouse'

	




	
from_probe_count = <bound method ArrayType.from_probe_count of <enum 'ArrayType'>>

	




	
num_controls

	




	
num_probes

	Used to load normal cg+ch probes from start of manifest until this point. Then start control df.






	
num_snps

	








	
class methylprep.Manifest(array_type, filepath_or_buffer=None, on_lambda=False, verbose=True)

	Bases: object

Provides an object interface to an Illumina array manifest file.


	Arguments:

	array_type {ArrayType} – The type of array to process.
values are styled like ArrayType.ILLUMINA_27K, ArrayType.ILLUMINA_EPIC or ArrayType(‘epic’), ArrayType(‘mouse’)



	Keyword Arguments:

	filepath_or_buffer {file-like} – a pre-existing manifest filepath (default: {None})



	Raises:

	ValueError: The sample sheet is not formatted properly or a sample cannot be found.






	
columns

	




	
control_data_frame

	




	
data_frame

	




	
static download_default(array_type, on_lambda=False)

	Downloads the appropriate manifest file if one does not already exist.


	Arguments:

	array_type {ArrayType} – The type of array to process.



	Returns:

	[PurePath] – Path to the manifest file.










	
get_data_types()

	




	
get_probe_details(probe_type, channel=None)

	used by infer_channel_switch. Given a probe type (I, II, SnpI, SnpII, Control) and a channel (Channel.RED | Channel.GREEN),
this will return info needed to map probes to their names (e.g. cg0031313 or rs00542420), which are NOT in the idat files.






	
mouse_data_frame

	




	
read_control_probes(manifest_file)

	Unlike other probes, control probes have no IlmnID because they’re not locus-specific.
they also use arbitrary columns, ignoring the header at start of manifest file.






	
read_mouse_probes(manifest_file)

	ILLUMINA_MOUSE contains unique probes whose names begin with ‘mu’ and ‘rp’
for ‘murine’ and ‘repeat’, respectively. This creates a dataframe of these probes,
which are not processed like normal cg/ch probes.






	
read_probes(manifest_file)

	




	
read_snp_probes(manifest_file)

	Unlike cpg and control probes, these rs probes are NOT sequential in all arrays.






	
static seek_to_start(manifest_file)

	find the start of the data part of the manifest. first left-most column must be “IlmnID” to be found.






	
snp_data_frame

	








	
methylprep.get_sample_sheet(dir_path, filepath=None)

	Generates a SampleSheet instance for a given directory of processed data.


	Arguments:

	dir_path {string or path-like} – Base directory of the sample sheet and associated IDAT files.



	Keyword Arguments:

	
	filepath {string or path-like} – path of the sample sheet file if provided, otherwise

	one will try to be found. (default: {None})







	Returns:

	[SampleSheet] – A SampleSheet instance.










	
methylprep.parse_sample_sheet_into_idat_datasets(sample_sheet, sample_name=None, from_s3=None, meta_only=False)

	Generates a collection of IdatDatasets from samples in a sample sheet.


	Arguments:

	sample_sheet {SampleSheet} – The SampleSheet from which the data originates.



	Keyword Arguments:

	sample_name {string} – Optional: one sample to process from the sample_sheet. (default: {None})
from_s3 {zip_reader} – pass in a S3ZipReader object to extract idat files from a zipfile hosted on s3.
meta_only {True/False} – doesn’t read idat files, only parses the meta data about them.
(RawMetaDataset is same as RawDataset but has no idat probe values stored in object, because not needed in pipeline)



	Raises:

	ValueError: If the number of probes between raw datasets differ.



	Returns:

	[RawDatasets] – A list of idat data pairs, each a dict like {‘green_idat’: green_idat, ‘red_idat’: red_idat}










	
methylprep.consolidate_values_for_sheet(data_containers, postprocess_func_colname='beta_value', bit='float32', poobah=True, poobah_sig=0.05, exclude_rs=True)

	Transforms results into a single dataframe with all of the function values,
with probe names in rows, and sample beta values for probes in columns.


	Input:

	data_containers – the output of run_pipeline() is this, a list of data_containers.
(a list of processed SampleDataContainer objects)



	Arguments for postprocess_func_colname:

	calculate_beta_value –> ‘beta_value’
calculate_m_value –> ‘m_value’
calculate_copy_number –> ‘cm_value’





note: these functions are hard-coded in pipeline.py as part of process_all() step.
note: if run_pipeline included ‘sesame’ option, then quality mask is automatically applied to all pickle outputs, and saved as column in processed CSV.


	Options:

	
	bit (float16, float32, float64) – change the default data type from float32

	to another type to save disk space. float16 works fine, but might not be compatible
with all numnpy/pandas functions, or with outside packages, so float32 is default.
This is specified from methylprep process command line.



	poobah

	If true, filters by the poobah_pval column. (beta m_val pass True in for this.)



	data_container.quality_mask (True/False)

	If ‘quality_mask’ is present in df, True filters these probes from pickle output.



	exclude_rs

	as of v1.5.0 SigSet keeps snp (‘rs’) probes with other probe types (if qualityMask is false); need to separate them here
before exporting to file.














	
methylprep.run_series(id, path, dict_only=False, batch_size=100, clean=True, abort_if_no_idats=True, decompress=True)

	Downloads the IDATs and metadata for a series then generates one metadata dictionary and one beta value matrix for each platform in the series


	Arguments:

	
	id [required]

	the series ID (can be a GEO or ArrayExpress ID)



	path [required]

	the path to the directory to download the data to. It is assumed a dictionaries and beta values
directory has been created for each platform (and will create one for each if not)



	dict_only

	if True, downloads idat files and meta data and creates data dictionaries for each platform, but does not process them further.



	batch_size

	the batch_size to use when processing samples (number of samples run at a time).
By default is set to the constant 100.



	clean

	if True, removes intermediate processing files














	
methylprep.run_series_list(list_file, path, dict_only=False, batch_size=100, **kwargs)

	Downloads the IDATs and metadata for a list of series, creating metadata dictionaries and dataframes of sample beta_values


	Arguments:

	
	list_file [required]

	the name of the file containing a list of GEO_IDS and/or Array Express IDs to download and process.
This file must be located in the directory data is downloaded to.
Each line of the file should contain the name of one data series ID.



	path [required]

	the path to the directory to download the data to. It is assumed a dictionaries and beta values
directory has been created for each platform (and will create one for each if not)



	dict_only

	if True, only downloads data and creates dictionaries for each platform



	batch_size

	the batch_size to use when processing samples (number of samples run at a time).
By default is set to the constant 100.














	
methylprep.convert_miniml(geo_id, data_dir='.', merge=True, download_it=True, extract_controls=False, require_keyword=None, sync_idats=False, remove_tgz=False, verbose=False)

	
	This scans the datadir for an xml file with the geo_id in it.

	Then it parses it and saves the useful stuff to a dataframe called “sample_sheet_meta_data.pkl”.
DOES NOT REQUIRE idats.



	CLI version:

	python -m meta_data -i GSExxxxx -d <my_folder>



	Arguments:

	
	merge:

	If merge==True and there is a file with ‘samplesheet’ in the folder, and that sheet has GSM_IDs,
merge that data into this samplesheet. Useful for when you have idats and want one combined samplesheet for the dataset.



	download_it:

	if miniml file not in data_dir path, it will download it from web.



	extract_controls [experimental]:

	if you only want to retain samples from the whole set that have certain keywords,
such as “control” or “blood”, this experimental flag will rewrite the samplesheet with only the parts you want,
then feed that into run_pipeline with named samples.



	require_keyword [experimental]:

	another way to eliminate samples from samplesheets, before passing into the processor.
if specified, this keyword needs to appear somewhere in the values of a samplesheet.



	sync_idats:

	If flagged, this will search data_dir for idats and remove any of those that are not found in the filtered samplesheet.
Requires you to run the download function first to get all idats, before you run this meta_data function.





Attempts to also read idat filenames, if they exist, but won’t fail if they don’t.










	
methylprep.build_composite_dataset(geo_id_list, data_dir, merge=True, download_it=True, extract_controls=False, require_keyword=None, sync_idats=True, betas=False, m_value=False, export=False)

	A wrapper function for convert_miniml() to download a list of GEO datasets
and process only those samples that meet criteria. Specifically - grab the “control” or “normal” samples
from a bunch of experiments for one tissue type (e.g. “blood”), process them, and put all the resulting
beta_values and/or m_values pkl files in one place, so that you can run methylize.load_both() to
create a combined reference dataset for QC, analysis, or meta-analysis.


	Arguments:

	
	geo_id_list (required):

	A list of GEO “GSEnnn” ids. From command line, pass these in as separate values



	data_dir:

	folder to save data



	merge (True):

	If merge==True and there is a file with ‘samplesheet’ in the folder, and that sheet has GSM_IDs,
merge that data into this samplesheet. Useful for when you have idats and want one combined samplesheet for the dataset.



	download_it (True):

	if miniml file not in data_dir path, it will download it from web.



	extract_controls (True)):

	if you only want to retain samples from the whole set that have certain keywords,
such as “control” or “blood”, this experimental flag will rewrite the samplesheet with only the parts you want,
then feed that into run_pipeline with named samples.



	require_keyword (None):

	another way to eliminate samples from samplesheets, before passing into the processor.
if specified, the “keyword” string passed in must appear somewhere in the values of a samplesheet
for sample to be downloaded, processed, retained.



	sync_idats:

	If flagged, this will search data_dir for idats and remove any of those that are not found in the filtered samplesheet.
Requires you to run the download function first to get all idats, before you run this meta_data function.



	betas:

	process beta_values



	m_value:

	process m_values






	Attempts to also read idat filenames, if they exist, but won’t fail if they don’t.


	removes unneeded files as it goes, but leaves the xml MINiML file and folder there as a marker if a geo dataset fails to download. So it won’t try again on resume.













	
methylprep.run_pipeline(data_dir, array_type=None, export=False, manifest_filepath=None, sample_sheet_filepath=None, sample_name=None, betas=False, m_value=False, make_sample_sheet=False, batch_size=None, save_uncorrected=False, save_control=True, meta_data_frame=True, bit='float32', poobah=False, export_poobah=False, poobah_decimals=3, poobah_sig=0.05, low_memory=True, sesame=True, quality_mask=None, **kwargs)

	The main CLI processing pipeline. This does every processing step and returns a data set.


	Required Arguments:

	
	data_dir [required]

	path where idat files can be found, and a samplesheet csv.







	Optional file and sub-sampling inputs:

	
	manifest_filepath [optional]

	if you want to provide a custom manifest, provide the path. Otherwise, it will download
the appropriate one for you.



	sample_sheet_filepath [optional]

	it will autodetect if ommitted.



	make_sample_sheet [optional]

	if True, generates a sample sheet from idat files called ‘samplesheet.csv’, so that processing will work.
From CLI pass in “–no_sample_sheet” to trigger sample sheet auto-generation.



	sample_name [optional, list]

	if you don’t want to process all samples, you can specify individual samples as a list.
if sample_names are specified, this will not also do batch sizes (large batches must process all samples)







	Optional processing arguments:

	
	sesame [default: True]

	If True, applies offsets, poobah, noob, infer_channel_switch, nonlinear-dye-bias-correction, and qualityMask to imitate the output of openSesame function.
If False, outputs will closely match minfi’s processing output.
Prior to version 1.4.0, file processing matched minfi.



	array_type [default: autodetect]

	27k, 450k, EPIC, EPIC+
If omitted, this will autodetect it.



	batch_size [optional]

	if set to any integer, samples will be processed and saved in batches no greater than
the specified batch size. This will yield multiple output files in the format of
“beta_values_1.pkl … beta_values_N.pkl”.



	bit [default: float32]

	You can change the processed output files to one of: {float16, float32, float64}.
This will make files & memory usage smaller, often with no loss in precision.
However, using float16 masy cause an overflow error, resulting in “inf” appearing instead of numbers, and numpy/pandas functions do not universally support float16.



	low_memory [default: True]

	If False, pipeline will not remove intermediate objects and data sets during processing.
This provides access to probe subsets, foreground, and background probe sets in the
SampleDataContainer object returned when this is run in a notebook (not CLI).



	quality_mask [default: None]

	If False, process will NOT remove sesame’s list of unreliable probes.
If True, removes probes.
The default None will defer to sesamee, which defaults to true. But if explicitly set, it will override sesame setting.







	Optional export files:

	
	meta_data_frame [default: True]

	if True, saves a file, “sample_sheet_meta_data.pkl” with samplesheet info.



	export [default: False]

	if True, exports a CSV of the processed data for each idat file in sample.



	save_uncorrected [default: False]

	if True, adds two additional columns to the processed.csv per sample (meth and unmeth),
representing the raw fluorescence intensities for all probes.
It does not apply NOOB correction to values in these columns.



	save_control [default: False]

	if True, adds all Control and SnpI type probe values to a separate pickled dataframe,
with probes in rows and sample_name in the first column.
These non-CpG probe names are excluded from processed data and must be stored separately.



	poobah [default: False]

	If specified as True, the pipeline will run Sesame’s p-value probe detection method (poobah)
on samples to remove probes that fail the signal/noise ratio on their fluorescence channels.
These will appear as NaNs in the resulting dataframes (beta_values.pkl or m_values.pkl).
All probes, regardless of p-value cutoff, will be retained in CSVs, but there will be a ‘poobah_pval’
column in CSV files that methylcheck.load uses to exclude failed probes upon import at a later step.



	poobah_sig [default: 0.05]

	the p-value level of significance, above which, will exclude probes from output (typical range of 0.001 to 0.1)



	poobah_decimals [default: 3]

	The number of decimal places to round p-value column in the processed CSV output files.



	mouse probes

	Mouse-specific will be saved if processing a mouse array.







	Optional final estimators:

	
	betas

	if True, saves a pickle (beta_values.pkl) of beta values for all samples



	m_value

	if True, saves a pickle (m_values.pkl) of beta values for all samples



	Note on meth/unmeth:

	if either betas or m_value is True, this will also save two additional files:
‘meth_values.pkl’ and ‘unmeth_values.pkl’ with the same dataframe structure,
representing raw, uncorrected meth probe intensities for all samples. These are useful
in some methylcheck functions and load/produce results 100X faster than loading from
processed CSV output.







	Returns:

	By default, if called as a function, a list of SampleDataContainer objects is returned, with the following execptions:


	betas

	if True, will return a single data frame of betavalues instead of a list of SampleDataContainer objects.
Format is a “wide matrix”: columns contain probes and rows contain samples.



	m_value

	if True, will return a single data frame of m_factor values instead of a list of SampleDataContainer objects.
Format is a “wide matrix”: columns contain probes and rows contain samples.





if batch_size is set to more than ~600 samples, nothing is returned but all the files are saved. You can recreate/merge output files by loading the files using methylcheck.load().



	Processing notes:

	The sample_sheet parser will ensure every sample has a unique name and assign one (e.g. Sample1) if missing, or append a number (e.g. _1) if not unique.
This may cause sample_sheets and processed data in dataframes to not match up. Will fix in future version.


	pipeline steps:

	1 make sample sheet or read sample sheet into a list of samples’ data
2 split large projects into batches, if necessary, and ensure unique sample names
3 read idats
4 select and read manifest
5 put everything into SampleDataContainer class objects
6 process everything, using the pipeline steps specified


idats -> channel_swaps -> poobah -> quality_mask -> noob -> dye_bias




7 apply the final estimator function (beta, m_value, or copy number) to all data
8 export all the data into multiple files, as defined by pipeline














	
methylprep.make_pipeline(data_dir='.', steps=None, exports=None, estimator='beta', **kwargs)

	Specify a list of processing steps for run_pipeline, then instantiate and run that pipeline.



	steps:

	list of processing steps
[‘all’, ‘infer_channel_switch’, ‘poobah’, ‘quality_mask’, ‘noob’, ‘dye_bias’]



	exports:

	list of files to be saved; anything not specified is not saved; [‘all’] saves everything.
[‘all’, ‘csv’, ‘poobah’, ‘meth’, ‘unmeth’, ‘noob_meth’, ‘noob_unmeth’, ‘sample_sheet_meta_data’, ‘mouse’, ‘control’]



	estimator:

	which final format?
[beta | m_value | copy_number | None (returns containers instead)]





This feeds a Class that runs the run_pipeline function of transforms with a final estimator.
It replaces all of the kwargs that are in run_pipeline() and adds a few more options:





	[steps] – you can set all of these with [‘all’] or any combination of these in a list of steps:

	Also note that adding “sesame=True” to kwargs will enable: infer_channel_switch, poobah, quality_mask, noob, dye_bias
‘infer_channel_switch’
‘poobah’
‘quality_mask’
‘noob’
‘dye_bias’ – specifying this select’s sesame’s nonlinear-dye-bias correction. Omitting causes NOOB to use minfi’s linear-dye-correction, unless NOOB is missing.



	[exports]

	export=False,
make_sample_sheet=False,
export_poobah=False,
save_uncorrected=False,
save_control=False,
meta_data_frame=True,



	[final estimator] – default: return list of sample data containers.

	betas=False,
m_value=False,
-copy_number-
You may override that by specifying `estimator`= (‘betas’ or ‘m_value’).



	[how it works]

	make_pipeline calls run_pipeline(), which has a **kwargs final keyword that maps many additional esoteric settings that you can define here.

These are used for more granular unit testing on methylsuite, but could allow you to change how data is processed
in very fine-tuned ways.





The rest of these are additional optional kwargs you can include:


	[inputs] – omitting these kwargs will assume the defaults, as shown below

	data_dir,
array_type=None,
manifest_filepath=None,
sample_sheet_filepath=None,
sample_name=None,



	[processing] – omitting these kwargs will assume the defaults, as shown below

	batch_size=None,  — if you have low RAM memory or >500 samples, you might need to process the batch in chunks.
bit=’float32’, — float16 or float64 also supported for higher/lower memory/disk usage
low_memory=True, — If True, processing deletes intermediate objects. But you can save them in the SampleDataContainer by setting this to False.
poobah_decimals=3 — in csv file output
poobah_sig=0.05



	[logging] – how much information do you want on the screen? Default is minimal information.

	verbose=False (True for more)
debug=False (True for a LOT more info)










processing


	
class methylprep.processing.SampleDataContainer(idat_dataset_pair, manifest=None, retain_uncorrected_probe_intensities=False, bit='float32', pval=False, poobah_decimals=3, poobah_sig=0.05, do_noob=True, quality_mask=True, switch_probes=True, do_nonlinear_dye_bias=True, debug=False, sesame=True)

	Wrapper that provides easy access to red+green idat datasets, the sample, manifest, and processing params.


	Arguments:

	raw_dataset {RawDataset} – A sample’s RawDataset for a single well on the processed array.
manifest {Manifest} – The Manifest for the correlated RawDataset’s array type.
bit (default: float32) – option to store data as float16 or float32 to save space.
pval (default: False) – whether to apply p-value-detection algorithm to remove


unreliable probes (based on signal/noise ratio of fluoresence)
uses the sesame method (pOOBah) based on out of band background levels








Jan 2020: added .snp_(un)methylated property. used in postprocess.consolidate_crontrol_snp()
Mar 2020: added p-value detection option
Mar 2020: added mouse probe post-processing separation
June 2020: major refactor to use SigSet, like sesame. Removed raw_dataset and methylationDataset.
- SigSet is now a Super-class of SampleDataContainer.


	
export(output_path)

	Saves a CSV for each sample with all processing intermediate data






	
process_all()

	
	Runs all pre and post-processing calculations for the dataset.

	Combines the SigSet methylated and unmethylated parts of SampleDataContainer, and modifies them,
whilst creating self.__data_frame with noob/dye processed data.



	Order:

	
	poobah


	quality_mask


	noob (background correction)


	build data_frame


	nonlinear dye-bias correction


	reduce memory/bit-depth of data


	copy over uncorrected values


	split out mouse probes













	
process_beta_value(input_dataframe, quality_mask_probes=None)

	Calculate Beta value from methylation data






	
process_copy_number(input_dataframe)

	Calculate copy number value from methylation data






	
process_m_value(input_dataframe)

	Calculate M value from methylation data










	
methylprep.processing.preprocess_noob(container, offset=15, pval_probes_df=None, quality_mask_df=None, nonlinear_dye_correction=True, debug=False, unit_test_oob=False)

	NOOB pythonized copy of https://github.com/zwdzwd/sesame/blob/master/R/background_correction.R
- The function takes a SigSet and returns a modified SigSet with the background subtracted.
- Background is modelled in a normal distribution and true signal in an exponential distribution.
- The Norm-Exp deconvolution is parameterized using Out-Of-Band (oob) probes.
- includes snps, but not control probes yet
- output should replace the container instead of returning debug dataframes
- II RED and II GREEN both have data, but manifest doesn’t have a way to track this, so function tracks it.
- keep IlmnID as index for meth/unmeth snps, and convert fg_green

if nonlinear_dye_correction=True, this uses a sesame method in place of minfi method, in a later step.
if unit_test_oob==True, returns the intermediate data instead of updating the SigSet/SampleDataContainer.






	
methylprep.processing.run_pipeline(data_dir, array_type=None, export=False, manifest_filepath=None, sample_sheet_filepath=None, sample_name=None, betas=False, m_value=False, make_sample_sheet=False, batch_size=None, save_uncorrected=False, save_control=True, meta_data_frame=True, bit='float32', poobah=False, export_poobah=False, poobah_decimals=3, poobah_sig=0.05, low_memory=True, sesame=True, quality_mask=None, **kwargs)

	The main CLI processing pipeline. This does every processing step and returns a data set.


	Required Arguments:

	
	data_dir [required]

	path where idat files can be found, and a samplesheet csv.







	Optional file and sub-sampling inputs:

	
	manifest_filepath [optional]

	if you want to provide a custom manifest, provide the path. Otherwise, it will download
the appropriate one for you.



	sample_sheet_filepath [optional]

	it will autodetect if ommitted.



	make_sample_sheet [optional]

	if True, generates a sample sheet from idat files called ‘samplesheet.csv’, so that processing will work.
From CLI pass in “–no_sample_sheet” to trigger sample sheet auto-generation.



	sample_name [optional, list]

	if you don’t want to process all samples, you can specify individual samples as a list.
if sample_names are specified, this will not also do batch sizes (large batches must process all samples)







	Optional processing arguments:

	
	sesame [default: True]

	If True, applies offsets, poobah, noob, infer_channel_switch, nonlinear-dye-bias-correction, and qualityMask to imitate the output of openSesame function.
If False, outputs will closely match minfi’s processing output.
Prior to version 1.4.0, file processing matched minfi.



	array_type [default: autodetect]

	27k, 450k, EPIC, EPIC+
If omitted, this will autodetect it.



	batch_size [optional]

	if set to any integer, samples will be processed and saved in batches no greater than
the specified batch size. This will yield multiple output files in the format of
“beta_values_1.pkl … beta_values_N.pkl”.



	bit [default: float32]

	You can change the processed output files to one of: {float16, float32, float64}.
This will make files & memory usage smaller, often with no loss in precision.
However, using float16 masy cause an overflow error, resulting in “inf” appearing instead of numbers, and numpy/pandas functions do not universally support float16.



	low_memory [default: True]

	If False, pipeline will not remove intermediate objects and data sets during processing.
This provides access to probe subsets, foreground, and background probe sets in the
SampleDataContainer object returned when this is run in a notebook (not CLI).



	quality_mask [default: None]

	If False, process will NOT remove sesame’s list of unreliable probes.
If True, removes probes.
The default None will defer to sesamee, which defaults to true. But if explicitly set, it will override sesame setting.







	Optional export files:

	
	meta_data_frame [default: True]

	if True, saves a file, “sample_sheet_meta_data.pkl” with samplesheet info.



	export [default: False]

	if True, exports a CSV of the processed data for each idat file in sample.



	save_uncorrected [default: False]

	if True, adds two additional columns to the processed.csv per sample (meth and unmeth),
representing the raw fluorescence intensities for all probes.
It does not apply NOOB correction to values in these columns.



	save_control [default: False]

	if True, adds all Control and SnpI type probe values to a separate pickled dataframe,
with probes in rows and sample_name in the first column.
These non-CpG probe names are excluded from processed data and must be stored separately.



	poobah [default: False]

	If specified as True, the pipeline will run Sesame’s p-value probe detection method (poobah)
on samples to remove probes that fail the signal/noise ratio on their fluorescence channels.
These will appear as NaNs in the resulting dataframes (beta_values.pkl or m_values.pkl).
All probes, regardless of p-value cutoff, will be retained in CSVs, but there will be a ‘poobah_pval’
column in CSV files that methylcheck.load uses to exclude failed probes upon import at a later step.



	poobah_sig [default: 0.05]

	the p-value level of significance, above which, will exclude probes from output (typical range of 0.001 to 0.1)



	poobah_decimals [default: 3]

	The number of decimal places to round p-value column in the processed CSV output files.



	mouse probes

	Mouse-specific will be saved if processing a mouse array.







	Optional final estimators:

	
	betas

	if True, saves a pickle (beta_values.pkl) of beta values for all samples



	m_value

	if True, saves a pickle (m_values.pkl) of beta values for all samples



	Note on meth/unmeth:

	if either betas or m_value is True, this will also save two additional files:
‘meth_values.pkl’ and ‘unmeth_values.pkl’ with the same dataframe structure,
representing raw, uncorrected meth probe intensities for all samples. These are useful
in some methylcheck functions and load/produce results 100X faster than loading from
processed CSV output.







	Returns:

	By default, if called as a function, a list of SampleDataContainer objects is returned, with the following execptions:


	betas

	if True, will return a single data frame of betavalues instead of a list of SampleDataContainer objects.
Format is a “wide matrix”: columns contain probes and rows contain samples.



	m_value

	if True, will return a single data frame of m_factor values instead of a list of SampleDataContainer objects.
Format is a “wide matrix”: columns contain probes and rows contain samples.





if batch_size is set to more than ~600 samples, nothing is returned but all the files are saved. You can recreate/merge output files by loading the files using methylcheck.load().



	Processing notes:

	The sample_sheet parser will ensure every sample has a unique name and assign one (e.g. Sample1) if missing, or append a number (e.g. _1) if not unique.
This may cause sample_sheets and processed data in dataframes to not match up. Will fix in future version.


	pipeline steps:

	1 make sample sheet or read sample sheet into a list of samples’ data
2 split large projects into batches, if necessary, and ensure unique sample names
3 read idats
4 select and read manifest
5 put everything into SampleDataContainer class objects
6 process everything, using the pipeline steps specified


idats -> channel_swaps -> poobah -> quality_mask -> noob -> dye_bias




7 apply the final estimator function (beta, m_value, or copy number) to all data
8 export all the data into multiple files, as defined by pipeline














	
methylprep.processing.consolidate_values_for_sheet(data_containers, postprocess_func_colname='beta_value', bit='float32', poobah=True, poobah_sig=0.05, exclude_rs=True)

	Transforms results into a single dataframe with all of the function values,
with probe names in rows, and sample beta values for probes in columns.


	Input:

	data_containers – the output of run_pipeline() is this, a list of data_containers.
(a list of processed SampleDataContainer objects)



	Arguments for postprocess_func_colname:

	calculate_beta_value –> ‘beta_value’
calculate_m_value –> ‘m_value’
calculate_copy_number –> ‘cm_value’





note: these functions are hard-coded in pipeline.py as part of process_all() step.
note: if run_pipeline included ‘sesame’ option, then quality mask is automatically applied to all pickle outputs, and saved as column in processed CSV.


	Options:

	
	bit (float16, float32, float64) – change the default data type from float32

	to another type to save disk space. float16 works fine, but might not be compatible
with all numnpy/pandas functions, or with outside packages, so float32 is default.
This is specified from methylprep process command line.



	poobah

	If true, filters by the poobah_pval column. (beta m_val pass True in for this.)



	data_container.quality_mask (True/False)

	If ‘quality_mask’ is present in df, True filters these probes from pickle output.



	exclude_rs

	as of v1.5.0 SigSet keeps snp (‘rs’) probes with other probe types (if qualityMask is false); need to separate them here
before exporting to file.















models


	
class methylprep.models.ArrayType

	This class stores meta data about array types, such as numbers of probes of each type, and how to guess the array from probes in idat files.


	
num_probes

	Used to load normal cg+ch probes from start of manifest until this point. Then start control df.










	
class methylprep.models.Channel

	idat probes measure either a red or green fluorescence.
This specifies which to return within idat.py: red_idat or green_idat.






	
class methylprep.models.ControlProbe(address, control_type, color, extended_type)

	NOT USED ANYWHERE






	
class methylprep.models.ControlType

	An enumeration.






	
methylprep.models.parse_sample_sheet_into_idat_datasets(sample_sheet, sample_name=None, from_s3=None, meta_only=False)

	Generates a collection of IdatDatasets from samples in a sample sheet.


	Arguments:

	sample_sheet {SampleSheet} – The SampleSheet from which the data originates.



	Keyword Arguments:

	sample_name {string} – Optional: one sample to process from the sample_sheet. (default: {None})
from_s3 {zip_reader} – pass in a S3ZipReader object to extract idat files from a zipfile hosted on s3.
meta_only {True/False} – doesn’t read idat files, only parses the meta data about them.
(RawMetaDataset is same as RawDataset but has no idat probe values stored in object, because not needed in pipeline)



	Raises:

	ValueError: If the number of probes between raw datasets differ.



	Returns:

	[RawDatasets] – A list of idat data pairs, each a dict like {‘green_idat’: green_idat, ‘red_idat’: red_idat}










	
class methylprep.models.ProbeType

	probes can either be type I or type II for CpG or Snp sequences. Control probes are used for background
correction in different fluorescence ranges and staining efficiency.
Type I probes record EITHER a red or a green value.
Type II probes record both values together.
NOOB uses the red fluorescence on a green probe and vice versa to calculate background fluorescence.






	
class methylprep.models.Sample(data_dir, sentrix_id, sentrix_position, **addl_fields)

	Object representing a row in a SampleSheet file


	Arguments:

	data_dir {string or path-like} – Base directory of the sample sheet and associated IDAT files.
sentrix_id {string} – The slide number of the processed array.
sentrix_position {string} – The position on the processed slide.



	Keyword Arguments:

	addl_fields {} – Additional metadata describing the sample.
including experiment subject meta data:


name (sample name, unique id)
Sample_Type
Control
GSM_ID (same as sample name if using GEO public data)




array meta data:


group
plate
pool
well









	
alternate_base_filename

	GEO data sets using this file name convention.






	
get_export_filepath()

	Called by run_pipeline to find the folder/filename to export data as CSV, but CSV file doesn’t exist yet.






	
get_file_s3(zip_reader, extension, suffix=None)

	replaces get_filepath, but for s3 context. Since these files
are compressed within a single zipfile in the bucket, they don’t
resolve to PurePaths.






	
get_filepath(extension, suffix=None, verify=True)

	builds the filepath based on custom file extensions and suffixes during processing.


	Params (verify):

	tests whether file exists, either in data_dir or somewhere in recursive search path of data_dir.



	Export:

	uses this later to fetch the place where a file ought to be created – but doesn’t exist yet, so use verify=False.



	Notes:

	_suffix – used to create the <file>_processed files.














	
class methylprep.models.SigSet(sample, green_idat, red_idat, manifest, debug=False)

	I’m gonna try to create a fresh methylprep “SigSet” to replace our methylationDataset and RawDataset objects, which are redundant, and even have redundant functions within them. Part of why I have been frustrated/confused by our code.
Central to the SeSAMe platform is the SigSet data structure, an S4 class with slots containing signals for six different classes of probes:
[x] II - Type-II probes;
[x] IR - Type-I Red channel probes;
[x] IG - Type-I Grn channel probes;
[x] oobG - Out-of-band Grn channel probes (matching Type-I Red channel probes in number);
[x] oobR - Out-of-band Red channel probes (matching Type-I Grn channel probes in number);
[x] ctrl_green, ctrl_red - control probes.
[x] methylated, unmethylated, snp_methylated, snp_unmethylated
[x] fg_green, fg_red (opposite of oobG and oobR) AKA ibG, ibR for in-band probes.


	just tidying up how we access this stuff, and trying to stick to IlmnID everywhere because the illumina_id within IDAT files is no longer unique as a ref.


	I checked again, and no other array breaks these rules. But sounds like Bret won’t stick to this pattern going forward with designs. So I suspect other software will break with new arrays, unless they rewrite for this too.


	this combines every layer of objects between IdatDatasets and SampleDataContainers.


	this avoids looping through probe subsets, instead referring to a lookup-dataframe of how these relate.


	
	avoids probes.py

	probe_type is a derived label, not in manifest (I, II, SnpI, SnpII, control)










	
address_code = None

	## SigSet EPIC
##  - @IG probes: 49989 - 332 4145 70 7094 599 2958 …
##  - @IR probes: 92294 - 183 8040 1949 6152 833 89 …
##  - @II probes: 724612 - 6543 1596 3133 1011 3035 2837 …
##  - @oobG probes: 92294 - 138 277 107 218 232 80 …
##  - @oobR probes: 49989 - 1013 150 81 910 448 183 …
##  - @ctl probes: 635 …
##  - @pval: 866895 - 0.005141179 0.04914081 0.002757492 …

SigSet 450k
@II 350076 ………………. methylated   485512
@IG 46298 … oobR 46298 ….. unmethylated 485512
@IR 89203 … oobG 89203 ….. snp_methylated   65
………………………… snp_unmethylated 65
fg_green 396325 |vs| ibG 396374 (incl 40 + 9 SNPs)  –(flattened)–> 442672
fg_red   439223 |vs| ibR 439279 (incl 40 + 16 SNPs) –(flattened)–> 528482






	
check_for_probe_loss(stage='')

	Debugger runs this during processing to see where mouse probes go missing or get duplicated.






	
detect_and_drop_duplicates()

	as of v1.5.0, mouse manifest includes a few probes that cause duplicate values, and breaks processing.
So this removes them. About 5 probes in all.

Note: This runs during SigSet__init__,
and might fail if any of these probes are affected by inter_type_I_probe_switch(),
which theoretically should never happen in mouse. But infer-probes affects the idat probe_means directly,
and runs before SigSet is created in SampleDataContainer, to avoid double-reading confusion.






	
set_noob(red_factor)

	same method as update_probe_means, but simply applies a linear correction to all RED channel values






	
update_probe_means(noob_green, noob_red, red_factor=None)

	pass in two dataframes (green and red) with IlmnIDs in index and a ‘bg_corrected’ column in each.

because __init__ has created each subset as a dataframe with IlmnID in index, this matches to index.
and uses decoder to parse whether ‘Meth’ or ‘Unmeth’ values get updated.

upstream: container.sigset.update_probe_means(noob_green, noob_red)

replaces ‘bg_corrected’ column with ‘noob_Meth’ or ‘noob_Unmeth’ column.

does NOT update ctrl_red or ctrl_green; these are updated within the NOOB function because structually different.










	
class methylprep.models.RawMetaDataset(sample)

	Wrapper for a sample and meta data, without its pair of raw IdatDataset values.






	
methylprep.models.get_array_type(idat_dataset_pairs)

	provide a list of idat_dataset_pairs and it will return the array type, confirming probe counts match in batch.







files


	
class methylprep.files.IdatDataset(filepath_or_buffer, channel, idat_id='IDAT', idat_version=3, verbose=False, std_dev=False, nbeads=False, bit='float32')

	Validates and parses an Illumina IDAT file.


	Arguments:

	filepath_or_buffer {file-like} – the IDAT file to parse.
channel {Channel} – the fluorescent channel (Channel.RED or Channel.GREEN)
that produced the IDAT dataset.



	Keyword Arguments:

	idat_id {string} – expected IDAT file identifier (default: {DEFAULT_IDAT_FILE_ID})
idat_version {integer} – expected IDAT version (default: {DEFAULT_IDAT_VERSION})
bit {string, default ‘float32’} – ‘float16’ will pre-normalize intensities,


capping max intensity at 32127. This cuts data size in half, but will reduce
precision on ~0.01% of probes. [effectively downscaling fluorescence]






	Raises:

	ValueError: The IDAT file has an incorrect identifier or version specifier.






	
meta(idat_file)

	To enable this, initialize idatDataset with verbose=True






	
read(idat_file)

	Reads the IDAT file and parses the appropriate sections. Joins the
mean probe intensity values with their Illumina probe ID.


	Arguments:

	idat_file {file-like} – the IDAT file to process.



	Returns:

	DataFrame – mean probe intensity values indexed by Illumina ID.














	
class methylprep.files.Manifest(array_type, filepath_or_buffer=None, on_lambda=False, verbose=True)

	Provides an object interface to an Illumina array manifest file.


	Arguments:

	array_type {ArrayType} – The type of array to process.
values are styled like ArrayType.ILLUMINA_27K, ArrayType.ILLUMINA_EPIC or ArrayType(‘epic’), ArrayType(‘mouse’)



	Keyword Arguments:

	filepath_or_buffer {file-like} – a pre-existing manifest filepath (default: {None})



	Raises:

	ValueError: The sample sheet is not formatted properly or a sample cannot be found.






	
static download_default(array_type, on_lambda=False)

	Downloads the appropriate manifest file if one does not already exist.


	Arguments:

	array_type {ArrayType} – The type of array to process.



	Returns:

	[PurePath] – Path to the manifest file.










	
get_probe_details(probe_type, channel=None)

	used by infer_channel_switch. Given a probe type (I, II, SnpI, SnpII, Control) and a channel (Channel.RED | Channel.GREEN),
this will return info needed to map probes to their names (e.g. cg0031313 or rs00542420), which are NOT in the idat files.






	
read_control_probes(manifest_file)

	Unlike other probes, control probes have no IlmnID because they’re not locus-specific.
they also use arbitrary columns, ignoring the header at start of manifest file.






	
read_mouse_probes(manifest_file)

	ILLUMINA_MOUSE contains unique probes whose names begin with ‘mu’ and ‘rp’
for ‘murine’ and ‘repeat’, respectively. This creates a dataframe of these probes,
which are not processed like normal cg/ch probes.






	
read_snp_probes(manifest_file)

	Unlike cpg and control probes, these rs probes are NOT sequential in all arrays.






	
static seek_to_start(manifest_file)

	find the start of the data part of the manifest. first left-most column must be “IlmnID” to be found.










	
class methylprep.files.SampleSheet(filepath_or_buffer, data_dir)

	Validates and parses an Illumina sample sheet file.


	Arguments:

	filepath_or_buffer {file-like} – the sample sheet file to parse.
dir_path {string or path-like} – Base directory of the sample sheet and associated IDAT files.



	Raises:

	ValueError: The sample sheet is not formatted properly or a sample cannot be found.






	
build_meta_data(samples=None)

	Takes a list of samples and returns a data_frame that can be saved as a pickle.






	
build_samples()

	Builds Sample objects from the processed sample sheet rows.

Added to Sample as class_method: if the idat file is not in the same folder, (check if exists!) looks recursively for that filename and updates the data_dir for that Sample.






	
contains_column(column_name)

	helper function to determine if sample_sheet contains a specific column, such as GSM_ID.
SampleSheet must already have __data_frame in it.






	
get_sample(sample_name)

	scans all samples for one matching sample_name, if provided.
If no sample_name, then it returns all samples.






	
get_samples()

	Retrieves Sample objects from the processed sample sheet rows,
building them if necessary.










	
methylprep.files.get_sample_sheet(dir_path, filepath=None)

	Generates a SampleSheet instance for a given directory of processed data.


	Arguments:

	dir_path {string or path-like} – Base directory of the sample sheet and associated IDAT files.



	Keyword Arguments:

	
	filepath {string or path-like} – path of the sample sheet file if provided, otherwise

	one will try to be found. (default: {None})







	Returns:

	[SampleSheet] – A SampleSheet instance.










	
methylprep.files.get_sample_sheet_s3(zip_reader)

	reads a zipfile and considers all filenames with ‘sample_sheet’ but will test all csv.
the zip_reader is an amazon S3ZipReader object capable of reading the zipfile header.






	
methylprep.files.create_sample_sheet(dir_path, matrix_file=False, output_file='samplesheet.csv', sample_type='', sample_sub_type='')

	Creates a samplesheet.csv file from the .IDAT files of a GEO series directory


	Arguments:

	dir_path {string or path-like} – Base directory of the sample sheet and associated IDAT files.
matrix_file {boolean} – Whether or not a Series Matrix File should be searched for names. (default: {False})

========== | ========= | ==== | =======
parameter  | required | type | effect
========== | =========  ==== | =======
sample_type | optional | string | label all samples in created sheet as this type (i.e. blood, saliva, tumor cells)
sample_sub_type |  optional | string | further detail sample type for batch
controls | optional | list of sample_names | assign all samples in controls list to be “control samples”, not treatment samples.
========== | ========= | ==== | =======



	Note:

	Because sample_names are only generated from Matrix files, this method won’t let you assign controls to samples from CLI.
Would require all sample names be passed in from CLI as well, a pretty messy endeavor.



	Raises:

	FileNotFoundError: The directory could not be found.










	
methylprep.files.find_sample_sheet(dir_path, return_all=False)

	Find sample sheet file for Illumina methylation array.


	Notes:

	looks for csv files in {dir_path}.
If more than one csv file found, returns the one
that has “sample_sheet” or ‘samplesheet’ in its name.
Otherwise, raises error.



	Arguments:

	dir_path {string or path-like} – Base directory of the sample sheet and associated IDAT files.
return_all – if True,


returns a list of paths to samplesheets, if multiple present, instead of raising an error.






	Raises:

	FileNotFoundError: [description]
Exception: [description]



	Returns:

	[string] – Path to sample sheet in base directory











geo download


	
methylprep.download.run_series(id, path, dict_only=False, batch_size=100, clean=True, abort_if_no_idats=True, decompress=True)

	Downloads the IDATs and metadata for a series then generates one metadata dictionary and one beta value matrix for each platform in the series


	Arguments:

	
	id [required]

	the series ID (can be a GEO or ArrayExpress ID)



	path [required]

	the path to the directory to download the data to. It is assumed a dictionaries and beta values
directory has been created for each platform (and will create one for each if not)



	dict_only

	if True, downloads idat files and meta data and creates data dictionaries for each platform, but does not process them further.



	batch_size

	the batch_size to use when processing samples (number of samples run at a time).
By default is set to the constant 100.



	clean

	if True, removes intermediate processing files














	
methylprep.download.run_series_list(list_file, path, dict_only=False, batch_size=100, **kwargs)

	Downloads the IDATs and metadata for a list of series, creating metadata dictionaries and dataframes of sample beta_values


	Arguments:

	
	list_file [required]

	the name of the file containing a list of GEO_IDS and/or Array Express IDs to download and process.
This file must be located in the directory data is downloaded to.
Each line of the file should contain the name of one data series ID.



	path [required]

	the path to the directory to download the data to. It is assumed a dictionaries and beta values
directory has been created for each platform (and will create one for each if not)



	dict_only

	if True, only downloads data and creates dictionaries for each platform



	batch_size

	the batch_size to use when processing samples (number of samples run at a time).
By default is set to the constant 100.














	
methylprep.download.convert_miniml(geo_id, data_dir='.', merge=True, download_it=True, extract_controls=False, require_keyword=None, sync_idats=False, remove_tgz=False, verbose=False)

	
	This scans the datadir for an xml file with the geo_id in it.

	Then it parses it and saves the useful stuff to a dataframe called “sample_sheet_meta_data.pkl”.
DOES NOT REQUIRE idats.



	CLI version:

	python -m meta_data -i GSExxxxx -d <my_folder>



	Arguments:

	
	merge:

	If merge==True and there is a file with ‘samplesheet’ in the folder, and that sheet has GSM_IDs,
merge that data into this samplesheet. Useful for when you have idats and want one combined samplesheet for the dataset.



	download_it:

	if miniml file not in data_dir path, it will download it from web.



	extract_controls [experimental]:

	if you only want to retain samples from the whole set that have certain keywords,
such as “control” or “blood”, this experimental flag will rewrite the samplesheet with only the parts you want,
then feed that into run_pipeline with named samples.



	require_keyword [experimental]:

	another way to eliminate samples from samplesheets, before passing into the processor.
if specified, this keyword needs to appear somewhere in the values of a samplesheet.



	sync_idats:

	If flagged, this will search data_dir for idats and remove any of those that are not found in the filtered samplesheet.
Requires you to run the download function first to get all idats, before you run this meta_data function.





Attempts to also read idat filenames, if they exist, but won’t fail if they don’t.










	
methylprep.download.build_composite_dataset(geo_id_list, data_dir, merge=True, download_it=True, extract_controls=False, require_keyword=None, sync_idats=True, betas=False, m_value=False, export=False)

	A wrapper function for convert_miniml() to download a list of GEO datasets
and process only those samples that meet criteria. Specifically - grab the “control” or “normal” samples
from a bunch of experiments for one tissue type (e.g. “blood”), process them, and put all the resulting
beta_values and/or m_values pkl files in one place, so that you can run methylize.load_both() to
create a combined reference dataset for QC, analysis, or meta-analysis.


	Arguments:

	
	geo_id_list (required):

	A list of GEO “GSEnnn” ids. From command line, pass these in as separate values



	data_dir:

	folder to save data



	merge (True):

	If merge==True and there is a file with ‘samplesheet’ in the folder, and that sheet has GSM_IDs,
merge that data into this samplesheet. Useful for when you have idats and want one combined samplesheet for the dataset.



	download_it (True):

	if miniml file not in data_dir path, it will download it from web.



	extract_controls (True)):

	if you only want to retain samples from the whole set that have certain keywords,
such as “control” or “blood”, this experimental flag will rewrite the samplesheet with only the parts you want,
then feed that into run_pipeline with named samples.



	require_keyword (None):

	another way to eliminate samples from samplesheets, before passing into the processor.
if specified, the “keyword” string passed in must appear somewhere in the values of a samplesheet
for sample to be downloaded, processed, retained.



	sync_idats:

	If flagged, this will search data_dir for idats and remove any of those that are not found in the filtered samplesheet.
Requires you to run the download function first to get all idats, before you run this meta_data function.



	betas:

	process beta_values



	m_value:

	process m_values






	Attempts to also read idat filenames, if they exist, but won’t fail if they don’t.


	removes unneeded files as it goes, but leaves the xml MINiML file and folder there as a marker if a geo dataset fails to download. So it won’t try again on resume.













	
methylprep.download.search(keyword, filepath='.', verbose=True)

	
	CLI/cron function to check for new datasets.

	set up as a weekly cron.
uses a local storage file to compare with old datasets in <pattern>_meta.csv.
saves the dates of each dataset from GEO; calculates any new ones as new rows. updates csv.



	options:

	pass in -k keyword
verbose (True|False) — reports to page; saves csv too



	returns:

	saves a CSV to disk and returns a dataframe of results










	
methylprep.download.pipeline_find_betas_any_source(**kwargs)

	beta_bake: Sets up a script to run methylprep that saves directly to path or S3.
The slowest part of processing GEO datasets is downloading, so this handles that.


	STEPS

	
	
	uses methylprep alert -k <keywords> to curate a list of GEO IDs worth grabbing.

	note that version 1 will only process idats.
also runs methylcheck.load on processed files, if installed.







	downloads a zipfile, uncompresses it,


	creates a samplesheet,


	moves it into foxo-test-pipeline-raw for processing.


	You get back a zipfile with all the output data.






	required kwargs:

	
	
	project_name: string, like GSE123456, to specify one GEO data set to download.

	to initialize, specify one GEO id as an input when starting the function.
- beforehand, you can use methylprep alert to verify the data exists.
- OR you can pass in a string of GEO_ID separated by commas without any spaces and it will split them.











	optional kwargs:

	
	function: ‘geo’ (optional, ignored; used to specify this pipeline to run from command line)


	
	data_dir:

	
	default is current working directory (‘.’) if omitted


	use to specify where all files will be downloaded, processed, and finally stored, unless –cleanup=False.


	if using AWS S3 settings below, this will be ignored.










	verbose: False, default is minimal logging messages.


	save_source: if True, it will retain .idat and/or -tbl-1.txt files used to generate beta_values dataframe pkl files.


	
	compress: if True, it will package everything together in a {geo_id}.zip file, or use gzip if files are too big for zip.

	
	default is False










	clean: If True, removes files from folder, except the compressed output zip file. (Requires compress to the True too)






	It will use local disk by default, but if you want it to run in AWS batch + efs and save to S3, provide these:

	
	bucket (where downloaded files are stored)


	efs (AWS elastic file system name, for lambda or AWS batch processing)


	processed_bucket (where final files are saved)


	
	clean: default True. If False, does not explicitly remove the tempfolder files at end, or move files into data_dir output filepath/folder.

	
	if you need to keep folders in working/efs folder instead of moving them to the data_dir.


	use cleanup=False when embedding this in an AWS/batch/S3 context,




then use the working tempfolder path and filenames returned to copy these files into S3.











	returns:

	
	if a single GEO_ID, returns a dict with “error”, “filenames”, and “tempdir” keys.


	if mulitple GEO_IDs, returns a dict with “error”, “geo_ids” (nested dict), and “tempdir” keys. Uses same tempdir for everything, so clean should be set to True.


	“error” will be None if it worked okay.


	“filenames” will be a list of filenames that were created as outputs (type=string)


	
	“tempdir” will be the python tempfile tempory-directory object. Passing this out prevents

	garbage collector from removing it when the function ends, so you can retrive these files and
run tempdir.cleanup() manually. Otherwise, python will remove the tempdir for you when python closes,
so copy whatever you want out of it first. This makes it possible to use this function with AWS EFS (elastic file systems)
as part of a lambda or aws-batch function where disk space is more limited.













NOTE: v1.3.0 does NOT support multiple GEO IDs yet.
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Release History


v1.6.1


	samplesheet: ensures csv and meta_data pickle match


	better error message when multiple samplesheet csvs are detected, and more stringent detection parameters


	updated CI/CD with github actions, faster testing, dropped flaky unit tests


	updated documentation






v1.6.0


	qualityMask: All versions of 1.5.x used a different convention for probes to drop or keep. In version 1.6.0 and above,
methylprep reverts to the previous convention used in v1.4.6 and below: For the quality_mask column in the processed output
CSV and the in-memory SampleDataContainer data_frame, 1.0 means keep the probe (good) and 0.0 means drop. (This reverses
a previous convention and fixes bugs where the 0.0 were sometimes NaN.)






v1.5.9


	Fixed bug: the SampleDataContainer returned by run_pipeline did not have 1.0 and 0 for quality_mask. Matches the CSV export now.






v1.5.8


	Fixed bug in CSV export; quality_mask (probes to be excluded from pickles) were NaN instead of 1.0






v1.5.7


	
	Merely a maintenance release to deal with some dependency conflicts in the python science stack.

	Pandas version 1.3+ now supported.











v1.5.6


	completely rewritten and updated documentation, including a more extensive tutorial


	updated all manifests to include probe-to-locus mapping for two genome builds


	Uses OLD_ in front of 4 genomic columns to denote the older genome build in each respective array/organism


	mouse manifest has mm39 (newer) and mm10 (older) genome assemblies.


	human hg38 is a corrected and improved version of (OLD) hg19.






	
	27k array is no longer supported. (It turns out it was never supported, but we just never unit-tested it. And

	because there are no control probes and no type-II probes on the 27k first generation array, it would be a lot
of work to support it, and nobody has ever asked about it.)







	
	removed read_geo and detect_header_pattern from methylprep, because it is maintained in methylcheck and imported

	into methylprep now.







	
	new beta_bake CLI option -z / --compress will put all downloaded files into a zipfile. This used to be the default

	behavior, and now it is optional.







	fixed minor bug where malformed custom user-supplied manifest files will return a useful error message.


	better processing error detection with a check_for_probe_loss functions that warns if probes are dropped






v1.5.5


	Fixed Reading IDATs progress bar in ‘process’


	download now uses HTTPS requests to fetch GSExxxxxx_RAW.TAR data files instead of FTP, because this is way more reliable and avoids errors.


	Better error messages when trying to download and process GEO datasets containing multiple array types. The process splits these samples into separate folders based on the meta data, and tries to run each array type separately.


	Improved documentation everywhere


	Improved support for GEO series_matrix.txt.gz files and _family.xml -tbl-1.txt files


	Fixed bug where quality_mask was removing SNP (rs) probes from CSV or SampleDataContainer output.


	Removed detect_header_pattern and read_geo from methylprep. These are maintained in methylcheck and
not called anywhere. Instead, methylprep tries to import methylcheck in the Download functions that need
to read GEO data files. But if a user has not installed methylcheck, they will only see an error if they
run specific commands in Download that require it.






v1.5.2


	Bug fix: added ‘Extended_Type’ into control_probes.pkl output. Required by methylcheck.plot_controls().


	Minor bug fixes and improved unit test coverage.


	Fixed bug where process --minfi was not working with --all. Added more test coverage for CLI.


	updated read_geo to handle more edge cases


	deprecated some never-used functions.


	instead of methylprep.files.idat.RunInfo use IdatDataset( verbose=True )










v1.5.0, v1.5.1


	MAJOR refactor/overhaul of all the internal classes. This was necessary to fully support the mouse array.


	new SigSet class object that mirror’s sesame’s SigSet and SigDF object.


	Combines idats, manifest, and sample sheet into one object that is inherited by SampleDataContainer


	RawDataset, MethylationDataset, ProbeSubtype all deprecated and replaced by SigSet


	SampleDataContainer class is now basically the SigSet plus all pipeline processing settings


	new mouse manifest covers all probes and matches sesame’s output


	Processing will work even if a batch of IDATs have differing probe counts for same array_type, though those
differing probes in question may not be saved.


	unit tests confirm that methylprep, sesame, and minfi beta values output match to within 1% of each other now. Note that the intermediate stages of processing (after NOOB and after DYE) do not match
with sesame in this version. Can be +/- 100 intensity units, likely due to differences in order of
steps and/or oob/mask probes used.






v1.4.7


	mouse manifest updated to conform with illumina Genome Studio / sesame probe naming convention.


	mouse_probes.pkl now includes different probe types. Previously, if a probe type was ‘mu’ (multi)
or ‘rp’ (repeat) or IlmnID started with ‘uk’ (unknown?), it was moved to experimental mouse_probes.pkl.
This was about 6300 probes.
Now, all ‘Multi’ and ‘Random’ probes are moved and stored in mouse_probes.pkl, about 30,000.


	mouse manifest has a ‘design’ column with tons of human-readable notes on different probe origins,
including analogous EPIC human-mapped probes.






v1.4.6


	
	pipeline CSV output will now include meth, unmeth, beta, and m-values for all probes, including failed probes.

	version 1.4.0 to 1.4.5 was replacing these values with NaN if a probe was filtered by the quality_mask.
Pickled beta, M-value, noob_meth, noob_unmeth output files will continue to exclude (e.g. show NaN) probes that failed poobah_pval or quality_mask.











v1.4.5


	fixed qualityMask for epic+






v1.4.4


	faster circleci testing


	mouse probes have duplicate names, breaking dye-bias step, so it will fallback to linear-dye when duplicates are present


	added more mouse array test coverage






v1.4.0


	now uses sesame’s infer_type_I_channel function to detect and correct probe switching, if sesame=True


	
	uses sesame’s nonlinear dye bias correction function, if sesame=True

	instead of the previous linear-dye-correction in the NOOB function.







	
	as part of the run_pipeline(sesame=True) default ON settings, it will apply sesame’s “quality_mask”

	that automatically removes probes that are unreliable from all data.







	reads more IDAT raw data (run_info, probe nbeads, probe standard deviation)


	idat.py IdatDataset has new kwargs, including bit=’float16’ option to cut file/memory usage in half
by clipping max intensity at 32127 (which cuts off ~0.01% of probes)






	processing will mirror sesame more closely now, instead of minfi (to revert, use sesame=False in run_pipeline)


	adds sesame quality_mask, which auto-hides known set of sketchy probes.


	
	internal objects updated so that values align in every stage of processing

	(i.e. if you apply the sesame quality mask, the output files and the SampleDataContainer will exclude those probes)







	make_pipeline provides a scikit-learn style interface, as alternative to run_pipeline






v1.3.3


	ensures methylprep output matches sesame output


	order of probes in CSVs, pickles, and SampleDataContainer doesn’t match


	
	fixes bug where are few probes had negative meth/unmeth values because of int16 limits.

	Now it uses unsigned int16 data type and unit tests confirm no negative values appear.











v1.3.2


	updated support for Illumina mouse array


	summarized processing warnings at end, to make tqdm progress bar cleaner






v1.3.1


	run_pipeline() has 50% shorter processing time due to user-submitted changes


	idats can be processed while gzipped (.idat.gz) and saved this way using –no_uncompress flag


	‘download’ function manages FTP connection better


	improved unit testing: download and process_series


	run_pipeline() function has two new optional parameters


	poobah_decimals: if you want more than the default 3 decimals saved in poobah_values.pkl and _processed.csv files-, then specify a higher limit.


	poobah_sig: default significance level for excluding probes is 0.05. You can set it to something
else in the 0.1 to 0.000001 range, if you want.










v1.3.0


	improved methylprep’s run_pipeline() process to use less memory and avoid memory usage spikes


	files created are also smaller too (because they use float32 or int16 instead of 64 bit data)


	
	output files like beta_values.pkl are automatically consolidated at end of pipeline.

	batch_size will split large batches into multiple files during processing to save memory,
but the output will be merged at the end.







	improved support for Illumina Mouse Arrays.


	
	methylprep.download has a new all-encompassing pipeline that will read GEO data sets and convert

	any data file type into a pickle of beta_values, whether from idats or processed matrix files.











Older versions exist on pypi, but no changelog
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methylprep is a python package for processing Illumina methylation array data.
View on ReadTheDocs. [https://life-epigenetics-methylprep.readthedocs-hosted.com/en/latest/]
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 [https://pypi.org/project/methylprep/]
Methylprep is part of the methylsuite
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 [https://raw.githubusercontent.com/FoxoTech/methylprep/master/docs/methyl-suite.png]methylprep is part of the methylsuite [https://pypi.org/project/methylsuite/] of python packages that provide functions to process and analyze DNA methylation data from Illumina’s Infinium arrays (27k, 450k, and EPIC, as well as mouse arrays). The methylprep package contains functions for processing raw data files from arrays and downloading/processing public data sets from GEO (the NIH Gene Expression Omnibus database repository), or from ArrayExpress. It contains both a command line interface (CLI) for processing data from local files, and a set of functions for building a custom pipeline in a jupyter notebook or python scripting environment. The aim is to offer a standard process, with flexibility for those who want it.

methylprep data processing has also been tested and benchmarked to match the outputs of two popular R packages: sesame [https://bioconductor.org/packages/release/bioc/html/sesame.html] (v1.10.4) and minfi [https://bioconductor.org/packages/release/bioc/html/minfi.html] (v1.38).



Methylsuite package components

You should install all three components, as they work together. The parts include:


	methylprep: (this package) for processing idat files or downloading GEO datasets from NIH. Processing steps include


	infer type-I channel switch


	NOOB (normal-exponential convolution on out-of-band probe data)


	poobah (p-value with out-of-band array hybridization, for filtering lose signal-to-noise probes)


	qualityMask (to exclude historically less reliable probes)


	nonlinear dye bias correction (AKA signal quantile normalization between red/green channels across a sample)


	calculate beta-value, m-value, or copy-number matrix


	large batch memory management, by splitting it up into smaller batches during processing






	methylcheck: for quality control (QC) and analysis, including


	functions for filtering out unreliable probes, based on the published literature


	Note that methylprep process will exclude a set of unreliable probes by default. You can disable that using the –no_quality_mask option from CLI.






	sample outlier detection


	array level QC plots, based on Genome Studio functions


	a python clone of Illumina’s Bead Array Controls Reporter software (QC)


	data visualization functions based on seaborn and matplotlib graphic libraries.


	predict sex of human samples from probes


	interactive method for assigning samples to groups, based on array data, in a Jupyter notebook






	methylize provides more analysis and interpretation functions


	differentially methylated probe statistics (between treatment and control samples)


	volcano plots (which probes are the most different?)


	manhattan plots (where in genome are the differences?)










Installation

methylprep maintains configuration files for your Python package manager of choice: pipenv [https://pipenv.readthedocs.io/en/latest/] or pip [https://pip.pypa.io/en/stable/]. Conda install is coming soon.

>>> pip install methylprep





or if you want to install all three packages at once:

>>> pip install methylsuite







Tutorials and Guides

If you’re new to DNA methylation analysis, we recommend reading through this introduction in order get the background knowledge needed to best utilize methylprep effectively. Otherwise, you’re ready to use methylprep for:

  
    

    ref on how minfi noob values were calculated
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from pathlib import Path
import pandas as pd
import matplotlib.pyplot as plt
import methylprep
import methylcheck
from pprint import pprint as pp
mpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
m_minfi_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_param_minfi') # methylprep --minfi (but no --all)
m_v111 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v111') # methylprep --betas v1.1.1 2019 version
m_v146 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v146') # methylprep --betas v1.4.6 March-2021 version --minfi
minpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
t1_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test_steps') # df = m.make_pipeline('.', steps=['noob'], sesame=False, debug=True)








ref on how minfi noob values were calculated

library(minfi)
library(minfiData)

process_minfi = function(folder = '/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi') {
    baseDir = paste0(folder)
    targets =  read.metharray.sheet(baseDir, 'samplesheet.csv')
    RGset <- read.metharray.exp(targets = targets)
    pd = pData(RGset) # to dataframe
    raw = preprocessRaw(RGset) # converts to matrix of meth | unmeth without normalization
    noob = preprocessNoob(RGset) # converts to matrix of meth | unmeth NOOB + linear dye-bias correction
    beta = getBeta(noob) # no SNPS included
    noob_meth = getMeth(noob)
    noob_unmeth = getUnmeth(noob)
    write.csv(getMeth(raw), file.path(folder, "minfi_meth.csv"), row.names=TRUE)
    write.csv(getUnmeth(raw), file.path(folder, "minfi_unmeth.csv"), row.names=TRUE)
    write.csv(getBeta(raw), file.path(folder, "minfi_raw_beta.csv"), row.names=TRUE)
    write.csv(beta, file.path(folder, "minfi_noob_beta.csv"), row.names=TRUE)
    write.csv(noob_meth, file.path(folder, "minfi_noob_meth.csv"), row.names=TRUE)
    write.csv(noob_unmeth, file.path(folder, "minfi_noob_unmeth.csv"), row.names=TRUE)
}

process_minfi('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
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mmeth = pd.read_pickle(Path(mpath,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
munmeth = pd.read_pickle(Path(mpath,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame

# minfi R-outputs
_meth = pd.read_csv(Path(minpath,'minfi_noob_meth.csv')).set_index('Unnamed: 0').sort_index()
_meth.index.name='IlmnID'
_unmeth = pd.read_csv(Path(minpath,'minfi_noob_unmeth.csv')).set_index('Unnamed: 0').sort_index()
_unmeth.index.name='IlmnID'

# CLI methylprep with --minfi params
mmeth_minfi = pd.read_pickle(Path(minpath,'noob_meth_values.pkl')).sort_index()
munmeth_minfi = pd.read_pickle(Path(minpath,'noob_unmeth_values.pkl')).sort_index()

# CLI methylprep with --all --minfi params ???
m_minfi_meth = pd.read_pickle(Path(m_minfi_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --minfi
m_minfi_unmeth = pd.read_pickle(Path(m_minfi_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --minfi

m_v111_samples = {}
for _csv in Path(m_v111, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v111_samples[sample_name] = sample

m_v146_samples = {}
for _csv in Path(m_v146, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v146_samples[sample_name] = sample

t1_meth = pd.read_pickle(Path(t1_path,'noob_meth_values.pkl')).sort_index()
t1_unmeth = pd.read_pickle(Path(t1_path,'noob_unmeth_values.pkl')).sort_index()










methylprep v1.1.1 vs minfi (noob meth, noob unmeth)
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pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    vmeth = m_v111_samples[sample]['noob_meth']
    vunmeth = m_v111_samples[sample]['noob_unmeth']
    delta =  vmeth - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  vunmeth - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_unmeth': 9.232241569522861e-05,
 '3999356047_R02C01_unmeth': 0.0001472295440055741,
 '3999356047_R03C01_unmeth': 0.00011443153360447612}








methylprep v1.4.6 vs minfi (noob meth, noob unmeth)

difference is slightly off because methylprep v1.4.6 adds poobah before NOOB step for cleaner data.
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pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    vmeth = m_v146_samples[sample]['noob_meth']
    vunmeth = m_v146_samples[sample]['noob_unmeth']
    delta =  vmeth - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  vunmeth - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_unmeth': -0.21698295997381803,
 '3999356047_R02C01_unmeth': -0.0015504255523069302,
 '3999356047_R03C01_unmeth': -0.5322082452443613}








methylprep v1.5.2 –minfi vs minfi (noob meth, noob unmeth)

ran: methylprep process -d . --minfi

(base) /Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi$ python -m methylprep process -d . --minfi
dict_items([('data_dir', PosixPath('.')), ('array_type', None), ('manifest', None),
('sample_sheet', None), ('no_sample_sheet', False), ('sample_name', None), ('betas', False),
('m_value', False), ('batch_size', None), ('uncorrected', False), ('no_export', True),
('no_meta_export', True), ('bit', 'float32'), ('save_control', False), ('poobah', False),
('export_poobah', False), ('minfi', True), ('no_quality_mask', False), ('all', False)])

(base) /Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi$ python -m methylprep process -d . --minfi --all
dict_items([('data_dir', PosixPath('.')), ('array_type', None), ('manifest', None), ('sample_sheet', None),
('no_sample_sheet', False), ('sample_name', None), ('betas', True), ('m_value', True), ('batch_size', None),
('uncorrected', True), ('no_export', True), ('no_meta_export', True), ('bit', 'float32'),
('save_control', True), ('poobah', True), ('export_poobah', True), ('minfi', True),
('no_quality_mask', False), ('all', True)])






differences here:

- quality mask and poobah are turned on with –all –minfi - –minfi is NOT affected by poobah, since poobah should not run with these params. - confirmed, it runs linear dye with NOOB under these conditions
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# CLI methylprep with --minfi params
mmeth_minfi = pd.read_pickle(Path(minpath,'noob_meth_values.pkl')).sort_index()
munmeth_minfi = pd.read_pickle(Path(minpath,'noob_unmeth_values.pkl')).sort_index()

pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  m_minfi_meth[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  m_minfi_unmeth[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

    delta =  mmeth_minfi[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_2meth'
    samples.append( delta )
    delta =  munmeth_minfi[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_2unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(16,12)) #, range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_2unmeth': -16.023457486296667,
 '3999356047_R01C01_unmeth': 2.487625001627748,
 '3999356047_R02C01_2unmeth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.113145371007935,
 '3999356047_R03C01_2unmeth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 5.715650101636692}








how sesame noob was calculated

library(BiocManager)
library(sesame)
library(preprocessCore)
# after upgrading R3.6-->R4.1 I had to move cache: https://bioconductor.org/packages/devel/bioc/vignettes/ExperimentHub/inst/doc/ExperimentHub.html#default-caching-location-update
# sesameDataCache("MM285") # run this once, before you can read mouse
# version 3.13 DOCS HERE: https://bioconductor.org/packages/devel/bioc/vignettes/sesame/inst/doc/sesame.html

in_dir = paste0('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')

savefiles = function(sdfs, idx, thisname) {
  x_thisframe <- data.frame(rbind( IG(sdfs[[idx]]), IR(sdfs[[idx]]), II(sdfs[[idx]]) ))
  x_filename <- paste0('sesame_', thisname ,'.csv', sep="")
  x_file <- file.path(in_dir, x_filename)
  write.csv(x_file, x=x_thisframe, row.names=TRUE, na="")
}

# RAW INTENSITY
sdfs <- lapply(searchIDATprefixes(in_dir), readIDATpair) #readIdat is for one file; readIDATpair is for pairs.
savefiles(sdfs, 1, 'raw')

# INFER
sdfs = lapply(sdfs, inferTypeIChannel, verbose=TRUE)
savefiles(sdfs, 1, 'infer')

# POOBAH ssets <- lapply(ssets, detectionMask) # poobah and qualityMask now set in sdf@extra$mask by readIDATpair
sdfs <- lapply(sdfs, pOOBAH)
savefiles(sdfs, 1, 'poobah') # doesn't save the poobah filtered part

### -- these don't return a modified sdf. so they need a new location.
# NOOB
sdfs.noob <- lapply(sdfs, noob) # creates a bunch more sdf objects in a list here
savefiles(sdfs.noob, 1, 'noob') # noob doesn't actually exclude poobah probes here? unless auto

# DYE-BIAS
sdfs.dye <- lapply(sdfs.noob, dyeBiasCorrTypeINorm)
savefiles(sdfs.dye, 1, 'dye')

# BETAS
betas <- lapply(sdfs.dye, getBetas) # this uses @extra$mask
write.csv(file.path(in_dir, 'sesame_mouse_betas.csv'), x=betas, row.names=TRUE, na="")

Rprof(tf <- "log.log", memory.profiling = TRUE)
idat_dir = paste0('/Volumes/LEGX/Barnes/mouse_test/')
betas= openSesame(idat_dir, BPPARAM=BiocParallel::MulticoreParam(2))
Rprof (NULL) ; print(summaryRprof(tf))
system.time( openSesame(idat_dir, BPPARAM=BiocParallel::MulticoreParam(2)) )
# sesame_version user     system elapsed
# 3.13           42.691   2.705  23.291







— sesame raw is exactly the same, except for infer-switched values —


[6]:





# --------- sesame raw is exactly the same, except for NaN values -------
t2_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
sample = ['3999356047_R01C01']
mean_diff = {}

# pulling from the pickles added NaNs and chart wouldn't plot normally. So using CSV output instead.
#raw_meth = pd.read_pickle(Path(t2_path,'meth_values.pkl')).sort_index()
#raw_unmeth = pd.read_pickle(Path(t2_path,'unmeth_values.pkl')).sort_index()

raw_samples = {}
for _csv in Path(t2_path, '3999356047').rglob('*.csv'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    _sample = pd.read_csv(_csv).set_index('IlmnID')
    raw_samples[sample_name] = _sample
raw_meth = raw_samples[sample[0]]['meth']
raw_unmeth = raw_samples[sample[0]]['unmeth']

sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_raw = pd.read_csv(Path(sespath, 'sesame_raw.csv')).set_index('Unnamed: 0')
ses_infer = pd.read_csv(Path(sespath, 'sesame_infer.csv')).set_index('Unnamed: 0')
#-- ses_raw is identical to ses_infer because I need to apply the sdfs@extra$IGG / $IRR TRUE mask to swap probes
# manually, and besides, openSesame no longer runs this step.
ses_raw = ses_raw[ ~ses_raw.index.str.startswith('rs') ].sort_index()
ses_infer = ses_infer[ ~ses_infer.index.str.startswith('rs') ].sort_index()

delta_infer = ses_raw - ses_infer
delta_infer.name = sample[0] + '_infer'
mean_diff[delta_infer.name] = delta_infer.mean()
print( (ses_raw - ses_infer).sum() )

delta_rawmeth = raw_meth - ses_raw['M'].sort_index()
delta_rawmeth.name = sample[0] + '_rawmeth'
mean_diff[delta_rawmeth.name] = delta_rawmeth.mean()

delta_rawunmeth =  raw_unmeth - ses_raw['U'].sort_index()
delta_rawunmeth.name = sample[0] + '_rawunmeth'
mean_diff[delta_rawunmeth.name] = delta_rawunmeth.mean()

diff = pd.concat([delta_rawmeth.dropna(), delta_rawunmeth.dropna()], axis=1) # delta_meth, delta_unmeth,
diff.hist(bins=100, figsize=(12,4), range=[-10,10])

plt.show()
pp(mean_diff)














M    0
U    0
dtype: int64
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{'3999356047_R01C01_infer': M    0.0
U    0.0
dtype: float64,
 '3999356047_R01C01_rawmeth': 7.969323106328988,
 '3999356047_R01C01_rawunmeth': 0.2741497635485838}








sesame noob, before dye step vs mprep
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t3_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test_nodye')
# df= m.make_pipeline(steps=['infer_channel_switch', 'poobah', 'quality_mask', 'noob'], sesame=True, debug=True)
t3_meth = pd.read_pickle(Path(t3_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
t3_unmeth = pd.read_pickle(Path(t3_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_noob = pd.read_csv(Path(sespath, 'sesame_noob.csv')).set_index('Unnamed: 0')

mean_diff = dict()
sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']

delta_meth = t3_meth[sample[0]] - ses_noob['M']
delta_meth.name = sample[0] + '_meth'
mean_diff[delta_meth.name] = delta_meth.mean()

delta_unmeth =  t3_unmeth[sample[0]] - ses_noob['U']
delta_unmeth.name = sample[0] + '_unmeth'
mean_diff[delta_unmeth.name] = delta_unmeth.mean()

diff = pd.concat([delta_meth, delta_unmeth], axis=1)
diff.hist(bins=200, figsize=(12,4), range=[-20,20])

plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': 9.168439357283818,
 '3999356047_R01C01_unmeth': 9.347128209487355}








v.1.5.2 (build_pipeline, sesame, noob only) vs minfi
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_meth = pd.read_csv(Path(minpath,'minfi_noob_meth.csv')).set_index('Unnamed: 0').sort_index()
_meth.index.name='IlmnID'
_unmeth = pd.read_csv(Path(minpath,'minfi_noob_unmeth.csv')).set_index('Unnamed: 0').sort_index()
_unmeth.index.name='IlmnID'

pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  t1_meth[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
    delta =  t1_unmeth[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-2000,2000])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': 752.8287423527173,
 '3999356047_R01C01_unmeth': -715.0082786625668,
 '3999356047_R02C01_meth': 780.0390570411862,
 '3999356047_R02C01_unmeth': -699.2420467418908,
 '3999356047_R03C01_meth': 778.6796715287064,
 '3999356047_R03C01_unmeth': -670.208918424742}








sesame vs methylprep –all (default)
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sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']

t2_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
# running make_pipeline(steps=[all], sesame=True, debug=True) shows that linear dye is happening
# and sesame=None in middle
t2_meth = pd.read_pickle(Path(t2_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
t2_unmeth = pd.read_pickle(Path(t2_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame
t2_beta = pd.read_pickle(Path(t2_path, 'beta_values.pkl')).sort_index()

sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_dye = pd.read_csv(Path(sespath, 'sesame_dye.csv')).set_index('Unnamed: 0')
ses_beta= pd.read_csv(Path(sespath, 'sesame_betas.csv')).set_index('Unnamed: 0')['GSM2815705_3999356047_R01C01']

mean_diff = dict()
sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']
ses_beta.name = sample[0]

delta_dyemeth = t2_meth[sample[0]] - ses_dye['M']
delta_dyemeth.name = sample[0] + '_noob+dye_meth'
mean_diff[delta_dyemeth.name] = delta_dyemeth.mean()

delta_dyeunmeth =  t2_unmeth[sample[0]] - ses_dye['U']
delta_dyeunmeth.name = sample[0] + '_noob+dye_unmeth'
mean_diff[delta_dyeunmeth.name] = delta_dyeunmeth.mean()

ses_beta.name = sample[0]
delta_beta =  t2_beta[sample[0]] - ses_beta
delta_beta.name = sample[0] + '_beta'
mean_diff[delta_beta.name] = delta_beta.mean()

diff = pd.concat([delta_dyemeth, delta_dyeunmeth, delta_beta], axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-100,100])

plt.show()
pp(mean_diff)
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{'3999356047_R01C01_beta': -0.0021256439592542867,
 '3999356047_R01C01_noob+dye_meth': -19.087137169690244,
 '3999356047_R01C01_noob+dye_unmeth': 25.25839165295372}






THESE ARE harder to match up than the output, but luckily the output matches exactly.
the mprep oob doesn't retain the probe names in index.
minfiG = pd.read_csv(Path(minpath, 'minfi_oobG.csv')).set_index('Unnamed: 0')[['GSM2815705_3999356047_R01C01']].sort_index()
minfiR = pd.read_csv(Path(minpath, 'minfi_oobR.csv')).set_index('Unnamed: 0')[['GSM2815705_3999356047_R01C01']].sort_index()
oobG = pd.read_csv(Path(t1_path, 't1_oobG.csv')).set_index('Unnamed: 0').sort_index() #[['3999356047_R01C01']]
oobR = pd.read_csv(Path(t1_path, 't1_oobR.csv')).set_index('Unnamed: 0').sort_index() #[['3999356047_R01C01']]
NOTE: methylprep oobG and oobR contain SNP probes too, but minfi's do not.
NOTE: 450k ctl_man ctrl_green has 850 rows, but ctrl_red only has 848 rows. Why?
SDG attrs: ibG has 396374, ibR has 439279, but debug msg says: "ibG 442672 ibR 528482 oobG 178406 oobR 92596"
... because debug msg combines + stacks meth + unmeth channels ... but parts don't add up.





df = m.make_pipeline(‘.’, steps=[‘noob’], sesame=False, debug=True) result

{'3999356047_R01C01_meth': 0.1463333209121593,
 '3999356047_R01C01_unmeth': -0.34745759293849976,
 '3999356047_R02C01_meth': 0.06334636886553159,
 '3999356047_R02C01_unmeth': -0.03053014181060626,
 '3999356047_R03C01_meth': -0.29185560562537033,
 '3999356047_R03C01_unmeth': -0.6494391272821136}





df = m.make_pipeline(‘.’, steps=[‘noob’, ‘poobah’], sesame=False, debug=True) result

{'3999356047_R01C01_meth': -14.268274723784089,
'3999356047_R01C01_unmeth': -19.03968117029445,
'3999356047_R02C01_meth': -11.299798091666727,
'3999356047_R02C01_unmeth': -14.77085999493948,
'3999356047_R03C01_meth': -16.611835004047588,
'3999356047_R03C01_unmeth': -22.2066433930435}
NOTE: this matches CLI --minfi --poobah --no_quality_mask exactly!





python -m methylprep -v process -d . –minfi –poobah –no_quality_mask

{'3999356047_R01C01_meth': -14.268274723784089,
 '3999356047_R01C01_unmeth': -19.03968117029445,
 '3999356047_R02C01_meth': -11.299798091666727,
 '3999356047_R02C01_unmeth': -14.77085999493948,
 '3999356047_R03C01_meth': -16.611835004047588,
 '3999356047_R03C01_unmeth': -22.2066433930435}





python -m methylprep -v process -d . –all –minfi

{'3999356047_R01C01_meth': 752.8287423527173,
 '3999356047_R01C01_unmeth': -715.0082786625668,
 '3999356047_R02C01_meth': 780.0390570411862,
 '3999356047_R02C01_unmeth': -699.2420467418908,
 '3999356047_R03C01_meth': 778.6796715287064,
 '3999356047_R03C01_unmeth': -670.208918424742}
(this looks like --all turns on dye-bias despite the --minfi flag)

FIXED this on 2021-07-13. NEW:
{'3999356047_R01C01_meth': -16.023457486296667,
 '3999356047_R01C01_unmeth': -0.11924747245559411,
 '3999356047_R02C01_meth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.388272385892256,
 '3999356047_R03C01_meth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 1.6000359669370239}





python -m methylprep -v process -d . –minfi

{'3999356047_R01C01_meth': 12.10730234391046,
 '3999356047_R01C01_unmeth': 2.487625001627748,
 '3999356047_R02C01_meth': 14.130577026997036,
 '3999356047_R02C01_unmeth': 4.113145371007935,
 '3999356047_R03C01_meth': 15.179276701251773,
 '3999356047_R03C01_unmeth': 5.715650101636692}
 (looks like infer-channel and poobah filtering turns on, but noob/dye is linear)







mprep –minfi –all output vs minfi (meth, unmeth)


[11]:





pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  mmeth_minfi[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
    delta =  munmeth_minfi[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-2000,2000])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': -16.023457486296667,
 '3999356047_R01C01_unmeth': -0.11924747245559411,
 '3999356047_R02C01_meth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.388272385892256,
 '3999356047_R03C01_meth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 1.6000359669370239}
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    ref on how minfi noob values were calculated
    

    
 
  

    
      
          
            
  


[1]:





from pathlib import Path
import pandas as pd
import matplotlib.pyplot as plt
import methylprep
import methylcheck
from pprint import pprint as pp
mpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
m_minfi_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_param_minfi') # methylprep --minfi (but no --all)
m_v111 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v111') # methylprep --betas v1.1.1 2019 version
m_v146 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v146') # methylprep --betas v1.4.6 March-2021 version --minfi
minpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
t1_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test_steps') # df = m.make_pipeline('.', steps=['noob'], sesame=False, debug=True)








ref on how minfi noob values were calculated

library(minfi)
library(minfiData)

process_minfi = function(folder = '/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi') {
    baseDir = paste0(folder)
    targets =  read.metharray.sheet(baseDir, 'samplesheet.csv')
    RGset <- read.metharray.exp(targets = targets)
    pd = pData(RGset) # to dataframe
    raw = preprocessRaw(RGset) # converts to matrix of meth | unmeth without normalization
    noob = preprocessNoob(RGset) # converts to matrix of meth | unmeth NOOB + linear dye-bias correction
    beta = getBeta(noob) # no SNPS included
    noob_meth = getMeth(noob)
    noob_unmeth = getUnmeth(noob)
    write.csv(getMeth(raw), file.path(folder, "minfi_meth.csv"), row.names=TRUE)
    write.csv(getUnmeth(raw), file.path(folder, "minfi_unmeth.csv"), row.names=TRUE)
    write.csv(getBeta(raw), file.path(folder, "minfi_raw_beta.csv"), row.names=TRUE)
    write.csv(beta, file.path(folder, "minfi_noob_beta.csv"), row.names=TRUE)
    write.csv(noob_meth, file.path(folder, "minfi_noob_meth.csv"), row.names=TRUE)
    write.csv(noob_unmeth, file.path(folder, "minfi_noob_unmeth.csv"), row.names=TRUE)
}

process_minfi('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
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mmeth = pd.read_pickle(Path(mpath,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
munmeth = pd.read_pickle(Path(mpath,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame

# minfi R-outputs
_meth = pd.read_csv(Path(minpath,'minfi_noob_meth.csv')).set_index('Unnamed: 0').sort_index()
_meth.index.name='IlmnID'
_unmeth = pd.read_csv(Path(minpath,'minfi_noob_unmeth.csv')).set_index('Unnamed: 0').sort_index()
_unmeth.index.name='IlmnID'

# CLI methylprep with --minfi params
mmeth_minfi = pd.read_pickle(Path(minpath,'noob_meth_values.pkl')).sort_index()
munmeth_minfi = pd.read_pickle(Path(minpath,'noob_unmeth_values.pkl')).sort_index()

# CLI methylprep with --all --minfi params ???
m_minfi_meth = pd.read_pickle(Path(m_minfi_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --minfi
m_minfi_unmeth = pd.read_pickle(Path(m_minfi_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --minfi

m_v111_samples = {}
for _csv in Path(m_v111, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v111_samples[sample_name] = sample

m_v146_samples = {}
for _csv in Path(m_v146, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v146_samples[sample_name] = sample

t1_meth = pd.read_pickle(Path(t1_path,'noob_meth_values.pkl')).sort_index()
t1_unmeth = pd.read_pickle(Path(t1_path,'noob_unmeth_values.pkl')).sort_index()










methylprep v1.1.1 vs minfi (noob meth, noob unmeth)
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pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    vmeth = m_v111_samples[sample]['noob_meth']
    vunmeth = m_v111_samples[sample]['noob_unmeth']
    delta =  vmeth - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  vunmeth - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_unmeth': 9.232241569522861e-05,
 '3999356047_R02C01_unmeth': 0.0001472295440055741,
 '3999356047_R03C01_unmeth': 0.00011443153360447612}








methylprep v1.4.6 vs minfi (noob meth, noob unmeth)

difference is slightly off because methylprep v1.4.6 adds poobah before NOOB step for cleaner data.
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pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    vmeth = m_v146_samples[sample]['noob_meth']
    vunmeth = m_v146_samples[sample]['noob_unmeth']
    delta =  vmeth - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  vunmeth - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_unmeth': -0.21698295997381803,
 '3999356047_R02C01_unmeth': -0.0015504255523069302,
 '3999356047_R03C01_unmeth': -0.5322082452443613}








methylprep v1.5.2 –minfi vs minfi (noob meth, noob unmeth)

ran: methylprep process -d . --minfi

(base) /Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi$ python -m methylprep process -d . --minfi
dict_items([('data_dir', PosixPath('.')), ('array_type', None), ('manifest', None),
('sample_sheet', None), ('no_sample_sheet', False), ('sample_name', None), ('betas', False),
('m_value', False), ('batch_size', None), ('uncorrected', False), ('no_export', True),
('no_meta_export', True), ('bit', 'float32'), ('save_control', False), ('poobah', False),
('export_poobah', False), ('minfi', True), ('no_quality_mask', False), ('all', False)])

(base) /Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi$ python -m methylprep process -d . --minfi --all
dict_items([('data_dir', PosixPath('.')), ('array_type', None), ('manifest', None), ('sample_sheet', None),
('no_sample_sheet', False), ('sample_name', None), ('betas', True), ('m_value', True), ('batch_size', None),
('uncorrected', True), ('no_export', True), ('no_meta_export', True), ('bit', 'float32'),
('save_control', True), ('poobah', True), ('export_poobah', True), ('minfi', True),
('no_quality_mask', False), ('all', True)])






differences here:

- quality mask and poobah are turned on with –all –minfi - –minfi is NOT affected by poobah, since poobah should not run with these params. - confirmed, it runs linear dye with NOOB under these conditions
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# CLI methylprep with --minfi params
mmeth_minfi = pd.read_pickle(Path(minpath,'noob_meth_values.pkl')).sort_index()
munmeth_minfi = pd.read_pickle(Path(minpath,'noob_unmeth_values.pkl')).sort_index()

pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  m_minfi_meth[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    delta =  m_minfi_unmeth[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

    delta =  mmeth_minfi[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_2meth'
    samples.append( delta )
    delta =  munmeth_minfi[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_2unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(16,12)) #, range=[-80,80])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_2unmeth': -16.023457486296667,
 '3999356047_R01C01_unmeth': 2.487625001627748,
 '3999356047_R02C01_2unmeth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.113145371007935,
 '3999356047_R03C01_2unmeth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 5.715650101636692}








how sesame noob was calculated

library(BiocManager)
library(sesame)
library(preprocessCore)
# after upgrading R3.6-->R4.1 I had to move cache: https://bioconductor.org/packages/devel/bioc/vignettes/ExperimentHub/inst/doc/ExperimentHub.html#default-caching-location-update
# sesameDataCache("MM285") # run this once, before you can read mouse
# version 3.13 DOCS HERE: https://bioconductor.org/packages/devel/bioc/vignettes/sesame/inst/doc/sesame.html

in_dir = paste0('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')

savefiles = function(sdfs, idx, thisname) {
  x_thisframe <- data.frame(rbind( IG(sdfs[[idx]]), IR(sdfs[[idx]]), II(sdfs[[idx]]) ))
  x_filename <- paste0('sesame_', thisname ,'.csv', sep="")
  x_file <- file.path(in_dir, x_filename)
  write.csv(x_file, x=x_thisframe, row.names=TRUE, na="")
}

# RAW INTENSITY
sdfs <- lapply(searchIDATprefixes(in_dir), readIDATpair) #readIdat is for one file; readIDATpair is for pairs.
savefiles(sdfs, 1, 'raw')

# INFER
sdfs = lapply(sdfs, inferTypeIChannel, verbose=TRUE)
savefiles(sdfs, 1, 'infer')

# POOBAH ssets <- lapply(ssets, detectionMask) # poobah and qualityMask now set in sdf@extra$mask by readIDATpair
sdfs <- lapply(sdfs, pOOBAH)
savefiles(sdfs, 1, 'poobah') # doesn't save the poobah filtered part

### -- these don't return a modified sdf. so they need a new location.
# NOOB
sdfs.noob <- lapply(sdfs, noob) # creates a bunch more sdf objects in a list here
savefiles(sdfs.noob, 1, 'noob') # noob doesn't actually exclude poobah probes here? unless auto

# DYE-BIAS
sdfs.dye <- lapply(sdfs.noob, dyeBiasCorrTypeINorm)
savefiles(sdfs.dye, 1, 'dye')

# BETAS
betas <- lapply(sdfs.dye, getBetas) # this uses @extra$mask
write.csv(file.path(in_dir, 'sesame_mouse_betas.csv'), x=betas, row.names=TRUE, na="")

Rprof(tf <- "log.log", memory.profiling = TRUE)
idat_dir = paste0('/Volumes/LEGX/Barnes/mouse_test/')
betas= openSesame(idat_dir, BPPARAM=BiocParallel::MulticoreParam(2))
Rprof (NULL) ; print(summaryRprof(tf))
system.time( openSesame(idat_dir, BPPARAM=BiocParallel::MulticoreParam(2)) )
# sesame_version user     system elapsed
# 3.13           42.691   2.705  23.291







— sesame raw is exactly the same, except for infer-switched values —
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# --------- sesame raw is exactly the same, except for NaN values -------
t2_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
sample = ['3999356047_R01C01']
mean_diff = {}

# pulling from the pickles added NaNs and chart wouldn't plot normally. So using CSV output instead.
#raw_meth = pd.read_pickle(Path(t2_path,'meth_values.pkl')).sort_index()
#raw_unmeth = pd.read_pickle(Path(t2_path,'unmeth_values.pkl')).sort_index()

raw_samples = {}
for _csv in Path(t2_path, '3999356047').rglob('*.csv'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    _sample = pd.read_csv(_csv).set_index('IlmnID')
    raw_samples[sample_name] = _sample
raw_meth = raw_samples[sample[0]]['meth']
raw_unmeth = raw_samples[sample[0]]['unmeth']

sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_raw = pd.read_csv(Path(sespath, 'sesame_raw.csv')).set_index('Unnamed: 0')
ses_infer = pd.read_csv(Path(sespath, 'sesame_infer.csv')).set_index('Unnamed: 0')
#-- ses_raw is identical to ses_infer because I need to apply the sdfs@extra$IGG / $IRR TRUE mask to swap probes
# manually, and besides, openSesame no longer runs this step.
ses_raw = ses_raw[ ~ses_raw.index.str.startswith('rs') ].sort_index()
ses_infer = ses_infer[ ~ses_infer.index.str.startswith('rs') ].sort_index()

delta_infer = ses_raw - ses_infer
delta_infer.name = sample[0] + '_infer'
mean_diff[delta_infer.name] = delta_infer.mean()
print( (ses_raw - ses_infer).sum() )

delta_rawmeth = raw_meth - ses_raw['M'].sort_index()
delta_rawmeth.name = sample[0] + '_rawmeth'
mean_diff[delta_rawmeth.name] = delta_rawmeth.mean()

delta_rawunmeth =  raw_unmeth - ses_raw['U'].sort_index()
delta_rawunmeth.name = sample[0] + '_rawunmeth'
mean_diff[delta_rawunmeth.name] = delta_rawunmeth.mean()

diff = pd.concat([delta_rawmeth.dropna(), delta_rawunmeth.dropna()], axis=1) # delta_meth, delta_unmeth,
diff.hist(bins=100, figsize=(12,4), range=[-10,10])

plt.show()
pp(mean_diff)














M    0
U    0
dtype: int64
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{'3999356047_R01C01_infer': M    0.0
U    0.0
dtype: float64,
 '3999356047_R01C01_rawmeth': 7.969323106328988,
 '3999356047_R01C01_rawunmeth': 0.2741497635485838}








sesame noob, before dye step vs mprep
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t3_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test_nodye')
# df= m.make_pipeline(steps=['infer_channel_switch', 'poobah', 'quality_mask', 'noob'], sesame=True, debug=True)
t3_meth = pd.read_pickle(Path(t3_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
t3_unmeth = pd.read_pickle(Path(t3_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_noob = pd.read_csv(Path(sespath, 'sesame_noob.csv')).set_index('Unnamed: 0')

mean_diff = dict()
sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']

delta_meth = t3_meth[sample[0]] - ses_noob['M']
delta_meth.name = sample[0] + '_meth'
mean_diff[delta_meth.name] = delta_meth.mean()

delta_unmeth =  t3_unmeth[sample[0]] - ses_noob['U']
delta_unmeth.name = sample[0] + '_unmeth'
mean_diff[delta_unmeth.name] = delta_unmeth.mean()

diff = pd.concat([delta_meth, delta_unmeth], axis=1)
diff.hist(bins=200, figsize=(12,4), range=[-20,20])

plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': 9.168439357283818,
 '3999356047_R01C01_unmeth': 9.347128209487355}








v.1.5.2 (build_pipeline, sesame, noob only) vs minfi


[8]:





_meth = pd.read_csv(Path(minpath,'minfi_noob_meth.csv')).set_index('Unnamed: 0').sort_index()
_meth.index.name='IlmnID'
_unmeth = pd.read_csv(Path(minpath,'minfi_noob_unmeth.csv')).set_index('Unnamed: 0').sort_index()
_unmeth.index.name='IlmnID'

pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  t1_meth[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
    delta =  t1_unmeth[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-2000,2000])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': 752.8287423527173,
 '3999356047_R01C01_unmeth': -715.0082786625668,
 '3999356047_R02C01_meth': 780.0390570411862,
 '3999356047_R02C01_unmeth': -699.2420467418908,
 '3999356047_R03C01_meth': 778.6796715287064,
 '3999356047_R03C01_unmeth': -670.208918424742}








sesame vs methylprep –all (default)


[9]:





sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']

t2_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_test') # methylprep --all sesame v1.5.1
# running make_pipeline(steps=[all], sesame=True, debug=True) shows that linear dye is happening
# and sesame=None in middle
t2_meth = pd.read_pickle(Path(t2_path,'noob_meth_values.pkl')).sort_index() # methylprep_noob_meth --sesame
t2_unmeth = pd.read_pickle(Path(t2_path,'noob_unmeth_values.pkl')).sort_index() # methylprep_noob_unmeth --sesame
t2_beta = pd.read_pickle(Path(t2_path, 'beta_values.pkl')).sort_index()

sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')
ses_dye = pd.read_csv(Path(sespath, 'sesame_dye.csv')).set_index('Unnamed: 0')
ses_beta= pd.read_csv(Path(sespath, 'sesame_betas.csv')).set_index('Unnamed: 0')['GSM2815705_3999356047_R01C01']

mean_diff = dict()
sample = ['3999356047_R01C01'] #['3999356047_R01C01'] # ,'3999356047_R02C01','3999356047_R03C01']
ses_beta.name = sample[0]

delta_dyemeth = t2_meth[sample[0]] - ses_dye['M']
delta_dyemeth.name = sample[0] + '_noob+dye_meth'
mean_diff[delta_dyemeth.name] = delta_dyemeth.mean()

delta_dyeunmeth =  t2_unmeth[sample[0]] - ses_dye['U']
delta_dyeunmeth.name = sample[0] + '_noob+dye_unmeth'
mean_diff[delta_dyeunmeth.name] = delta_dyeunmeth.mean()

ses_beta.name = sample[0]
delta_beta =  t2_beta[sample[0]] - ses_beta
delta_beta.name = sample[0] + '_beta'
mean_diff[delta_beta.name] = delta_beta.mean()

diff = pd.concat([delta_dyemeth, delta_dyeunmeth, delta_beta], axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-100,100])

plt.show()
pp(mean_diff)
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{'3999356047_R01C01_beta': -0.0021256439592542867,
 '3999356047_R01C01_noob+dye_meth': -19.087137169690244,
 '3999356047_R01C01_noob+dye_unmeth': 25.25839165295372}






THESE ARE harder to match up than the output, but luckily the output matches exactly.
the mprep oob doesn't retain the probe names in index.
minfiG = pd.read_csv(Path(minpath, 'minfi_oobG.csv')).set_index('Unnamed: 0')[['GSM2815705_3999356047_R01C01']].sort_index()
minfiR = pd.read_csv(Path(minpath, 'minfi_oobR.csv')).set_index('Unnamed: 0')[['GSM2815705_3999356047_R01C01']].sort_index()
oobG = pd.read_csv(Path(t1_path, 't1_oobG.csv')).set_index('Unnamed: 0').sort_index() #[['3999356047_R01C01']]
oobR = pd.read_csv(Path(t1_path, 't1_oobR.csv')).set_index('Unnamed: 0').sort_index() #[['3999356047_R01C01']]
NOTE: methylprep oobG and oobR contain SNP probes too, but minfi's do not.
NOTE: 450k ctl_man ctrl_green has 850 rows, but ctrl_red only has 848 rows. Why?
SDG attrs: ibG has 396374, ibR has 439279, but debug msg says: "ibG 442672 ibR 528482 oobG 178406 oobR 92596"
... because debug msg combines + stacks meth + unmeth channels ... but parts don't add up.





df = m.make_pipeline(‘.’, steps=[‘noob’], sesame=False, debug=True) result

{'3999356047_R01C01_meth': 0.1463333209121593,
 '3999356047_R01C01_unmeth': -0.34745759293849976,
 '3999356047_R02C01_meth': 0.06334636886553159,
 '3999356047_R02C01_unmeth': -0.03053014181060626,
 '3999356047_R03C01_meth': -0.29185560562537033,
 '3999356047_R03C01_unmeth': -0.6494391272821136}





df = m.make_pipeline(‘.’, steps=[‘noob’, ‘poobah’], sesame=False, debug=True) result

{'3999356047_R01C01_meth': -14.268274723784089,
'3999356047_R01C01_unmeth': -19.03968117029445,
'3999356047_R02C01_meth': -11.299798091666727,
'3999356047_R02C01_unmeth': -14.77085999493948,
'3999356047_R03C01_meth': -16.611835004047588,
'3999356047_R03C01_unmeth': -22.2066433930435}
NOTE: this matches CLI --minfi --poobah --no_quality_mask exactly!





python -m methylprep -v process -d . –minfi –poobah –no_quality_mask

{'3999356047_R01C01_meth': -14.268274723784089,
 '3999356047_R01C01_unmeth': -19.03968117029445,
 '3999356047_R02C01_meth': -11.299798091666727,
 '3999356047_R02C01_unmeth': -14.77085999493948,
 '3999356047_R03C01_meth': -16.611835004047588,
 '3999356047_R03C01_unmeth': -22.2066433930435}





python -m methylprep -v process -d . –all –minfi

{'3999356047_R01C01_meth': 752.8287423527173,
 '3999356047_R01C01_unmeth': -715.0082786625668,
 '3999356047_R02C01_meth': 780.0390570411862,
 '3999356047_R02C01_unmeth': -699.2420467418908,
 '3999356047_R03C01_meth': 778.6796715287064,
 '3999356047_R03C01_unmeth': -670.208918424742}
(this looks like --all turns on dye-bias despite the --minfi flag)

FIXED this on 2021-07-13. NEW:
{'3999356047_R01C01_meth': -16.023457486296667,
 '3999356047_R01C01_unmeth': -0.11924747245559411,
 '3999356047_R02C01_meth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.388272385892256,
 '3999356047_R03C01_meth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 1.6000359669370239}





python -m methylprep -v process -d . –minfi

{'3999356047_R01C01_meth': 12.10730234391046,
 '3999356047_R01C01_unmeth': 2.487625001627748,
 '3999356047_R02C01_meth': 14.130577026997036,
 '3999356047_R02C01_unmeth': 4.113145371007935,
 '3999356047_R03C01_meth': 15.179276701251773,
 '3999356047_R03C01_unmeth': 5.715650101636692}
 (looks like infer-channel and poobah filtering turns on, but noob/dye is linear)







mprep –minfi –all output vs minfi (meth, unmeth)


[11]:





pre = ['3999356047_R01C01','3999356047_R02C01','3999356047_R03C01']
post = ['GSM2815705_3999356047_R01C01','GSM2815706_3999356047_R02C01','GSM2815707_3999356047_R03C01']
samples = []
mean_diff = {}
for idx,sample in enumerate(pre):
    delta =  mmeth_minfi[pre[idx]] - _meth[post[idx]]
    delta.name = sample + '_unmeth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()
    delta =  munmeth_minfi[pre[idx]] - _unmeth[post[idx]]
    delta.name = sample + '_meth'
    samples.append( delta )
    mean_diff[delta.name] = delta.mean()

diff = pd.concat(samples, axis=1)
diff.hist(bins=200, figsize=(12,12), range=[-2000,2000])
plt.show()
pp(mean_diff)
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{'3999356047_R01C01_meth': -16.023457486296667,
 '3999356047_R01C01_unmeth': -0.11924747245559411,
 '3999356047_R02C01_meth': -9.717331450138039,
 '3999356047_R02C01_unmeth': 4.388272385892256,
 '3999356047_R03C01_meth': -14.802453797568242,
 '3999356047_R03C01_unmeth': 1.6000359669370239}
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[1]:





from pathlib import Path
import pandas as pd
import matplotlib.pyplot as plt
import methylprep
import methylcheck
from pprint import pprint as pp
mprep_minfi_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_0722') # methylprep --all --minfi v1.5.3
mprep_ses_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_ses0722') # methylprep --all v1.5.3
m_v111 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v111') # methylprep --betas v1.1.1 2019 version
m_v146 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v146') # methylprep --betas v1.4.6 March-2021 version --minfi
minpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')








[18]:





m_v111_samples = {}
for _csv in Path(m_v111, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v111_samples[sample_name] = sample

m_v146_samples = {}
for _csv in Path(m_v146, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v146_samples[sample_name] = sample

mprep_minfi_beta = pd.read_pickle(Path(mprep_minfi_path,'beta_values.pkl')).sort_index()['3999356047_R01C01']
mprep_ses_beta = pd.read_pickle(Path(mprep_ses_path,'beta_values.pkl')).sort_index()['3999356047_R01C01']

ses_beta = pd.read_csv(Path(sespath, 'sesame_betas.csv')).set_index('Unnamed: 0').sort_index()['GSM2815705_3999356047_R01C01']
ses_beta.index.name = 'IlmnID'
ses_beta = ses_beta[ ~ses_beta.index.str.startswith('rs') ]
minfi_beta = pd.read_csv(Path(minpath, 'minfi_noob_beta.csv')).set_index('Unnamed: 0').sort_index()['GSM2815705_3999356047_R01C01']
minfi_beta.index.name = 'IlmnID'








[19]:





mprep_minfi_beta.shape, minfi_beta.shape, mprep_ses_beta.shape, ses_beta.shape








[19]:







((485512,), (485512,), (485512,), (485512,))







beta values: methylprep vs sesame


[25]:





(mprep_ses_beta - ses_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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beta values: methylprep vs minfi


[26]:





(mprep_minfi_beta - minfi_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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beta values: sesame vs minfi


[22]:





(ses_beta - minfi_beta.sort_index()).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))








[22]:







<AxesSubplot:>
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[23]:





from pathlib import Path
import pandas as pd
import matplotlib.pyplot as plt
import methylprep
import methylcheck
from pprint import pprint as pp
mprep_minfi_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_0722') # methylprep --all --minfi v1.5.3
mprep_ses_path = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_ses0722') # methylprep --all v1.5.3
m_v111 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v111') # methylprep --betas v1.1.1 2019 version
m_v146 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v146') # methylprep --betas v1.4.6 March-2021 version --minfi
m_v160 = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v160') # methylprep --betas v1.6.0 Jan-2022 version --minfi
# m_v160: python -m methylprep process -d . --minfi
m_v160_ses = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_v160_ses') # methylprep --betas v1.6.0 Jan-2022 sesame (default)
# m_v160_ses: python -m methylprep process -d . --all
minpath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_minfi')
sespath = Path('/Volumes/LEGX/GEO/test_pipeline/GSE105018_sesame')








[2]:





m_v111_samples = {}
for _csv in Path(m_v111, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v111_samples[sample_name] = sample

m_v146_samples = {}
for _csv in Path(m_v146, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v146_samples[sample_name] = sample

mprep_minfi_beta = pd.read_pickle(Path(mprep_minfi_path,'beta_values.pkl')).sort_index()['3999356047_R01C01']
mprep_ses_beta = pd.read_pickle(Path(mprep_ses_path,'beta_values.pkl')).sort_index()['3999356047_R01C01']

ses_beta = pd.read_csv(Path(sespath, 'sesame_betas.csv')).set_index('Unnamed: 0').sort_index()['GSM2815705_3999356047_R01C01']
ses_beta.index.name = 'IlmnID'
ses_beta = ses_beta[ ~ses_beta.index.str.startswith('rs') ]
minfi_beta = pd.read_csv(Path(minpath, 'minfi_noob_beta.csv')).set_index('Unnamed: 0').sort_index()['GSM2815705_3999356047_R01C01']
minfi_beta.index.name = 'IlmnID'








[3]:





mprep_minfi_beta.shape, minfi_beta.shape, mprep_ses_beta.shape, ses_beta.shape








[3]:







((485512,), (485512,), (485512,), (485512,))







beta values: methylprep vs sesame


[4]:





(mprep_ses_beta - ses_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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beta values: methylprep vs minfi


[5]:





(mprep_minfi_beta - minfi_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()












[image: ../../_images/docs_debug_notebooks_comparing_beta_for_sesame,_mprep_and_minfi_(with_default_processing_options)_2022-01-06_6_0.png]






beta values: sesame vs minfi


[6]:





(ses_beta - minfi_beta.sort_index()).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))








[6]:







<AxesSubplot:>











[image: ../../_images/docs_debug_notebooks_comparing_beta_for_sesame,_mprep_and_minfi_(with_default_processing_options)_2022-01-06_8_1.png]





mprep v160 CSV beta values –vs– minfi betas


[24]:





m_v160_samples = {}
for _csv in Path(m_v160, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v160_samples[sample_name] = sample

mprep_s160 = m_v160_samples['3999356047_R01C01']['beta_value']
mprep_s160 = mprep_s160[ ~mprep_s160.index.str.startswith('rs') ]

(mprep_s160 - minfi_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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mprep v160_ses CSV beta values (using –all) –vs– sesame betas


[33]:





m_v160_ses_samples = {}
for _csv in Path(m_v160_ses, '3999356047').rglob('*'):
    sample_name = '_'.join(Path(_csv).stem.split('_')[:2])
    sample = pd.read_csv(_csv).set_index('IlmnID')
    m_v160_ses_samples[sample_name] = sample

mprep_s160_ses = m_v160_ses_samples['3999356047_R01C01']['beta_value']
mprep_s160_ses = mprep_s160_ses[ ~mprep_s160_ses.index.str.startswith('rs') ]









[37]:





(mprep_s160_ses - ses_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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[45]:





## note that NA probes in sesame output are ignored:

mprep_s160_ses_no_NaN = mprep_s160_ses[ ses_beta.notna()]
(mprep_s160_ses_no_NaN - ses_beta).hist(bins=200, range=[-0.2,0.2], figsize=(8,4))
plt.show()
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[69]:





print(f"mprep 1.6 vs sesame avg {round((mprep_s160_ses_no_NaN - ses_beta).mean(),4)} ({round(100*(mprep_s160_ses_no_NaN - ses_beta).mean(),2)}%) sem {round((mprep_s160_ses_no_NaN - ses_beta).sem(),6)}")
print(f"mprep 1.6 vs minfi avg {round((mprep_s160 - minfi_beta).mean(),4)} ({round(100*(mprep_s160 - minfi_beta).mean(),2)}%) sem {round((mprep_s160 - minfi_beta).sem(),6)}")
print(f"sesame vs minfi {round((ses_beta - minfi_beta).mean(),4)} ({round(100*(ses_beta - minfi_beta).mean(),2)}%) sem {round((ses_beta - minfi_beta).sem(),6)}")














mprep 1.6 vs sesame avg -0.0035 (-0.35%) sem 6.4e-05
mprep 1.6 vs minfi avg -0.0088 (-0.88%) sem 6.1e-05
sesame vs minfi 0.0374 (3.74%) sem 5.8e-05







[67]:





0.000064, 0.000061









[67]:







(6.4e-05, 6.1e-05)
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[1]:





import numpy as np
import pandas as pd
from pathlib import Path
import methylcheck
import methylprep
import random
import seaborn as sns
import scipy
import statsmodels.api as sm
import matplotlib.pyplot as plt
LOCAL = Path('/Volumes/LEGX/GSE69852/idats/')








[7]:





# turn off noob and poobah this way
c1 = methylprep.processing.pipeline.make_pipeline(
    data_dir=LOCAL,
    steps=[],
    exports=['meth'],
    estimator=None)













INFO:methylprep.processing.pipeline:Running pipeline in: /Volumes/LEGX/GSE69852/idats
Getting raw datasets: 100%|██████████| 2/2 [00:00<00:00, 5450.69it/s]
INFO:methylprep.files.manifests:Reading manifest file: HumanMethylation450_15017482_v1-2.CoreColumns.csv
Processing samples: 100%|██████████| 2/2 [00:16<00:00,  8.24s/it]
INFO:methylprep.processing.pipeline:[finished SampleDataContainer processing]
INFO:methylprep.processing.pipeline:saved meth_values.pkl
INFO:methylprep.processing.pipeline:saved unmeth_values.pkl
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c2 = methylprep.processing.pipeline.make_pipeline(
    data_dir=LOCAL,
    steps=['all'],
    exports=['all'],
    estimator=None)













INFO:methylprep.processing.pipeline:Running pipeline in: /Volumes/LEGX/GSE69852/idats
Getting raw datasets: 100%|██████████| 2/2 [00:00<00:00, 7351.98it/s]
INFO:methylprep.files.manifests:Reading manifest file: HumanMethylation450_15017482_v1-2.CoreColumns.csv
Processing samples: 100%|██████████| 2/2 [00:45<00:00, 22.60s/it]
INFO:methylprep.processing.pipeline:[finished SampleDataContainer processing]
INFO:methylprep.processing.pipeline:saved noob_meth_values.pkl
INFO:methylprep.processing.pipeline:saved noob_unmeth_values.pkl
INFO:methylprep.processing.pipeline:saved meth_values.pkl
INFO:methylprep.processing.pipeline:saved unmeth_values.pkl
INFO:methylprep.processing.pipeline:[!] Exported results (csv) to: ['/Volumes/LEGX/GSE69852/idats/9247377085', '/Volumes/LEGX/GSE69852/idats/9247377093']
INFO:methylprep.processing.pipeline:saved poobah_values.pkl
INFO:methylprep.processing.pipeline:saved sample_sheet_meta_data.pkl
INFO:methylprep.processing.pipeline:saved control_probes.pkl
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(c1[0]._SampleDataContainer__data_frame - c2[0]._SampleDataContainer__data_frame).plot.hist(bins=100, figsize=(12,6))
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<matplotlib.axes._subplots.AxesSubplot at 0x7fa199f6b518>
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cols = ['beta_value', 'm_value', 'noob_meth', 'noob_unmeth', 'meth', 'unmeth']
for col in cols:
    print(col)
    (c1[0]._SampleDataContainer__data_frame[col] - c2[0]._SampleDataContainer__data_frame[col]).plot.hist(bins=100, figsize=(12,6))
    (c1[1]._SampleDataContainer__data_frame[col] - c2[1]._SampleDataContainer__data_frame[col]).plot.hist(bins=100, figsize=(12,6))
    plt.show()
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c1[0]._SampleDataContainer__data_frame
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Import Modules

First, run pip install methylsuite from your computer’s command line terminal.
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import methylprep
import methylcheck
import methylize
import pandas as pd
from pathlib import Path
filepath = Path('/Users/patriciagirardi/tutorial/GPL21145')










Download Example Data

You may use the command line interface (CLI) of methylprep to download one of the >100,000 datasets stored on NIH’s GEO repository.

We will use the CLI to download a an example dataset from GEO (GSE147391) for this walkthrough. Run the following command from your computer’s terminal to do so.

>>> python -m methylprep -v download -i GSE147391 -d <filepath> -o





where <filepath> is the directory you would like to store the files in. The -o option is used to download the data without processing it.

Alternatively, visit this page [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE147391] and download the raw IDAT files from GSE147391 for this tutorial.



Processing raw IDAT files using methylprep


Introduction

methylprep has been tested and benchmarked to match the outputs of two popular methylation data processing R packages: sesame [https://bioconductor.org/packages/release/bioc/html/sesame.html] (v1.10.4) and minfi [https://bioconductor.org/packages/release/bioc/html/minfi.html] (v1.38). Our documentation is online/interactive and is updated regularly as features are added to the package.

The processing pipeline is as follows: - infer type-I channel switch - NOOB (normal-exponential convolution on out-of-band probe data) - poobah (p-value with out-of-band array hybridization, for filtering lose signal-to-noise probes) - qualityMask (to exclude historically less reliable probes) - nonlinear dye bias correction (AKA signal quantile normalization between red/green channels across a sample) - calculate beta-value, m-value, or copy-number matrix



More details on methylprep’s processing pipeline

One of the first processing steps of methylprep is to infer the color channel for type I probes. Type I probes operate on a single color channel. Each probe’s color channel should be provided as part of the manifest file. Occasionally, these manifest files are inaccurate. methylprep will infer and reset the probe’s channel in the manifest based on the actual signals from each channel.

Another issue that arises with multi-channel usage is dye-bias. This is a phenomenon where the red and green channels have different signal intensities. They have to be corrected in order for the rest of the processing pipeline to be accurate. methylprep uses quantile normalization between red and green channels within a sample to correct this. This is also known as a nonlinear method of dye bias correction (comparable to the one SeSAMe uses).

Out-of-band (OOB) probe data is used as part of the preprocessing pipleline. Recall that type I probes utilize only one color channel but have two probes for one locus. The probe that does not match the actual methylation state of the sample still captures a measure of fluorescence that can be used to help estimate background noise. In other words, if a type I probe is operating on the green channel to capture the methylation state of the locus, we will still have flourescence measures from
the red channel (and that fluorescence from the red channel is “OOB” data).

There are many ways to normalize methylation data, but the most widely used method is normal-exponential convolution on out of band probes (NOOB). The normal-exponential (normexp) convolution model was developed as part of the RMA algorithm for Affymetrix microarray data. The model assumes that the observed intensities are the sum of background noise and true signal components. The background is normally distributed and the signal is exponentially distributed. NOOB is simply using the
normexp model on out of band probe data.

Detection P-values are a measure of how likely it is that a given signal is background fluorescence. There are a few methods of calculating these detection p-values. Illumina’s GenomeStudio uses negative control probes in the array to parametrize a Guassian distribution and recommends p-values>0.05 to be excluded. minfi, another popular package for methylation array analysis in R, uses a similar method but with the M and U probes combined into one signal and a background distribution to
calculate the Z-score. The background distribution is calculated by combining the color channel(s) of the corresponding probe (type II probes will have both red and green). And they recommend the more stringent exclusion criteria of p-values>0.01 being excluded. SeSAMe and methylprep implement a different method, known as pOOBAH (P value Out Of Band probes for Array Hybridization) where they use the OOB signal of all type I probes to calculate an
empirical cumulative distribution function. methylprep users have the option to save pOOBAH values as an output file after sample processing.



Processing Data

It is easiest to run this from the CLI. To do so, run the following command from your computer’s terminal.

>>> python -m methylprep process -d <filepath> --all





<filepath> specifies where the manifest and IDAT files (and sample sheet, if any) are stored.

The --all option at the end tells methylprep to save output for ALL of the associated processing steps. The output files will be as follows:


	beta_values.pkl


	poobah_values.pkl


	control_probes.pkl


	m_values.pkl


	noob_meth_values.pkl


	noob_unmeth_values.pkl


	meth_values.pkl


	unmeth_values.pkl


	sample_sheet_meta_data.pkl




These files will be saved in the same directory as the data. methylprep will also create two folders to store processed .csv files. If users are interested in the probes that failed poobah, they are included in the .csv file outputs. They are automatically masked from the beta_values.pkl file.


Using methylprep from a Jupyter Notebook

methylprep also offers a scikit-learn style interface for users to run within jupyter notebooks or a similar IDE. We recommend using the CLI for methylprep–IDEs tend to process more slowly, especially for large batches–but users are able to get most of the package’s functionality from within an IDE.

methylprep.run_pipeline command is the IDE equivalent of methylprep process. The output, if left to default, is a set of data containers. Alternatively, users may specify betas=True or m_values=True to get a dataframe of their chosen values. We also recommend setting export=True to get output files saved as well. That way you can easily load the data in the future instead of running this command every time you open the notebook. The only required argument for this function is
the directory where the raw data is stored.
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data_containers = methylprep.run_pipeline(filepath, export=True)













INFO:methylprep.processing.pipeline:Running pipeline in: /Users/patriciagirardi/tutorial/GPL21145
INFO:methylprep.processing.pipeline:Found 4 additional fields in sample_sheet:
source | histological diagnosis --> histological_diagnosis | description | Sample_ID
Reading IDATs: 100%|██████████| 16/16 [00:26<00:00,  1.67s/it]
INFO:methylprep.files.manifests:Downloading manifest: HumanMethylationEPIC_manifest_v2.csv
INFO:methylprep.files.manifests:Reading manifest file: HumanMethylationEPIC_manifest_v2.csv
Processing samples: 100%|██████████| 16/16 [25:13<00:00, 94.61s/it]
INFO:methylprep.processing.pipeline:saved noob_meth_values.pkl
INFO:methylprep.processing.pipeline:saved noob_unmeth_values.pkl
INFO:methylprep.processing.pipeline:[!] Exported results (csv) to: ['/Users/patriciagirardi/tutorial/GPL21145/203163220027', '/Users/patriciagirardi/tutorial/GPL21145/203175700025']
INFO:methylprep.processing.pipeline:saved sample_sheet_meta_data.pkl
INFO:methylprep.processing.pipeline:saved control_probes.pkl
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data_containers[0]
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<methylprep.processing.pipeline.SampleDataContainer at 0x7fda1941a3a0>










Quality control with methylcheck


Loading processed data

You may use methylcheck.load_both() to load both the beta values and metadata at the same time. Note that methylcheck expects the formatting used by methylprep in this command.
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df, meta = methylcheck.load_both(filepath)
meta.head()













INFO:methylcheck.load_processed:Found several meta_data files; attempting to match each with its respective beta_values files in same folders.
WARNING:methylcheck.load_processed:Columns in sample sheet meta data files does not match for these files and cannot be combined:['/Users/patriciagirardi/tutorial/GPL21145/GSE147391_GPL21145_meta_data.pkl', '/Users/patriciagirardi/tutorial/GPL21145/sample_sheet_meta_data.pkl']
INFO:methylcheck.load_processed:Multiple meta_data found. Only loading the first file.
INFO:methylcheck.load_processed:Loading 16 samples.
Files: 100%|██████████| 1/1 [00:00<00:00,  3.48it/s]
INFO:methylcheck.load_processed:loaded data (865859, 16) from 1 pickled files (0.318s)
INFO:methylcheck.load_processed:meta.Sample_IDs match data.index (OK)
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import numpy as np
import pandas as pd
from pathlib import Path
import methylcheck
import methylprep
#LOCAL = Path('/Volumes/LEGX/GSE69852/Project1_idats/')
LOCAL = Path('/Volumes/LEGX/GSE69852/idats/')
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x = methylprep.files.IdatDataset('/Volumes/LEGX/GSE69852/idats/9247377085_R04C02_Red.idat', methylprep.models.Channel.RED, verbose=True, std_dev=True, nbeads=True, bit='float32')













622399 622399 622399
idat version: 3
file includes [illumina_id | mean | std_dev | nbeads] tabular data for all probes.
103 std_dev average: 308.0, N=622399
107 num_beads average: 14.5, N=622399
400 red_green:
401 manifest:
402 barcode: 9247377085
403 chip_type: BeadChip 12x8
1000 n_snps_read: 622399
300 run info: ('3/8/2013 3:46:35 PM', 'Scan', 'sherlockID=H194|ScannerID=H194|Username=SBSUser|FPGAVersion=3.0.39|SoftwareAppication=iScan Control Software|SoftwareVersion=3.3.28', 'iScan Control Software', '3.3.28')
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df = x.probe_means
df[df['mean_value'] < 200]
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import methylprep
import methylcheck as m
import matplotlib.pyplot as plt
import pandas as pd
from pathlib import Path
latest = Path('/Volumes/LEGX/GEO/GSE69852/2021-08-04/')
prev = Path('/Volumes/LEGX/GEO/GSE69852/v111/') # actually v111 right now







>>> methylprep.__version__ '1.1.1' (but __Version__ not avail in this version)
>>> SDCS = methylprep.run_pipeline('.')
>>> x = SDCS[0]
>>> y = SDCS[1]
>>> dir(x)
['_SampleDataContainer__data_frame', '__class__', '__delattr__', '__dict__', '__dir__', '__doc__', '__eq__', '__format__', '__ge__', '__getattribute__', '__gt__', '__hash__', '__init__', '__init_subclass__', '__le__', '__lt__', '__module__', '__ne__', '__new__', '__reduce__', '__reduce_ex__', '__repr__', '__setattr__', '__sizeof__', '__str__', '__subclasshook__', '__weakref__', '_postprocess', 'ctrl_green', 'ctrl_red', 'export', 'fg_green', 'fg_red', 'manifest', 'methylated', 'oob_controls', 'oob_green', 'oob_red', 'preprocess', 'process_all', 'process_beta_value', 'process_copy_number', 'process_m_value', 'raw_dataset', 'sample', 'unmethylated']
>>> x.fg_green.to_csv('x_fg_green.csv')
>>> x.fg_red.to_csv('x_fg_red.csv')
>>> x.oob_red.to_csv('x_oob_red.csv')
>>> x.oob_green.to_csv('x_oob_green.csv')
>>> x.methylated.to_csv('x_methylated.csv')
>>> x.methylated.data_frame.to_csv('x_methylated.csv')
>>> x.unmethylated.data_frame.to_csv('x_unmethylated.csv')
>>> x.ctrl_red.to_csv('x_ctrl_red.csv')
>>> x.ctrl_green.to_csv('x_ctrl_green.csv')
>>> list(x.methylated.data_frames.values())[0].to_csv('x_methylated_II.csv')
>>> list(x.methylated.data_frames.values())[1].to_csv('x_methylated_IG.csv')
>>> list(x.methylated.data_frames.values())[2].to_csv('x_methylated_IR.csv')
>>> list(x.unmethylated.data_frames.values())[0].to_csv('x_unmethylated_II.csv')
>>> list(x.unmethylated.data_frames.values())[1].to_csv('x_unmethylated_IG.csv')
>>> list(x.unmethylated.data_frames.values())[2].to_csv('x_unmethylated_IR.csv')
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# ran once to use SDC in memory
#sdcs = methylprep.run_pipeline(latest, save_uncorrected=True)
#prevsdcs = methylprep.run_pipeline(prev, save_uncorrected=True) -- done using conda activate v133 then pickling the class SDC
sdcs = methylprep.run_pipeline(latest, save_uncorrected=True, sesame=False, low_memory=False)













INFO:methylprep.processing.pipeline:Running pipeline in: /Volumes/LEGX/GEO/GSE69852/2021-08-04
INFO:methylprep.models.sigset:Reading 2 IDATs from sample sheet
Reading IDATs: 100%|██████████| 2/2 [00:00<00:00, 8430.76it/s]
INFO:methylprep.files.manifests:Reading manifest file: HumanMethylation450_15017482_v1-2.CoreColumns.csv
Processing samples: 100%|██████████| 2/2 [00:52<00:00, 26.18s/it]
INFO:methylprep.processing.pipeline:[finished SampleDataContainer processing]
INFO:methylprep.processing.pipeline:saved noob_meth_values.pkl
INFO:methylprep.processing.pipeline:saved noob_unmeth_values.pkl
INFO:methylprep.processing.pipeline:saved meth_values.pkl
INFO:methylprep.processing.pipeline:saved unmeth_values.pkl
INFO:methylprep.processing.pipeline:saved sample_sheet_meta_data.pkl
INFO:methylprep.processing.pipeline:saved control_probes.pkl







every probe subset matches exactly, if you round off the noob v.1.1.1 values and stack the oob meth+unmeth from oobR/oobG (and drop rs) to align with v1.1.1 shape.

diff is NOT because… - probe subsets differ (they don’t seem to differ, only the point at which oob gets stacked is confusing to compare - idatDataset float16/32/64 makes no difference, except that float16 does lead to a spread of values showing up around the correct value, so float32 used throughout.

m133 = pd.read_pickle(Path(prev,’meth_values.pkl’)) u133 = pd.read_pickle(Path(prev,’unmeth_values.pkl’)) mnoob133 = pd.read_pickle(Path(prev,’noob_meth_values.pkl’)) unoob133 = pd.read_pickle(Path(prev,’noob_unmeth_values.pkl’))

m154 = pd.read_pickle(Path(latest,’meth_values.pkl’)) u154 = pd.read_pickle(Path(latest,’unmeth_values.pkl’)) mnoob154 = pd.read_pickle(Path(latest,’noob_meth_values.pkl’)) unoob154 = pd.read_pickle(Path(latest,’noob_meth_values.pkl’))
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m111 = Path('/Volumes/LEGX/GEO/GSE69852/v111/')
xuIR = pd.read_csv(Path(m111, 'x_unmethylated_IR.csv')).set_index('IlmnID')
xuIG = pd.read_csv(Path(m111, 'x_unmethylated_IG.csv')).set_index('IlmnID')
xuII = pd.read_csv(Path(m111, 'x_unmethylated_II.csv')).set_index('IlmnID')
xmIR = pd.read_csv(Path(m111, 'x_methylated_IR.csv')).set_index('IlmnID')
xmIG = pd.read_csv(Path(m111, 'x_methylated_IG.csv')).set_index('IlmnID')
xmII = pd.read_csv(Path(m111, 'x_methylated_II.csv')).set_index('IlmnID')
x_oobG = pd.read_csv(Path(m111, 'x_oob_green.csv')).set_index('IlmnID')
x_oobR = pd.read_csv(Path(m111, 'x_oob_red.csv')).set_index('IlmnID')
x_meth = pd.read_csv(Path(m111, 'x_methylated.csv')).set_index('IlmnID')
x_unmeth = pd.read_csv(Path(m111, 'x_unmethylated.csv')).set_index('IlmnID')
x_fg_green = pd.read_csv(Path(m111, 'x_fg_green.csv')).set_index('IlmnID')
x_fg_red = pd.read_csv(Path(m111, 'x_fg_red.csv')).set_index('IlmnID')
x_ctrlG = pd.read_csv(Path(m111, 'x_ctrl_green.csv'))#.set_index('IlmnID')
x_ctrlR = pd.read_csv(Path(m111, 'x_ctrl_red.csv'))#.set_index('IlmnID')













/opt/anaconda3/lib/python3.8/site-packages/IPython/core/interactiveshell.py:3165: DtypeWarning: Columns (6) have mixed types.Specify dtype option on import or set low_memory=False.
  has_raised = await self.run_ast_nodes(code_ast.body, cell_name,
/opt/anaconda3/lib/python3.8/site-packages/IPython/core/interactiveshell.py:3165: DtypeWarning: Columns (4,6) have mixed types.Specify dtype option on import or set low_memory=False.
  has_raised = await self.run_ast_nodes(code_ast.body, cell_name,
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a = sdcs[0]; b = sdcs[1]
II = a.II[ ~a.II.index.str.startswith('rs') ]
IG = a.IG[ ~a.IG.index.str.startswith('rs') ]
IR = a.IR[ ~a.IR.index.str.startswith('rs') ]

def compare_parts(df1, df2, note, label1, label2):
    rows = df1[label1].shape[0] - df2[label2].shape[0]
    if rows != 0:
        print(f"NOT OK rows diff: {rows}")
    mean_diff = (df1[label1] - df2[label2]).mean()
    if mean_diff != 0:
        print(f"NOT OK {mean_diff} {note}: ({label1} vs {label2})")
        (df1[label1] - df2[label2]).hist(bins=200, figsize=(12,6))
        plt.show()
    else:
        print(f"OK {mean_diff} {note}: ({label1} vs {label2})")
compare_parts(xmII.round(0), II, 'II-meth', 'mean_value', 'Meth')
compare_parts(xuII.round(0), II, 'II-unmeth', 'mean_value', 'Unmeth')
compare_parts(xmII.round(0), II, 'II-noob-meth', 'noob', 'noob_Meth')
compare_parts(xuII.round(0), II, 'II-noob-unmeth', 'noob', 'noob_Unmeth')

compare_parts(xmIR.round(0), IR, 'IR-meth', 'mean_value', 'Meth')
compare_parts(xuIR.round(0), IR, 'IR-unmeth', 'mean_value', 'Unmeth')
compare_parts(xmIR.round(0), IR, 'IR-noob-meth', 'noob', 'noob_Meth')
compare_parts(xuIR.round(0), IR, 'IR-noob-unmeth', 'noob', 'noob_Unmeth')

compare_parts(xmIG.round(0), IG, 'IG-meth', 'mean_value', 'Meth')
compare_parts(xuIG.round(0), IG, 'IG-unmeth', 'mean_value', 'Unmeth')
compare_parts(xmIG.round(0), IG, 'IG-noob-meth', 'noob', 'noob_Meth')
compare_parts(xuIG.round(0), IG, 'IG-noob-unmeth', 'noob', 'noob_Unmeth')

#pd.testing.assert_frame_equal(xmII[['mean_value']], II[['Meth']], check_dtype=False)













OK 0.0 II-meth: (mean_value vs Meth)
OK 0.0 II-unmeth: (mean_value vs Unmeth)
NOT OK -0.0012912957524368921 II-noob-meth: (noob vs noob_Meth)
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NOT OK -0.6755248031631033 II-noob-unmeth: (noob vs noob_Unmeth)
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OK 0.0 IR-meth: (mean_value vs Meth)
OK 0.0 IR-unmeth: (mean_value vs Unmeth)
NOT OK -0.3912789980602554 IR-noob-meth: (noob vs noob_Meth)
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NOT OK -0.6655902766098198 IR-noob-unmeth: (noob vs noob_Unmeth)
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OK 0.0 IG-meth: (mean_value vs Meth)
OK 0.0 IG-unmeth: (mean_value vs Unmeth)
NOT OK 0.0017498757804229946 IG-noob-meth: (noob vs noob_Meth)
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NOT OK -0.0006048953315042451 IG-noob-unmeth: (noob vs noob_Unmeth)
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compare_parts(x_oobR.round(0), a.oobR, 'oobR', 'mean_value', 'Meth')
compare_parts(x_oobG.round(0), a.oobG, 'oobG', 'mean_value', 'Unmeth')

test = pd.concat([
    a.oobR[['AddressA_ID', 'AddressB_ID', 'Meth', 'used']],
    a.oobR[['AddressA_ID', 'AddressB_ID', 'Unmeth', 'used']].rename(columns={'Unmeth':'Meth'})
], axis='rows')
test = test.loc[~test.index.str.startswith('rs')]
print('after stacking v1.5.4 oobR')
compare_parts(x_oobR, test, 'oobR', 'mean_value', 'Meth')
(x_oobR['mean_value'] - test['Meth']).hist(bins=200, figsize=(12,6))
plt.show()

stacked = pd.concat([
    a.oobG[['AddressA_ID', 'AddressB_ID', 'Meth', 'used']],
    a.oobG[['AddressA_ID', 'AddressB_ID', 'Unmeth', 'used']].rename(columns={'Unmeth':'Meth'})
], axis='rows')
stacked = stacked.loc[~stacked.index.str.startswith('rs')]
print('after stacking v1.5.4 oobG')
compare_parts(x_oobG, stacked, 'oobG', 'mean_value', 'Meth')
(x_oobG['mean_value'] - stacked['Meth']).hist(bins=200, figsize=(12,6))
plt.show()














NOT OK rows diff: 46280
NOT OK 38.40756983300568 oobR: (mean_value vs Meth)
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NOT OK rows diff: 89171
NOT OK 12.624822003206745 oobG: (mean_value vs Unmeth)
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after stacking v1.5.4 oobR
OK 0.0 oobR: (mean_value vs Meth)
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after stacking v1.5.4 oobG
OK 0.0 oobG: (mean_value vs Meth)
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(x_oobG['mean_value'].sort_index() - stacked['Meth'].sort_index())[:50]
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IlmnID
cg00000622     591.0
cg00000622    -591.0
cg00001245     -64.0
cg00001245      64.0
cg00001261     -68.0
cg00001261      68.0
cg00001510    -276.0
cg00001510     276.0
cg00001583     191.0
cg00001583    -191.0
cg00001594     259.0
cg00001594    -259.0
cg00001687     386.0
cg00001687    -386.0
cg00001747    -409.0
cg00001747     409.0
cg00001793     -91.0
cg00001793      91.0
cg00002028    -279.0
cg00002028     279.0
cg00002116     641.0
cg00002116    -641.0
cg00002719    -221.0
cg00002719     221.0
cg00002749    -368.0
cg00002749     368.0
cg00002769    -233.0
cg00002769     233.0
cg00002809    -269.0
cg00002809     269.0
cg00002837    -252.0
cg00002837     252.0
cg00003202    -454.0
cg00003202     454.0
cg00003298    -274.0
cg00003298     274.0
cg00003818     149.0
cg00003818    -149.0
cg00004082      -7.0
cg00004082       7.0
cg00004121     185.0
cg00004121    -185.0
cg00004883   -1575.0
cg00004883    1575.0
cg00005306     198.0
cg00005306    -198.0
cg00005740      52.0
cg00005740     -52.0
cg00006948    -312.0
cg00006948     312.0
dtype: float64







[7]:





(x_oobG['mean_value'].sort_index() - a.oobG['Meth'].sort_index())[:50]
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IlmnID
cg00000622     591.0
cg00000622       0.0
cg00001245       0.0
cg00001245      64.0
cg00001261     -68.0
cg00001261       0.0
cg00001510       0.0
cg00001510     276.0
cg00001583     191.0
cg00001583       0.0
cg00001594     259.0
cg00001594       0.0
cg00001687       0.0
cg00001687    -386.0
cg00001747       0.0
cg00001747     409.0
cg00001793       0.0
cg00001793      91.0
cg00002028       0.0
cg00002028     279.0
cg00002116     641.0
cg00002116       0.0
cg00002719       0.0
cg00002719     221.0
cg00002749    -368.0
cg00002749       0.0
cg00002769    -233.0
cg00002769       0.0
cg00002809    -269.0
cg00002809       0.0
cg00002837       0.0
cg00002837     252.0
cg00003202       0.0
cg00003202     454.0
cg00003298       0.0
cg00003298     274.0
cg00003818       0.0
cg00003818    -149.0
cg00004082       0.0
cg00004082       7.0
cg00004121       0.0
cg00004121    -185.0
cg00004883   -1575.0
cg00004883       0.0
cg00005306     198.0
cg00005306       0.0
cg00005740       0.0
cg00005740     -52.0
cg00006948       0.0
cg00006948     312.0
dtype: float64
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import methylprep
import methylcheck
from pathlib import Path
import logging
import requests
import shutil
from tqdm.auto import tqdm
import gzip
import shutil

LOGGER = logging.getLogger(__name__)
LOGGER.setLevel( logging.DEBUG )
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def test_it(geo_id, working):
    # second, see if the series_matrix file exists.
    series_server = "https://ftp.ncbi.nlm.nih.gov"
    series_path = f"geo/series/{geo_id[:-3]}nnn/{geo_id}/matrix"
    file_name = f"{geo_id}_series_matrix.txt.gz"
    series_matrix_path = f"{series_server}/{series_path}/{file_name}"
    series_matrix_path2 = f"{series_server}/geo/series/{geo_id[:-3]}nnn/matrix/{geo_id}/{file_name}"
    # some series paths include the GPL platform code too, if multiple platforms are present
    series_matrix_path3 = f"{series_server}/{series_path}/{geo_id}-GPL21145_series_matrix.txt.gz"
    series_matrix_path4 = f"{series_server}/{series_path}/{geo_id}-GPL13534_series_matrix.txt.gz"
    try:
        saved_file = file_name.replace(' ','_')
        response = requests.head(series_matrix_path)
        response2 = requests.head(series_matrix_path2)
        response3 = requests.head(series_matrix_path3)
        response4 = requests.head(series_matrix_path4)
        if response.status_code == 200:
            url = series_matrix_path
        elif response2.status_code == 200:
            url = series_matrix_path2
        elif response3.status_code == 200:
            url = series_matrix_path3
        elif response4.status_code4 == 200:
            url = series_matrix_path4
        else:
            print(response.status_code)
            url = None
        if url != None:
            print(f"Downloading {url}")
            # Streaming, so we can iterate over the response.
            with requests.get(url, stream=True) as r:
                total_size_in_bytes= int(r.headers.get('content-length', 0))
                block_size = 1024 #1 Kibibyte
                progress_bar = tqdm(total=total_size_in_bytes, unit='iB', unit_scale=True)
                with open(Path(working.name, saved_file), 'wb') as f:
                    #shutil.copyfileobj(r.raw, f) --- needed when saving to EFS
                    for data in r.iter_content(block_size):
                        progress_bar.update(len(data))
                        f.write(data)
                progress_bar.close()
            if total_size_in_bytes != 0 and progress_bar.n != total_size_in_bytes:
                print("ERROR, something went wrong")
            else:
                print(f"Download {saved_file} complete")
                downloaded_files = True
    except Exception as e:
        import traceback
        print(traceback.format_exc())
        print(f"Download failed: {e}, trying other saved files")
        pass
    print('testing series matrix')
    #return Path(geo_id,saved_file)
    saved_file_path = Path(geo_id,saved_file)
    if url == None or saved_file_path.exists() == False:
        print("no series_matrix file downloaded")
    elif '.gz' in Path(saved_file_path).suffixes:
        unzipped_file = str(saved_file_path)[:-3]
        with gzip.open(saved_file_path, 'rb') as f_in:
            with open(unzipped_file, 'wb') as f_out:
                shutil.copyfileobj(f_in, f_out)
        data = methylcheck.read_geo_processed.read_series_matrix(unzipped_file, include_headers_df=True)
        print(geo_id, data['df'].shape, data['headers_df'].head())
        print('OK')








[3]:





#geo_ids = ['GSE128401'] # ['GSE103498','GSE75073']
# GSE128864 has both arrays, and failed in beta bake
# GSE132203 has no idats but has meta data to parse -- but betas are missing from series_matrix
# has sentrix_ids in 'title' column. super fast to run because no betas.
#for geo_id in geo_ids:
#    working = Path(geo_id)
#    test_it(geo_id, working)







extracted a bunch of IDS this way, from cut-n-pasted text

geo_ids = [re.match('GSE\d+',i).group(0) for i in yy if re.match('GSE\d+',i)]
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# DONE 'GSE75073', 'GSE81939', 'GSE86831',
geo_ids =  ['GSE86833', 'GSE89895', 'GSE90867', 'GSE90933', 'GSE90934', 'GSE92462', 'GSE92469', 'GSE92579', 'GSE92580', 'GSE92608', 'GSE93356', 'GSE93373', 'GSE94677', 'GSE94987', 'GSE95232', 'GSE95460', 'GSE95462', 'GSE95505', 'GSE95531', 'GSE98990', 'GSE99505', 'GSE99788', 'GSE100184', 'GSE100208', 'GSE100209', 'GSE100779', 'GSE100780', 'GSE100781', 'GSE100782', 'GSE100783', 'GSE100784', 'GSE100825', 'GSE100850', 'GSE101908', 'GSE102031', 'GSE103189', 'GSE103271', 'GSE103279', 'GSE103280', 'GSE103286', 'GSE103287', 'GSE103328', 'GSE103332', 'GSE103498', 'GSE103505', 'GSE103541', 'GSE103556', 'GSE103558', 'GSE103738', 'GSE104210', 'GSE106727', 'GSE106728', 'GSE107080', 'GSE107082', 'GSE108202', 'GSE108982', 'GSE108985', 'GSE109330', 'GSE109364', 'GSE109399', 'GSE109402', 'GSE109403', 'GSE109541', 'GSE110184', 'GSE110185', 'GSE110274', 'GSE110454', 'GSE110530', 'GSE110544', 'GSE110554', 'GSE110555', 'GSE110600', 'GSE111165', 'GSE111183', 'GSE111336', 'GSE111541', 'GSE111631', 'GSE111807', 'GSE112067', 'GSE112179', 'GSE112525', 'GSE112596', 'GSE112611', 'GSE112618', 'GSE112905', 'GSE112924', 'GSE113372', 'GSE113545', 'GSE113687', 'GSE114163', 'GSE114210', 'GSE114721', 'GSE114763', 'GSE114989', 'GSE115246', 'GSE115278', 'GSE115382', 'GSE115413', 'GSE115508', 'GSE115777', 'GSE116298', 'GSE116339', 'GSE116402', 'GSE116699', 'GSE116992', 'GSE117130', 'GSE117528', 'GSE117860', 'GSE117861', 'GSE117903', 'GSE117904', 'GSE117926', 'GSE118003', 'GSE118144', 'GSE118694', 'GSE118970', 'GSE118972', 'GSE119079', 'GSE119100', 'GSE119260', 'GSE119548', 'GSE119652', 'GSE120122', 'GSE120428', 'GSE120558', 'GSE121056', 'GSE121377', 'GSE121433', 'GSE121434', 'GSE122038', 'GSE122078', 'GSE122086', 'GSE122126', 'GSE122148', 'GSE122288', 'GSE122408', 'GSE122469', 'GSE122546', 'GSE122808', 'GSE122809', 'GSE122920', 'GSE122994', 'GSE123140', 'GSE123185', 'GSE123211', 'GSE123367', 'GSE123609', 'GSE123610', 'GSE123830', 'GSE123885', 'GSE123914', 'GSE124568', 'GSE124569', 'GSE124617', 'GSE124632', 'GSE124633', 'GSE125367', 'GSE125386', 'GSE125450', 'GSE126043', 'GSE126045', 'GSE126528', 'GSE126545', 'GSE126646', 'GSE126672', 'GSE128032', 'GSE128125', 'GSE128126', 'GSE128127', 'GSE128128', 'GSE128130', 'GSE128218', 'GSE128401', 'GSE128684', 'GSE128685', 'GSE128686', 'GSE128784', 'GSE128795', 'GSE128821', 'GSE129376', 'GSE129428', 'GSE129789', 'GSE130051', 'GSE130093', 'GSE130295', 'GSE130357', 'GSE130641', 'GSE130748', 'GSE130844', 'GSE130849', 'GSE131177', 'GSE131280', 'GSE131295', 'GSE131433', 'GSE131482', 'GSE131945', 'GSE131973', 'GSE132181', 'GSE132203', 'GSE132219', 'GSE132399', 'GSE132406', 'GSE132513', 'GSE132514', 'GSE132547', 'GSE132616', 'GSE132617', 'GSE132650', 'GSE132690', 'GSE132804', 'GSE132845', 'GSE132866']
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def test_pipeline_find_betas_any_source():
    import os;print(os.getcwd())
    for geo_id in geo_ids:
        kwargs = {'project_name': geo_id, 'data_dir': f'example_data/{geo_id}', 'clean':False, 'compress':False, 'verbose':True}
        result = methylprep.download.pipeline_find_betas_any_source(**kwargs)
        print(result)
test_pipeline_find_betas_any_source()













INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE86833', 'data_dir': 'example_data/GSE86833', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE86833'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE86833
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE86833












/Volumes/LEGX/GEO












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.16s/it]
INFO:methylprep.download.geo:example_data/GSE86833/tmpbt0sdtst/geo_alert GSE86833.csv written
INFO:methylprep.download.geo:0: {'title': 'Critical evaluation of the Illumina MethylationEPIC BeadChip microarray for whole-genome DNA methylation profiling', 'GSE': 'GSE86833', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE86833', 'samples': 39, 'date': '2016-09-12', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE86833_RAW.tar', 'file_size_0': '677.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE86833&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE86833
INFO:methylprep.download.geo:Downloading GSE86833_family.xml
INFO:methylprep.download.geo:Unpacking GSE86833_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE86833 idats
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS LNCaP_1 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS LNCaP_2 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS LNCaP_3 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS LNCaP_4 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS LNCaP_5 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS PreC_1 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS PreC_2 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS PreC_3 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: WGBS PreC_4 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:Found 6 tags for 39 samples: {'source': 'PrEC', 'platform': 'GPL16791', 'title': 'WGBS PreC_4', 'tissue': 'primary prostate epithelial cells (PrEC)', 'gender': 'Male', 'description': 'primary cell culture of prostate epithelial cells'}
INFO:methylprep.download.miniml:Final samplesheet contains 15 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.miniml:Final samplesheet contains 15 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE86833/tmpbt0sdtst/geo_alert GSE86833.csv --> example_data/GSE86833
INFO:methylprep.download.geo:Moving example_data/GSE86833/tmpbt0sdtst/geo_alert GSE86833.csv --> example_data/GSE86833
INFO:methylprep.download.geo:TRYING to move example_data/GSE86833/tmpbt0sdtst/GPL13534 --> example_data/GSE86833
INFO:methylprep.download.geo:Moving example_data/GSE86833/tmpbt0sdtst/GPL13534 --> example_data/GSE86833
INFO:methylprep.download.geo:TRYING to move example_data/GSE86833/tmpbt0sdtst/GPL21145 --> example_data/GSE86833
INFO:methylprep.download.geo:Moving example_data/GSE86833/tmpbt0sdtst/GPL21145 --> example_data/GSE86833
INFO:methylprep.download.geo:TRYING to move example_data/GSE86833/tmpbt0sdtst/GSE86833_family.xml --> example_data/GSE86833
INFO:methylprep.download.geo:Moving example_data/GSE86833/tmpbt0sdtst/GSE86833_family.xml --> example_data/GSE86833
INFO:methylprep.download.geo:Tempfolder example_data/GSE86833/tmpbt0sdtst contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE89895', 'data_dir': 'example_data/GSE89895', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE89895'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE89895
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE89895












example_data/GSE86833 example_data/GSE86833/tmpbt0sdtst
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE86833/tmpbt0sdtst'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.20s/it]
INFO:methylprep.download.geo:example_data/GSE89895/tmptc3q7l8l/geo_alert GSE89895.csv written
INFO:methylprep.download.geo:0: {'title': 'Impact of regulatory variation across human iPSCs and differentiated cells', 'GSE': 'GSE89895', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE89895', 'samples': 220, 'date': '2016-11-17', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE89895_RAW.tar', 'file_size_0': '974.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE89895&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE89895
INFO:methylprep.download.geo:Downloading GSE89895_family.xml
INFO:methylprep.download.geo:Unpacking GSE89895_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE89895 idats
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18486 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18489 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18498 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18501 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18502 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18505 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18507 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18508 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18510 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18511 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18517 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18519 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18520 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18522 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18852 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18853 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18855 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18856 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18858 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18859 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18861 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18862 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18870 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18907 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18912 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18913 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19093 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19098 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19099 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19101 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19102 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19108 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19114 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19116 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19119 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19127 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19128 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19130 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19138 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19140 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19143 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19144 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19152 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19153 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19159 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19160 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19190 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19192 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19193 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19204 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19206 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19207 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19209 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19210 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19225 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19238 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19239 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19257 has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18505 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18511 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18520 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18852 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18855 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18870 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18912 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19098 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19101 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19108 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19116 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19128 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19160 CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18486_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18489_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18498_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18499_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18501_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18502_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18505_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18508_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18510_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18511_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18517_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18519_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18520_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18522_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18852_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18853_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18855_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18856_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18858_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18859_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18861_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18862_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18870_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18907_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18912_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18913_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19092_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19093_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19098_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19099_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19102_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19108_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19114_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19116_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19119_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19127_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19128_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19130_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19138_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19140_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19143_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19144_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19152_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19153_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19159_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19160_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19171_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19190_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19192_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19193_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19204_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19206_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19209_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19210_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19225_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19239_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19257_ATAC_iPSC has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18499_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18505_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18511_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18520_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18852_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18855_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18870_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18912_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19098_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19101_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19108_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19116_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19128_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19160_ATAC_iPSC-CM has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18501_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18502_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18504_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18505_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18511_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18519_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18520_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18522_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18852_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18855_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18870_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA18912_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19098_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19101_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19102_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19108_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19116_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19128_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19160_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: NA19257_ATAC_LCL has unrecognized platform: GPL16791; not moving data file
INFO:methylprep.download.geo:Found 9 tags for 220 samples: {'source': 'iPSC', 'platform': 'GPL21145', 'title': 'NA18501_methylation', 'cell type': 'iPSC', 'gender': 'Male', 'description': 'iPSC\nBisulfite Converted DNA', 'Sample_ID': '200516380055_R08C01', 'Sentrix_ID': '200516380055', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 58 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'cell type', 'gender', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE89895/tmptc3q7l8l/geo_alert GSE89895.csv --> example_data/GSE89895
INFO:methylprep.download.geo:Moving example_data/GSE89895/tmptc3q7l8l/geo_alert GSE89895.csv --> example_data/GSE89895
INFO:methylprep.download.geo:TRYING to move example_data/GSE89895/tmptc3q7l8l/GPL21145 --> example_data/GSE89895
INFO:methylprep.download.geo:Moving example_data/GSE89895/tmptc3q7l8l/GPL21145 --> example_data/GSE89895
INFO:methylprep.download.geo:TRYING to move example_data/GSE89895/tmptc3q7l8l/GSE89895_family.xml --> example_data/GSE89895
INFO:methylprep.download.geo:Moving example_data/GSE89895/tmptc3q7l8l/GSE89895_family.xml --> example_data/GSE89895
INFO:methylprep.download.geo:Tempfolder example_data/GSE89895/tmptc3q7l8l contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE90867', 'data_dir': 'example_data/GSE90867', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE90867'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE90867
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE90867












example_data/GSE89895 example_data/GSE89895/tmptc3q7l8l
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE89895/tmptc3q7l8l'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.16it/s]
INFO:methylprep.download.geo:example_data/GSE90867/tmp4si6wjr7/geo_alert GSE90867.csv written
INFO:methylprep.download.geo:0: {'title': 'Molecular characteristics of the KCNJ5 mutated aldosterone-producing adenomas.', 'GSE': 'GSE90867', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE90867', 'samples': 42, 'date': '2018-01-08', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE90867_APA_EPIC_matrix-signal-intensities.txt.gz', 'file_size_0': '288.9 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE90nnn/GSE90867/suppl/GSE90867%5FAPA%5FEPIC%5Fmatrix%2Dsignal%2Dintensities%2Etxt%2Egz', 'file_name_1': 'GSE90867_RAW.tar', 'file_size_1': '161.2 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE90867&format=file', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE90nnn/GSE90867/matrix/GSE90867_series_matrix.txt.gz
GSE90867_series_matrix.txt.gz: 100%|██████████| 155M/155M [00:23<00:00, 6.51MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE90867 data: (866895, 42) headers: (34, 42)
INFO:methylprep.download.geo:Tempfolder example_data/GSE90867/tmp4si6wjr7 contains 2 files, 360M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE90933', 'data_dir': 'example_data/GSE90933', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE90933'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE90933
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE90933












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE90867/tmp4si6wjr7'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.15it/s]
INFO:methylprep.download.geo:example_data/GSE90933/tmp_1hllzk4/geo_alert GSE90933.csv written
INFO:methylprep.download.geo:0: {'title': 'Differential genomic-methylation profile of U937 cells transduced with WT/mutant-DNMT3A', 'GSE': 'GSE90933', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE90933', 'samples': 4, 'date': '2017-12-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE90933_RAW.tar', 'file_size_0': '217.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE90933&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE90933
INFO:methylprep.download.geo:Downloading GSE90933_family.xml
INFO:methylprep.download.geo:Unpacking GSE90933_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE90933 idats
INFO:methylprep.download.geo:Found 10 tags for 4 samples: {'source': 'Human promyelocytic leukemia cell line_U937_DNMT3A_R882H', 'platform': 'GPL21145', 'title': 'U937 cells transduced with pCDH-MSCV-puro-DNMT3A-R882H lentivirus vector_methylation', 'cell line': 'U937', 'cell type': 'Human promyelocytic leukemia cell line', 'tissue': 'Blood', 'description': 'Normalized Average Beta', 'Sample_ID': '200598790047_R04C01', 'Sentrix_ID': '200598790047', 'Sentrix_Position': 'R04C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'cell type', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE90933/tmp_1hllzk4/geo_alert GSE90933.csv --> example_data/GSE90933
INFO:methylprep.download.geo:Moving example_data/GSE90933/tmp_1hllzk4/geo_alert GSE90933.csv --> example_data/GSE90933
INFO:methylprep.download.geo:TRYING to move example_data/GSE90933/tmp_1hllzk4/GPL21145 --> example_data/GSE90933
INFO:methylprep.download.geo:Moving example_data/GSE90933/tmp_1hllzk4/GPL21145 --> example_data/GSE90933
INFO:methylprep.download.geo:TRYING to move example_data/GSE90933/tmp_1hllzk4/GSE90933_family.xml --> example_data/GSE90933
INFO:methylprep.download.geo:Moving example_data/GSE90933/tmp_1hllzk4/GSE90933_family.xml --> example_data/GSE90933
INFO:methylprep.download.geo:Tempfolder example_data/GSE90933/tmp_1hllzk4 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE90934', 'data_dir': 'example_data/GSE90934', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE90934'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE90934
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE90934












example_data/GSE90933 example_data/GSE90933/tmp_1hllzk4
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE90933/tmp_1hllzk4'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.01it/s]
INFO:methylprep.download.geo:example_data/GSE90934/tmp7i6ssd45/geo_alert GSE90934.csv written
INFO:methylprep.download.geo:0: {'title': 'Differential gene expression and genomic methylation profile of U937 cells transduced with WT/mutant-DNMT3A', 'GSE': 'GSE90934', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE90934', 'samples': 8, 'date': '2017-12-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE90934_RAW.tar', 'file_size_0': '235.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE90934&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE90nnn/GSE90934/matrix/GSE90934_series_matrix.txt.gz
GSE90934_series_matrix.txt.gz: 100%|██████████| 18.0M/18.0M [00:02<00:00, 7.56MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE90934 data: (866895, 4) headers: (36, 4)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE90934/tmp7i6ssd45 contains 2 files, 44M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE92462', 'data_dir': 'example_data/GSE92462', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE92462'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE92462
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE92462












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE90934/tmp7i6ssd45'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.01it/s]
INFO:methylprep.download.geo:example_data/GSE92462/tmppvquw869/geo_alert GSE92462.csv written
INFO:methylprep.download.geo:0: {'title': 'Characterizing the epigenome of glioma stem cells (Methylation BeadChip)', 'GSE': 'GSE92462', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE92462', 'samples': 48, 'date': '2018-02-23', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE92462_RAW.tar', 'file_size_0': '807.0 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE92462&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE92462
INFO:methylprep.download.geo:Downloading GSE92462_family.xml
INFO:methylprep.download.geo:Unpacking GSE92462_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE92462 idats
INFO:methylprep.download.geo:Found 9 tags for 48 samples: {'source': 'tumor tissue from Patient Derived Xenograph', 'platform': 'GPL21145', 'title': '850K_GBM187', 'age': 'tumor tissue from Patient Derived Xenograph', 'gender': 'genomic DNA', 'description': 'genomic DNA from PDX tumor\ntumor tissue from Patient Derived Xenograph', 'Sample_ID': '200861300077_R02C01', 'Sentrix_ID': '200861300077', 'Sentrix_Position': 'R02C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 12 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'age', 'gender', 'description', 'Sample_ID']
INFO:methylprep.download.miniml:Final samplesheet contains 36 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'age', 'gender', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE92462/tmppvquw869/geo_alert GSE92462.csv --> example_data/GSE92462
INFO:methylprep.download.geo:Moving example_data/GSE92462/tmppvquw869/geo_alert GSE92462.csv --> example_data/GSE92462
INFO:methylprep.download.geo:TRYING to move example_data/GSE92462/tmppvquw869/GPL13534 --> example_data/GSE92462
INFO:methylprep.download.geo:Moving example_data/GSE92462/tmppvquw869/GPL13534 --> example_data/GSE92462
INFO:methylprep.download.geo:TRYING to move example_data/GSE92462/tmppvquw869/GPL21145 --> example_data/GSE92462
INFO:methylprep.download.geo:Moving example_data/GSE92462/tmppvquw869/GPL21145 --> example_data/GSE92462
INFO:methylprep.download.geo:TRYING to move example_data/GSE92462/tmppvquw869/GSE92462_family.xml --> example_data/GSE92462
INFO:methylprep.download.geo:Moving example_data/GSE92462/tmppvquw869/GSE92462_family.xml --> example_data/GSE92462
INFO:methylprep.download.geo:Tempfolder example_data/GSE92462/tmppvquw869 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE92469', 'data_dir': 'example_data/GSE92469', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE92469'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE92469
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE92469












example_data/GSE92462 example_data/GSE92462/tmppvquw869
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE92462/tmppvquw869'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.24s/it]
INFO:methylprep.download.geo:example_data/GSE92469/tmpy87f5yzk/geo_alert GSE92469.csv written
INFO:methylprep.download.geo:0: {'title': 'Characterizing the epigenome of glioma stem cells', 'GSE': 'GSE92469', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE92469', 'samples': 157, 'date': '2018-02-23', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE92469_RAW.tar', 'file_size_0': '3.8 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE92469&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE92nnn/GSE92469/matrix/GSE92469_series_matrix.txt.gz
GSE92469_series_matrix.txt.gz: 100%|██████████| 57.5M/57.5M [00:08<00:00, 7.05MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE92469 data: (866836, 12) headers: (34, 12)
INFO:methylprep.download.geo:Tempfolder example_data/GSE92469/tmpy87f5yzk contains 2 files, 129M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE92579', 'data_dir': 'example_data/GSE92579', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE92579'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE92579
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE92579












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE92469/tmpy87f5yzk'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.16it/s]
INFO:methylprep.download.geo:example_data/GSE92579/tmpn65ouvxu/geo_alert GSE92579.csv written
INFO:methylprep.download.geo:0: {'title': 'Validation of the MethylationEPIC BeadChip for fresh-frozen and formalin-fixed paraffin-embedded tumours (EPIC)', 'GSE': 'GSE92579', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE92579', 'samples': 25, 'date': '2017-04-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE92579_RAW.tar', 'file_size_0': '509.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE92579&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE92579
INFO:methylprep.download.geo:Downloading GSE92579_family.xml
INFO:methylprep.download.geo:Unpacking GSE92579_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE92579 idats
INFO:methylprep.download.geo:Found 9 tags for 25 samples: {'source': 'Pediatric brain tumor 12  - FFPE_REPLI-g', 'platform': 'GPL21145', 'title': 'Pediatric brain tumor 12  - FFPE_REPLI-g', 'tissue': 'brain tumor', 'dna restoration': '1µg FFPE DNA was used for REPLI-g restoration, Thirwell 2010.', 'description': 'ssNoob-normalization', 'Sample_ID': '200772300044_R01C01', 'Sentrix_ID': '200772300044', 'Sentrix_Position': 'R01C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 25), ('Sample_Name', 25), ('Sentrix_ID', 25), ('Sentrix_Position', 25), ('source', 25), ('tissue', 25), ('description', 25), ('Sample_ID', 25), ('dna restoration', 16)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 25 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'source', 'platform', 'title', 'tissue', 'description', 'Sample_ID', 'Sentrix_ID', 'Sentrix_Position', 'dna restoration']
INFO:methylprep.download.geo:TRYING to move example_data/GSE92579/tmpn65ouvxu/geo_alert GSE92579.csv --> example_data/GSE92579
INFO:methylprep.download.geo:Moving example_data/GSE92579/tmpn65ouvxu/geo_alert GSE92579.csv --> example_data/GSE92579
INFO:methylprep.download.geo:TRYING to move example_data/GSE92579/tmpn65ouvxu/GPL21145 --> example_data/GSE92579
INFO:methylprep.download.geo:Moving example_data/GSE92579/tmpn65ouvxu/GPL21145 --> example_data/GSE92579
INFO:methylprep.download.geo:TRYING to move example_data/GSE92579/tmpn65ouvxu/GSE92579_family.xml --> example_data/GSE92579
INFO:methylprep.download.geo:Moving example_data/GSE92579/tmpn65ouvxu/GSE92579_family.xml --> example_data/GSE92579
INFO:methylprep.download.geo:Tempfolder example_data/GSE92579/tmpn65ouvxu contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE92580', 'data_dir': 'example_data/GSE92580', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE92580'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE92580
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE92580












example_data/GSE92579 example_data/GSE92579/tmpn65ouvxu
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE92579/tmpn65ouvxu'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.01s/it]
INFO:methylprep.download.geo:example_data/GSE92580/tmpuameubuh/geo_alert GSE92580.csv written
INFO:methylprep.download.geo:0: {'title': 'Validation of the MethylationEPIC BeadChip for fresh-frozen and formalin-fixed paraffin-embedded tumours', 'GSE': 'GSE92580', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE92580', 'samples': 37, 'date': '2017-04-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE92580_RAW.tar', 'file_size_0': '789.5 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE92580&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE92580
INFO:methylprep.download.geo:Downloading GSE92580_family.xml
INFO:methylprep.download.geo:Unpacking GSE92580_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE92580 idats
INFO:methylprep.download.geo:Found 9 tags for 37 samples: {'source': 'Pediatric brain tumor 12  - FFPE_REPLI-g', 'platform': 'GPL21145', 'title': 'Pediatric brain tumor 12  - FFPE_REPLI-g', 'tissue': 'brain tumor', 'dna restoration': '1µg FFPE DNA was used for REPLI-g restoration, Thirwell 2010.', 'description': 'ssNoob-normalization', 'Sample_ID': '200772300044_R01C01', 'Sentrix_ID': '200772300044', 'Sentrix_Position': 'R01C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 25), ('Sample_Name', 25), ('Sentrix_ID', 25), ('Sentrix_Position', 25), ('source', 25), ('tissue', 25), ('description', 25), ('Sample_ID', 25), ('dna restoration', 16)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 25 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'source', 'platform', 'title', 'tissue', 'description', 'Sample_ID', 'Sentrix_ID', 'Sentrix_Position', 'dna restoration']
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 12), ('Sample_Name', 12), ('Sentrix_ID', 12), ('Sentrix_Position', 12), ('source', 12), ('tissue', 12), ('description', 12), ('Sample_ID', 12), ('dna restoration', 3)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 12 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'source', 'platform', 'title', 'tissue', 'description', 'Sample_ID', 'Sentrix_ID', 'Sentrix_Position', 'dna restoration']
INFO:methylprep.download.geo:TRYING to move example_data/GSE92580/tmpuameubuh/geo_alert GSE92580.csv --> example_data/GSE92580
INFO:methylprep.download.geo:Moving example_data/GSE92580/tmpuameubuh/geo_alert GSE92580.csv --> example_data/GSE92580
INFO:methylprep.download.geo:TRYING to move example_data/GSE92580/tmpuameubuh/GPL13534 --> example_data/GSE92580
INFO:methylprep.download.geo:Moving example_data/GSE92580/tmpuameubuh/GPL13534 --> example_data/GSE92580
INFO:methylprep.download.geo:TRYING to move example_data/GSE92580/tmpuameubuh/GPL21145 --> example_data/GSE92580
INFO:methylprep.download.geo:Moving example_data/GSE92580/tmpuameubuh/GPL21145 --> example_data/GSE92580
INFO:methylprep.download.geo:TRYING to move example_data/GSE92580/tmpuameubuh/GSE92580_family.xml --> example_data/GSE92580
INFO:methylprep.download.geo:Moving example_data/GSE92580/tmpuameubuh/GSE92580_family.xml --> example_data/GSE92580
INFO:methylprep.download.geo:Tempfolder example_data/GSE92580/tmpuameubuh contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE92608', 'data_dir': 'example_data/GSE92608', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE92608'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE92608
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE92608












example_data/GSE92580 example_data/GSE92580/tmpuameubuh
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE92580/tmpuameubuh'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.01s/it]
INFO:methylprep.download.geo:example_data/GSE92608/tmpniji3gud/geo_alert GSE92608.csv written
INFO:methylprep.download.geo:0: {'title': 'Genomic and molecular screenings unveil different mechanisms for acquired resistance to MET inhibitors in lung cancer cells', 'GSE': 'GSE92608', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE92608', 'samples': 7, 'date': '2017-05-23', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE92608_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE92608&format=file', 'file_name_1': 'Raw data included within Sample table', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE92nnn/GSE92608/matrix/GSE92608_series_matrix.txt.gz
GSE92608_series_matrix.txt.gz: 100%|██████████| 28.8M/28.8M [00:07<00:00, 4.11MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE92608 data: (866895, 7) headers: (31, 7)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE92608/tmpniji3gud contains 2 files, 69M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE93356', 'data_dir': 'example_data/GSE93356', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE93356'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE93356
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE93356












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE92608/tmpniji3gud'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.04s/it]
INFO:methylprep.download.geo:example_data/GSE93356/tmpee38s0b0/geo_alert GSE93356.csv written
INFO:methylprep.download.geo:0: {'title': 'Ginsenoside Rh2 epigenetically regulates cell-mediated immune pathway to inhibit proliferation of the MCF-7 breast cancer cell', 'GSE': 'GSE93356', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE93356', 'samples': 2, 'date': '2017-07-30', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE93356_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE93356&format=file', 'file_name_1': 'GSE93356_signals.txt.gz', 'file_size_1': '11.2 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE93nnn/GSE93356/suppl/GSE93356%5Fsignals%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE93nnn/GSE93356/matrix/GSE93356_series_matrix.txt.gz
GSE93356_series_matrix.txt.gz: 100%|██████████| 12.3M/12.3M [00:02<00:00, 5.26MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE93356 data: (865383, 2) headers: (38, 2)
INFO:methylprep.download.geo:Tempfolder example_data/GSE93356/tmpee38s0b0 contains 2 files, 30M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE93373', 'data_dir': 'example_data/GSE93373', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE93373'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE93373
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE93373












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE93356/tmpee38s0b0'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.20it/s]
INFO:methylprep.download.geo:example_data/GSE93373/tmpx8m1by45/geo_alert GSE93373.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenome analysis of B cell and  B cells infected with Epstein-Barr virus (EBV)', 'GSE': 'GSE93373', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE93373', 'samples': 16, 'date': '2017-01-11', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE93373_RAW.tar', 'file_size_0': '385.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE93373&format=file', 'file_name_1': 'GSE93373_signal_intensities.txt.gz', 'file_size_1': '120.4 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE93nnn/GSE93373/suppl/GSE93373%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE93373
INFO:methylprep.download.geo:Downloading GSE93373_family.xml
INFO:methylprep.download.geo:Unpacking GSE93373_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE93373 idats
INFO:methylprep.download.geo:Found 8 tags for 16 samples: {'source': 'LCLs', 'platform': 'GPL21145', 'title': 'ZJ_LCLs_Male_rep1', 'gender': 'Male', 'description': 'LCLs sample\nZJ-LCL-1.AVG_Beta', 'Sample_ID': '200483200025_R08C01', 'Sentrix_ID': '200483200025', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE93373/tmpx8m1by45/geo_alert GSE93373.csv --> example_data/GSE93373
INFO:methylprep.download.geo:Moving example_data/GSE93373/tmpx8m1by45/geo_alert GSE93373.csv --> example_data/GSE93373
INFO:methylprep.download.geo:TRYING to move example_data/GSE93373/tmpx8m1by45/GPL21145 --> example_data/GSE93373
INFO:methylprep.download.geo:Moving example_data/GSE93373/tmpx8m1by45/GPL21145 --> example_data/GSE93373
INFO:methylprep.download.geo:TRYING to move example_data/GSE93373/tmpx8m1by45/GSE93373_family.xml --> example_data/GSE93373
INFO:methylprep.download.geo:Moving example_data/GSE93373/tmpx8m1by45/GSE93373_family.xml --> example_data/GSE93373
INFO:methylprep.download.geo:Tempfolder example_data/GSE93373/tmpx8m1by45 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE94677', 'data_dir': 'example_data/GSE94677', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE94677'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE94677
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE94677












example_data/GSE93373 example_data/GSE93373/tmpx8m1by45
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE93373/tmpx8m1by45'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.10it/s]
INFO:methylprep.download.geo:example_data/GSE94677/tmp7pg2mpy9/geo_alert GSE94677.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns in chimpanzee skeletal tissues', 'GSE': 'GSE94677', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE94677', 'samples': 4, 'date': '2020-03-09', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE94677_RAW.tar', 'file_size_0': '217.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE94677&format=file', 'file_name_1': 'GSE94677_matrix_chimp850Kmorph_raw_signal.csv.gz', 'file_size_1': '21.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE94nnn/GSE94677/suppl/GSE94677%5Fmatrix%5Fchimp850Kmorph%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE94677
INFO:methylprep.download.geo:Downloading GSE94677_family.xml
INFO:methylprep.download.geo:Unpacking GSE94677_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE94677 idats
INFO:methylprep.download.geo:Found 39 tags for 4 samples: {'source': 'distal femur trabecular bone from chimpanzee', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Ptro02', 'Sex': 'male', 'age (years)': '13.46', 'tissue': 'medial condyle distal femur trabecular bone', 'femur length (mm)': '306', 'bicondylar femur length (mm)': '312', 'maximum femur length (mm)': '312', 'superior shaft width (mm)': '29.84', 'superior shaft depth (mm)': '27.71', 'middle shaft width (mm)': '26.56', 'middle shaft depth (mm)': '27.54', 'inferior shaft width (mm)': '42.41', 'inferior shaft depth (mm)': '26.73', 'head height (mm)': '38.68', 'head length (mm)': '39.12', 'head width (mm)': '29.96', 'anatomical neck length (mm)': '25.15', 'anatomical neck height (mm)': '24.35', 'anatomical neck depth (mm)': '21.99', 'biomechanical neck length (mm)': '76.18', 'proximal width (mm)': '72.68', 'lesser trochanter to head (mm)': '73.17', 'lesser trochanter to neck (mm)': '48.17', 'lesser to greater trochanter (mm)': '68.03', 'medial condyle height (mm)': '36.3', 'medial condyle depth (mm)': '49.3', 'medial condyle width (mm)': '28.02', 'lateral condyle height (mm)': '35.3', 'lateral condyle depth (mm)': '44.28', 'lateral condyle width (mm)': '23.09', 'intercondylar notch width (mm)': '13.04', 'intercondylar notch depth (mm)': '24.74', 'bicondylar width (mm)': '68.74', 'description': 'medial condyle distal femur trabecular bone from chimpanzee', 'Sample_ID': '200705360064_R07C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 39 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE94677/tmp7pg2mpy9/geo_alert GSE94677.csv --> example_data/GSE94677
INFO:methylprep.download.geo:Moving example_data/GSE94677/tmp7pg2mpy9/geo_alert GSE94677.csv --> example_data/GSE94677
INFO:methylprep.download.geo:TRYING to move example_data/GSE94677/tmp7pg2mpy9/GPL21145 --> example_data/GSE94677
INFO:methylprep.download.geo:Moving example_data/GSE94677/tmp7pg2mpy9/GPL21145 --> example_data/GSE94677
INFO:methylprep.download.geo:TRYING to move example_data/GSE94677/tmp7pg2mpy9/GSE94677_family.xml --> example_data/GSE94677
INFO:methylprep.download.geo:Moving example_data/GSE94677/tmp7pg2mpy9/GSE94677_family.xml --> example_data/GSE94677
INFO:methylprep.download.geo:Tempfolder example_data/GSE94677/tmp7pg2mpy9 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE94987', 'data_dir': 'example_data/GSE94987', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE94987'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE94987
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE94987












example_data/GSE94677 example_data/GSE94677/tmp7pg2mpy9
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE94677/tmp7pg2mpy9'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.10it/s]
INFO:methylprep.download.geo:example_data/GSE94987/tmpjpmg867u/geo_alert GSE94987.csv written
INFO:methylprep.download.geo:0: {'title': 'Methylation profiling of preclinical ETMR models', 'GSE': 'GSE94987', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE94987', 'samples': 6, 'date': '2018-02-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE94987_RAW.tar', 'file_size_0': '411.9 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE94987&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE94987
INFO:methylprep.download.geo:Downloading GSE94987_family.xml
INFO:methylprep.download.geo:Unpacking GSE94987_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE94987 idats
INFO:methylprep.download.geo:Found 8 tags for 6 samples: {'source': "ETMR cell line'", 'platform': 'GPL21145', 'title': 'dkfz_BT183_pGF1', 'sample type': 'ETMR cell line BT183 labeld by pGF1', 'description': 'Average Beta', 'Sample_ID': '200784530105_R07C01', 'Sentrix_ID': '200784530105', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 3 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample type', 'description', 'Sample_ID']
INFO:methylprep.download.miniml:Final samplesheet contains 3 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE94987/tmpjpmg867u/geo_alert GSE94987.csv --> example_data/GSE94987
INFO:methylprep.download.geo:Moving example_data/GSE94987/tmpjpmg867u/geo_alert GSE94987.csv --> example_data/GSE94987
INFO:methylprep.download.geo:TRYING to move example_data/GSE94987/tmpjpmg867u/GPL13534 --> example_data/GSE94987
INFO:methylprep.download.geo:Moving example_data/GSE94987/tmpjpmg867u/GPL13534 --> example_data/GSE94987
INFO:methylprep.download.geo:TRYING to move example_data/GSE94987/tmpjpmg867u/GPL21145 --> example_data/GSE94987
INFO:methylprep.download.geo:Moving example_data/GSE94987/tmpjpmg867u/GPL21145 --> example_data/GSE94987
INFO:methylprep.download.geo:TRYING to move example_data/GSE94987/tmpjpmg867u/GSE94987_family.xml --> example_data/GSE94987
INFO:methylprep.download.geo:Moving example_data/GSE94987/tmpjpmg867u/GSE94987_family.xml --> example_data/GSE94987
INFO:methylprep.download.geo:Tempfolder example_data/GSE94987/tmpjpmg867u contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE95232', 'data_dir': 'example_data/GSE95232', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE95232'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE95232
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE95232












example_data/GSE94987 example_data/GSE94987/tmpjpmg867u
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE94987/tmpjpmg867u'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE95232/tmppkqkdyev/geo_alert GSE95232.csv written
INFO:methylprep.download.geo:0: {'title': 'Transient and permanent changes in DNA methylation patterns in inorganic arsenic-mediated epithelial-to-mesenchymal transition', 'GSE': 'GSE95232', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE95232', 'samples': 3, 'date': '2017-06-23', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE95232_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE95232&format=file', 'file_name_1': 'GSE95232_methylated_unmethylated_signal_intensities.txt.gz', 'file_size_1': '17.4 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE95nnn/GSE95232/suppl/GSE95232%5Fmethylated%5Funmethylated%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE95nnn/GSE95232/matrix/GSE95232_series_matrix.txt.gz
GSE95232_series_matrix.txt.gz: 100%|██████████| 23.8M/23.8M [00:04<00:00, 5.37MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE95232 data: (820374, 3) headers: (36, 3)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE95232/tmppkqkdyev contains 2 files, 53M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE95460', 'data_dir': 'example_data/GSE95460', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE95460'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE95460
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE95460












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE95232/tmppkqkdyev'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE95460/tmp_xbbokep/geo_alert GSE95460.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation signature defines genes modulated by stromal cell contents of human breast tumors [MethylationEPIC]', 'GSE': 'GSE95460', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE95460', 'samples': 16, 'date': '2018-02-22', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE95460_RAW.tar', 'file_size_0': '384.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE95460&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE95460
INFO:methylprep.download.geo:Downloading GSE95460_family.xml
INFO:methylprep.download.geo:Unpacking GSE95460_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE95460 idats
INFO:methylprep.download.geo:Found 9 tags for 16 samples: {'source': 'AU565 _DAC', 'platform': 'GPL21145', 'title': 'AU565 Cells treated with DAC rep2', 'cell line': 'AU565', 'treated with': 'DAC', 'description': 'AU565 _DAC\nAU-DAC-2', 'Sample_ID': '200392800046_R07C01', 'Sentrix_ID': '200392800046', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'treated with', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE95460/tmp_xbbokep/geo_alert GSE95460.csv --> example_data/GSE95460
INFO:methylprep.download.geo:Moving example_data/GSE95460/tmp_xbbokep/geo_alert GSE95460.csv --> example_data/GSE95460
INFO:methylprep.download.geo:TRYING to move example_data/GSE95460/tmp_xbbokep/GPL21145 --> example_data/GSE95460
INFO:methylprep.download.geo:Moving example_data/GSE95460/tmp_xbbokep/GPL21145 --> example_data/GSE95460
INFO:methylprep.download.geo:TRYING to move example_data/GSE95460/tmp_xbbokep/GSE95460_family.xml --> example_data/GSE95460
INFO:methylprep.download.geo:Moving example_data/GSE95460/tmp_xbbokep/GSE95460_family.xml --> example_data/GSE95460
INFO:methylprep.download.geo:Tempfolder example_data/GSE95460/tmp_xbbokep contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE95462', 'data_dir': 'example_data/GSE95462', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE95462'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE95462
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE95462












example_data/GSE95460 example_data/GSE95460/tmp_xbbokep
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE95460/tmp_xbbokep'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.01it/s]
INFO:methylprep.download.geo:example_data/GSE95462/tmpoq42279m/geo_alert GSE95462.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation signature defines genes modulated by stromal cell contents of human breast tumors', 'GSE': 'GSE95462', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE95462', 'samples': 50, 'date': '2018-02-22', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE95462_RAW.tar', 'file_size_0': '384.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE95462&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE95462
INFO:methylprep.download.geo:Downloading GSE95462_family.xml
INFO:methylprep.download.geo:Unpacking GSE95462_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE95462 idats
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_NT-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_NT-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_NT-3 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_NT-4 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF8-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF8-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF11-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF11-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF12-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF12-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF15-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_CAF15-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_DAC-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_DAC-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_ctrl-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_ctrl-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_MBD2-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: SKBR3_MBD2-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_NT-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_NT-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF8-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF8-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF11-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF11-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF12-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF12-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF15-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_CAF15-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_DAC-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_DAC-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_ctrl-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_ctrl-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_MBD2-1 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AU565_MBD2-2 has unrecognized platform: GPL20301; not moving data file
INFO:methylprep.download.geo:Found 6 tags for 50 samples: {'source': 'AU565_MBD2', 'platform': 'GPL20301', 'title': 'AU565_MBD2-2', 'cell line': 'AU565', 'treatment': 'siMBD2', 'description': 'processed data file:\nAU565_NT_vs_AU565_MBD2_Cuffdiff.txt'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'treated with', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE95462/tmpoq42279m/geo_alert GSE95462.csv --> example_data/GSE95462
INFO:methylprep.download.geo:Moving example_data/GSE95462/tmpoq42279m/geo_alert GSE95462.csv --> example_data/GSE95462
INFO:methylprep.download.geo:TRYING to move example_data/GSE95462/tmpoq42279m/GPL21145 --> example_data/GSE95462
INFO:methylprep.download.geo:Moving example_data/GSE95462/tmpoq42279m/GPL21145 --> example_data/GSE95462
INFO:methylprep.download.geo:TRYING to move example_data/GSE95462/tmpoq42279m/GSE95462_family.xml --> example_data/GSE95462
INFO:methylprep.download.geo:Moving example_data/GSE95462/tmpoq42279m/GSE95462_family.xml --> example_data/GSE95462
INFO:methylprep.download.geo:Tempfolder example_data/GSE95462/tmpoq42279m contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE95505', 'data_dir': 'example_data/GSE95505', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE95505'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE95505
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE95505












example_data/GSE95462 example_data/GSE95462/tmpoq42279m
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE95462/tmpoq42279m'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.03s/it]
INFO:methylprep.download.geo:example_data/GSE95505/tmpmf046az2/geo_alert GSE95505.csv written
INFO:methylprep.download.geo:0: {'title': 'Lineage specific differentiation is influenced by state of human pluripotency', 'GSE': 'GSE95505', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE95505', 'samples': 48, 'date': '2017-04-26', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE95505_RAW.tar', 'file_size_0': '381.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE95505&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE95nnn/GSE95505/matrix/GSE95505_series_matrix.txt.gz
GSE95505_series_matrix.txt.gz: 100%|██████████| 29.0M/29.0M [00:04<00:00, 6.21MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE95505 data: (867867, 8) headers: (34, 8)
INFO:methylprep.download.geo:Tempfolder example_data/GSE95505/tmpmf046az2 contains 2 files, 71M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE95531', 'data_dir': 'example_data/GSE95531', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE95531'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE95531
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE95531












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE95505/tmpmf046az2'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE95531/tmpg146x3ik/geo_alert GSE95531.csv written
INFO:methylprep.download.geo:0: {'title': 'Lineage specific differentiation is influenced by state of human pluripotency [methylation]', 'GSE': 'GSE95531', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE95531', 'samples': 8, 'date': '2017-04-26', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE95531_Matrix_signal_intensities_JH_LIF2i_2017_Methylation_.txt.gz', 'file_size_0': '42.4 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE95nnn/GSE95531/suppl/GSE95531%5FMatrix%5Fsignal%5Fintensities%5FJH%5FLIF2i%5F2017%5FMethylation%5F%2Etxt%2Egz', 'file_name_1': 'GSE95531_RAW.tar', 'file_size_1': '273.5 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE95531&format=file', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE95531
INFO:methylprep.download.geo:Downloading GSE95531_family.xml
INFO:methylprep.download.geo:Unpacking GSE95531_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE95531 idats
INFO:methylprep.download.geo:Found 9 tags for 8 samples: {'source': 'human pluripotent stem cells', 'platform': 'GPL21145', 'title': 'human pluripotent stem cells, naïve, shNANOG, 2', 'cell type': 'human pluripotent stem cells, naïve', 'shRNA': 'shNANOG', 'description': 'hPSC_LIF2i_shNANOG-2', 'Sample_ID': '200526580002_R08C01', 'Sentrix_ID': '200526580002', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 8 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell type', 'shRNA', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE95531/tmpg146x3ik/geo_alert GSE95531.csv --> example_data/GSE95531
INFO:methylprep.download.geo:Moving example_data/GSE95531/tmpg146x3ik/geo_alert GSE95531.csv --> example_data/GSE95531
INFO:methylprep.download.geo:TRYING to move example_data/GSE95531/tmpg146x3ik/GPL21145 --> example_data/GSE95531
INFO:methylprep.download.geo:Moving example_data/GSE95531/tmpg146x3ik/GPL21145 --> example_data/GSE95531
INFO:methylprep.download.geo:TRYING to move example_data/GSE95531/tmpg146x3ik/GSE95531_family.xml --> example_data/GSE95531
INFO:methylprep.download.geo:Moving example_data/GSE95531/tmpg146x3ik/GSE95531_family.xml --> example_data/GSE95531
INFO:methylprep.download.geo:Tempfolder example_data/GSE95531/tmpg146x3ik contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE98990', 'data_dir': 'example_data/GSE98990', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE98990'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE98990
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE98990












example_data/GSE95531 example_data/GSE95531/tmpg146x3ik
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE95531/tmpg146x3ik'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.20it/s]
INFO:methylprep.download.geo:example_data/GSE98990/tmpds2rxt8v/geo_alert GSE98990.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation of human colorectal cancer and HeLa sample', 'GSE': 'GSE98990', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE98990', 'samples': 8, 'date': '2017-05-17', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE98990_RAW.tar', 'file_size_0': '274.0 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE98990&format=file', 'file_name_1': 'GSE98990_unmethylated_methylated.txt.gz', 'file_size_1': '37.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE98nnn/GSE98990/suppl/GSE98990%5Funmethylated%5Fmethylated%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE98990
INFO:methylprep.download.geo:Downloading GSE98990_family.xml
INFO:methylprep.download.geo:Unpacking GSE98990_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE98990 idats
INFO:methylprep.download.geo:Found 8 tags for 8 samples: {'source': 'methylated control sample', 'platform': 'GPL21145', 'title': 'Zymo_Meth_DKO_MsssI', 'tissue': 'DKO cell line treated with MsssI', 'description': '200079600011_R08C01', 'Sample_ID': '200079600011_R08C01', 'Sentrix_ID': '200079600011', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 8 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE98990/tmpds2rxt8v/geo_alert GSE98990.csv --> example_data/GSE98990
INFO:methylprep.download.geo:Moving example_data/GSE98990/tmpds2rxt8v/geo_alert GSE98990.csv --> example_data/GSE98990
INFO:methylprep.download.geo:TRYING to move example_data/GSE98990/tmpds2rxt8v/GPL21145 --> example_data/GSE98990
INFO:methylprep.download.geo:Moving example_data/GSE98990/tmpds2rxt8v/GPL21145 --> example_data/GSE98990
INFO:methylprep.download.geo:TRYING to move example_data/GSE98990/tmpds2rxt8v/GSE98990_family.xml --> example_data/GSE98990
INFO:methylprep.download.geo:Moving example_data/GSE98990/tmpds2rxt8v/GSE98990_family.xml --> example_data/GSE98990
INFO:methylprep.download.geo:Tempfolder example_data/GSE98990/tmpds2rxt8v contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE99505', 'data_dir': 'example_data/GSE99505', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE99505'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE99505
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE99505












example_data/GSE98990 example_data/GSE98990/tmpds2rxt8v
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE98990/tmpds2rxt8v'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.10it/s]
INFO:methylprep.download.geo:example_data/GSE99505/tmpha6xcmkn/geo_alert GSE99505.csv written
INFO:methylprep.download.geo:0: {'title': 'Ginsenoside Rg3 epigenetically regulates cell-mediated immune pathway to inhibit proliferation of the MCF-7 breast cancer cell', 'GSE': 'GSE99505', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE99505', 'samples': 2, 'date': '2017-12-31', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE99505_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE99505&format=file', 'file_name_1': 'GSE99505_Unmethylated_and_methylated_signal.txt.gz', 'file_size_1': '11.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE99nnn/GSE99505/suppl/GSE99505%5FUnmethylated%5Fand%5Fmethylated%5Fsignal%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE99nnn/GSE99505/matrix/GSE99505_series_matrix.txt.gz
GSE99505_series_matrix.txt.gz: 100%|██████████| 12.3M/12.3M [00:02<00:00, 4.15MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE99505 data: (865383, 2) headers: (36, 2)
INFO:methylprep.download.geo:Tempfolder example_data/GSE99505/tmpha6xcmkn contains 2 files, 30M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE99788', 'data_dir': 'example_data/GSE99788', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE99788'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE99788
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE99788












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE99505/tmpha6xcmkn'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE99788/tmpwv3qzs6j/geo_alert GSE99788.csv written
INFO:methylprep.download.geo:0: {'title': "A distinct epigenetic profile distinguishes stenotic from non-inflamed fibroblasts in the ileal mucosa of Crohn's disease patients [methylation]", 'GSE': 'GSE99788', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE99788', 'samples': 18, 'date': '2018-12-19', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE99788_RAW.tar', 'file_size_0': '417.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE99788&format=file', 'file_name_1': 'GSE99788_methylated_and_unmethylated_signals.txt.gz', 'file_size_1': '77.4 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE99nnn/GSE99788/suppl/GSE99788%5Fmethylated%5Fand%5Funmethylated%5Fsignals%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE99788
INFO:methylprep.download.geo:Downloading GSE99788_family.xml
INFO:methylprep.download.geo:Unpacking GSE99788_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE99788 idats
INFO:methylprep.download.geo:Found 17 tags for 18 samples: {'source': 'patient 15', 'platform': 'GPL21145', 'title': 'Fibroblast Non_CD sample 30 from patient 15', 'gender': 'F', 'disease state': "Non_Crohn's Disease", 'disease stage': "Non_Crohn's Disease", 'montreal score': 'None', 'age': '57', 'passage': '3', 'sampleID': '30', 'thiopurine usage': 'No', 'atnf usage': 'No', 'cell type': 'Ileal fibroblast', 'description': '200325570033_R08C01', 'Sample_ID': '200325570033_R08C01', 'Sentrix_ID': '200325570033', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 18 rows and 17 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'disease state', 'disease stage', 'montreal score', 'age', 'passage', 'sampleID', 'thiopurine usage', 'atnf usage', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE99788/tmpwv3qzs6j/geo_alert GSE99788.csv --> example_data/GSE99788
INFO:methylprep.download.geo:Moving example_data/GSE99788/tmpwv3qzs6j/geo_alert GSE99788.csv --> example_data/GSE99788
INFO:methylprep.download.geo:TRYING to move example_data/GSE99788/tmpwv3qzs6j/GPL21145 --> example_data/GSE99788
INFO:methylprep.download.geo:Moving example_data/GSE99788/tmpwv3qzs6j/GPL21145 --> example_data/GSE99788
INFO:methylprep.download.geo:TRYING to move example_data/GSE99788/tmpwv3qzs6j/GSE99788_family.xml --> example_data/GSE99788
INFO:methylprep.download.geo:Moving example_data/GSE99788/tmpwv3qzs6j/GSE99788_family.xml --> example_data/GSE99788
INFO:methylprep.download.geo:Tempfolder example_data/GSE99788/tmpwv3qzs6j contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100184', 'data_dir': 'example_data/GSE100184', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100184'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100184
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100184












example_data/GSE99788 example_data/GSE99788/tmpwv3qzs6j
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE99788/tmpwv3qzs6j'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE100184/tmp2xp1e7a1/geo_alert GSE100184.csv written
INFO:methylprep.download.geo:0: {'title': 'Hit-and-run epigenetic editing prevents senescence entry in primary breast cells from healthy donors [EPIC methylation]', 'GSE': 'GSE100184', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100184', 'samples': 8, 'date': '2017-08-07', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE100184_Matrix_signal_intensities1.txt.gz', 'file_size_0': '37.5 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100184/suppl/GSE100184%5FMatrix%5Fsignal%5Fintensities1%2Etxt%2Egz', 'file_name_1': 'GSE100184_RAW.tar', 'file_size_1': '161.2 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100184&format=file', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100184/matrix/GSE100184_series_matrix.txt.gz
GSE100184_series_matrix.txt.gz: 100%|██████████| 39.3M/39.3M [00:08<00:00, 4.49MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE100184 data: (866238, 8) headers: (31, 8)
INFO:methylprep.download.geo:Tempfolder example_data/GSE100184/tmp2xp1e7a1 contains 2 files, 89M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100208', 'data_dir': 'example_data/GSE100208', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100208'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100208
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100208












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100184/tmp2xp1e7a1'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE100208/tmpombwku2m/geo_alert GSE100208.csv written
INFO:methylprep.download.geo:0: {'title': 'Hit-and-run epigenetic editing prevents senescence entry in primary breast cells from healthy donors [EPIC methylation 2]', 'GSE': 'GSE100208', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100208', 'samples': 2, 'date': '2017-08-07', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE100208_Matrix_signal_intensities2.txt.gz', 'file_size_0': '12.1 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100208/suppl/GSE100208%5FMatrix%5Fsignal%5Fintensities2%2Etxt%2Egz', 'file_name_1': 'GSE100208_RAW.tar', 'file_size_1': '161.2 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100208&format=file', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100208/matrix/GSE100208_series_matrix.txt.gz
GSE100208_series_matrix.txt.gz: 100%|██████████| 12.2M/12.2M [00:02<00:00, 4.70MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE100208 data: (866836, 2) headers: (31, 2)
INFO:methylprep.download.geo:Tempfolder example_data/GSE100208/tmpombwku2m contains 2 files, 30M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100209', 'data_dir': 'example_data/GSE100209', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100209'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100209
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100209












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100208/tmpombwku2m'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.06it/s]
INFO:methylprep.download.geo:example_data/GSE100209/tmpd_d6eai_/geo_alert GSE100209.csv written
INFO:methylprep.download.geo:0: {'title': 'Hit-and-run epigenetic editing prevents senescence entry in primary breast cells from healthy donors', 'GSE': 'GSE100209', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100209', 'samples': 19, 'date': '2017-08-07', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE100209_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100209&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100209/matrix/GSE100209_series_matrix.txt.gz
GSE100209_series_matrix.txt.gz: 100%|██████████| 48.2M/48.2M [00:09<00:00, 4.94MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE100209 data: (866836, 10) headers: (31, 10)
INFO:methylprep.download.geo:Tempfolder example_data/GSE100209/tmpd_d6eai_ contains 2 files, 109M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100779', 'data_dir': 'example_data/GSE100779', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100779'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100779
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100779












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100209/tmpd_d6eai_'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.16it/s]
INFO:methylprep.download.geo:example_data/GSE100779/tmpp74bsns3/geo_alert GSE100779.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia [methylation_HL60_BCAT1-OE_10weeks]', 'GSE': 'GSE100779', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100779', 'samples': 6, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100779_RAW.tar', 'file_size_0': '245.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100779&format=file', 'file_name_1': 'Raw data are available on Series record', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100779
INFO:methylprep.download.geo:Downloading GSE100779_family.xml
INFO:methylprep.download.geo:Unpacking GSE100779_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100779 idats
INFO:methylprep.download.geo:Found 9 tags for 6 samples: {'source': 'HL-60 BCAT1-OE_10weeks', 'platform': 'GPL21145', 'title': 'HL60 BCAT1-OE +DOX_3_10weeks', 'cell line': 'HL-60', 'genotype/variation': 'BCAT1-OE', 'description': 'Normalised Average Beta (normalised with BMIQ)', 'Sample_ID': '200928190027_R06C01', 'Sentrix_ID': '200928190027', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'genotype/variation', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100779/tmpp74bsns3/geo_alert GSE100779.csv --> example_data/GSE100779
INFO:methylprep.download.geo:Moving example_data/GSE100779/tmpp74bsns3/geo_alert GSE100779.csv --> example_data/GSE100779
INFO:methylprep.download.geo:TRYING to move example_data/GSE100779/tmpp74bsns3/GPL21145 --> example_data/GSE100779
INFO:methylprep.download.geo:Moving example_data/GSE100779/tmpp74bsns3/GPL21145 --> example_data/GSE100779
INFO:methylprep.download.geo:TRYING to move example_data/GSE100779/tmpp74bsns3/GSE100779_family.xml --> example_data/GSE100779
INFO:methylprep.download.geo:Moving example_data/GSE100779/tmpp74bsns3/GSE100779_family.xml --> example_data/GSE100779
INFO:methylprep.download.geo:Tempfolder example_data/GSE100779/tmpp74bsns3 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100780', 'data_dir': 'example_data/GSE100780', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100780'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100780
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100780












example_data/GSE100779 example_data/GSE100779/tmpp74bsns3
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100779/tmpp74bsns3'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.06it/s]
INFO:methylprep.download.geo:example_data/GSE100780/tmp1tmpcngq/geo_alert GSE100780.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia [methylation_HL60_BCAT1-OE_20weeks]', 'GSE': 'GSE100780', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100780', 'samples': 4, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100780_RAW.tar', 'file_size_0': '217.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100780&format=file', 'file_name_1': 'Raw data are available on Series record', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100780
INFO:methylprep.download.geo:Downloading GSE100780_family.xml
INFO:methylprep.download.geo:Unpacking GSE100780_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100780 idats
INFO:methylprep.download.geo:Found 9 tags for 4 samples: {'source': 'HL-60 BCAT1-OE_20weeks', 'platform': 'GPL21145', 'title': 'HL60 BCAT1-OE +DOX_2_20weeks', 'cell line': 'HL-60', 'genotype/variation': 'BCAT1-OE', 'description': 'Normalised Average Beta (normalised with BMIQ)', 'Sample_ID': '201194000088_R06C01', 'Sentrix_ID': '201194000088', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'genotype/variation', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100780/tmp1tmpcngq/geo_alert GSE100780.csv --> example_data/GSE100780
INFO:methylprep.download.geo:Moving example_data/GSE100780/tmp1tmpcngq/geo_alert GSE100780.csv --> example_data/GSE100780
INFO:methylprep.download.geo:TRYING to move example_data/GSE100780/tmp1tmpcngq/GPL21145 --> example_data/GSE100780
INFO:methylprep.download.geo:Moving example_data/GSE100780/tmp1tmpcngq/GPL21145 --> example_data/GSE100780
INFO:methylprep.download.geo:TRYING to move example_data/GSE100780/tmp1tmpcngq/GSE100780_family.xml --> example_data/GSE100780
INFO:methylprep.download.geo:Moving example_data/GSE100780/tmp1tmpcngq/GSE100780_family.xml --> example_data/GSE100780
INFO:methylprep.download.geo:Tempfolder example_data/GSE100780/tmp1tmpcngq contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100781', 'data_dir': 'example_data/GSE100781', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100781'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100781
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100781












example_data/GSE100780 example_data/GSE100780/tmp1tmpcngq
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100780/tmp1tmpcngq'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.15it/s]
INFO:methylprep.download.geo:example_data/GSE100781/tmpgg0t3nc9/geo_alert GSE100781.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia [methylation_MOLM13_BCAT1-OE_10weeks]', 'GSE': 'GSE100781', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100781', 'samples': 4, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100781_RAW.tar', 'file_size_0': '217.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100781&format=file', 'file_name_1': 'Raw data are available on Series record', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100781
INFO:methylprep.download.geo:Downloading GSE100781_family.xml
INFO:methylprep.download.geo:Unpacking GSE100781_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100781 idats
INFO:methylprep.download.geo:Found 9 tags for 4 samples: {'source': 'MOLM13 BCAT1-OE_10weeks', 'platform': 'GPL21145', 'title': 'MOLM13 BCAT1-OE +DOX_2_10weeks', 'cell line': 'MOLM13', 'genotype/variation': 'BCAT1-OE', 'description': 'Normalised Average Beta (normalised with BMIQ)', 'Sample_ID': '200928190055_R08C01', 'Sentrix_ID': '200928190055', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'genotype/variation', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100781/tmpgg0t3nc9/geo_alert GSE100781.csv --> example_data/GSE100781
INFO:methylprep.download.geo:Moving example_data/GSE100781/tmpgg0t3nc9/geo_alert GSE100781.csv --> example_data/GSE100781
INFO:methylprep.download.geo:TRYING to move example_data/GSE100781/tmpgg0t3nc9/GPL21145 --> example_data/GSE100781
INFO:methylprep.download.geo:Moving example_data/GSE100781/tmpgg0t3nc9/GPL21145 --> example_data/GSE100781
INFO:methylprep.download.geo:TRYING to move example_data/GSE100781/tmpgg0t3nc9/GSE100781_family.xml --> example_data/GSE100781
INFO:methylprep.download.geo:Moving example_data/GSE100781/tmpgg0t3nc9/GSE100781_family.xml --> example_data/GSE100781
INFO:methylprep.download.geo:Tempfolder example_data/GSE100781/tmpgg0t3nc9 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100782', 'data_dir': 'example_data/GSE100782', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100782'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100782
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100782












example_data/GSE100781 example_data/GSE100781/tmpgg0t3nc9
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100781/tmpgg0t3nc9'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.04it/s]
INFO:methylprep.download.geo:example_data/GSE100782/tmp7n_3jz30/geo_alert GSE100782.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia [methylation_MOLM13_BCAT1-OE_20weeks]', 'GSE': 'GSE100782', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100782', 'samples': 6, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100782_RAW.tar', 'file_size_0': '246.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100782&format=file', 'file_name_1': 'Raw data are available on Series record', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100782
INFO:methylprep.download.geo:Downloading GSE100782_family.xml
INFO:methylprep.download.geo:Unpacking GSE100782_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100782 idats
INFO:methylprep.download.geo:Found 9 tags for 6 samples: {'source': 'MOLM13 BCAT1-OE_20weeks', 'platform': 'GPL21145', 'title': 'MOLM13 BCAT1-OE +DOX_3_20weeks', 'cell line': 'MOLM13', 'genotype/variation': 'BCAT1-OE', 'description': 'Normalised Average Beta (normalised with BMIQ)', 'Sample_ID': '201194000091_R06C01', 'Sentrix_ID': '201194000091', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'genotype/variation', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100782/tmp7n_3jz30/geo_alert GSE100782.csv --> example_data/GSE100782
INFO:methylprep.download.geo:Moving example_data/GSE100782/tmp7n_3jz30/geo_alert GSE100782.csv --> example_data/GSE100782
INFO:methylprep.download.geo:TRYING to move example_data/GSE100782/tmp7n_3jz30/GPL21145 --> example_data/GSE100782
INFO:methylprep.download.geo:Moving example_data/GSE100782/tmp7n_3jz30/GPL21145 --> example_data/GSE100782
INFO:methylprep.download.geo:TRYING to move example_data/GSE100782/tmp7n_3jz30/GSE100782_family.xml --> example_data/GSE100782
INFO:methylprep.download.geo:Moving example_data/GSE100782/tmp7n_3jz30/GSE100782_family.xml --> example_data/GSE100782
INFO:methylprep.download.geo:Tempfolder example_data/GSE100782/tmp7n_3jz30 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100783', 'data_dir': 'example_data/GSE100783', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100783'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100783
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100783












example_data/GSE100782 example_data/GSE100782/tmp7n_3jz30
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100782/tmp7n_3jz30'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE100783/tmpfed8cb9m/geo_alert GSE100783.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia [hydroxymethylation_HL60_BCAT1-OE_12weeks]', 'GSE': 'GSE100783', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100783', 'samples': 4, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100783_RAW.tar', 'file_size_0': '217.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100783&format=file', 'file_name_1': 'Raw data are available on Series record', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100783
INFO:methylprep.download.geo:Downloading GSE100783_family.xml
INFO:methylprep.download.geo:Unpacking GSE100783_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100783 idats
INFO:methylprep.download.geo:Found 9 tags for 4 samples: {'source': 'HL-60 BCAT1-OE_12weeks', 'platform': 'GPL21145', 'title': 'HL60 BCAT1-OE +DOX_2_12weeks', 'cell line': 'HL-60', 'genotype/variation': 'BCAT1-OE', 'description': 'Normalised Average Beta (normalised with BMIQ)', 'Sample_ID': '201465960021_R04C01', 'Sentrix_ID': '201465960021', 'Sentrix_Position': 'R04C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'genotype/variation', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100783/tmpfed8cb9m/geo_alert GSE100783.csv --> example_data/GSE100783
INFO:methylprep.download.geo:Moving example_data/GSE100783/tmpfed8cb9m/geo_alert GSE100783.csv --> example_data/GSE100783
INFO:methylprep.download.geo:TRYING to move example_data/GSE100783/tmpfed8cb9m/GPL21145 --> example_data/GSE100783
INFO:methylprep.download.geo:Moving example_data/GSE100783/tmpfed8cb9m/GPL21145 --> example_data/GSE100783
INFO:methylprep.download.geo:TRYING to move example_data/GSE100783/tmpfed8cb9m/GSE100783_family.xml --> example_data/GSE100783
INFO:methylprep.download.geo:Moving example_data/GSE100783/tmpfed8cb9m/GSE100783_family.xml --> example_data/GSE100783
INFO:methylprep.download.geo:Tempfolder example_data/GSE100783/tmpfed8cb9m contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100784', 'data_dir': 'example_data/GSE100784', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100784'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100784
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100784












example_data/GSE100783 example_data/GSE100783/tmpfed8cb9m
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100783/tmpfed8cb9m'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.14s/it]
INFO:methylprep.download.geo:example_data/GSE100784/tmpxaizo2ts/geo_alert GSE100784.csv written
INFO:methylprep.download.geo:0: {'title': 'Role of Branched Chain Amino Acid Transaminase 1 (BCAT1) in Acute Myeloid Leukemia', 'GSE': 'GSE100784', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100784', 'samples': 56, 'date': '2017-11-08', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE100784_RAW.tar', 'file_size_0': '621.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100784&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100784/matrix/GSE100784_series_matrix.txt.gz
GSE100784_series_matrix.txt.gz: 100%|██████████| 148M/148M [00:29<00:00, 5.11MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE100784 data: (827065, 24) headers: (32, 24)












!Sample_description missing from meta
!Sample_description missing from meta
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!Sample_description missing from meta
!Sample_description missing from meta
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INFO:methylprep.download.geo:Tempfolder example_data/GSE100784/tmpxaizo2ts contains 2 files, 318M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100825', 'data_dir': 'example_data/GSE100825', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100825'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100825
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100825












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100784/tmpxaizo2ts'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.11it/s]
INFO:methylprep.download.geo:example_data/GSE100825/tmp5fd7as1a/geo_alert GSE100825.csv written
INFO:methylprep.download.geo:0: {'title': 'Genome-wide DNA methylation analysis in blood cells from patients with Werner Syndrome', 'GSE': 'GSE100825', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100825', 'samples': 6, 'date': '2017-08-17', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100825_RAW.tar', 'file_size_0': '244.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100825&format=file', 'file_name_1': 'GSE100825_signal_intensities.txt.gz', 'file_size_1': '27.0 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE100nnn/GSE100825/suppl/GSE100825%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100825
INFO:methylprep.download.geo:Downloading GSE100825_family.xml
INFO:methylprep.download.geo:Unpacking GSE100825_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100825 idats
INFO:methylprep.download.geo:Found 11 tags for 6 samples: {'source': 'CTR 3', 'platform': 'GPL21145', 'title': 'genomic DNA from CTR 3', 'tissue': 'Whole blood', 'disease': 'normal', 'age': '52', 'Sex': 'Male', 'description': 'Whole blood from CTR\nX200477510169_R08C01', 'Sample_ID': '200477510169_R08C01', 'Sentrix_ID': '200477510169', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'disease', 'age', 'Sex', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100825/tmp5fd7as1a/geo_alert GSE100825.csv --> example_data/GSE100825
INFO:methylprep.download.geo:Moving example_data/GSE100825/tmp5fd7as1a/geo_alert GSE100825.csv --> example_data/GSE100825
INFO:methylprep.download.geo:TRYING to move example_data/GSE100825/tmp5fd7as1a/GPL21145 --> example_data/GSE100825
INFO:methylprep.download.geo:Moving example_data/GSE100825/tmp5fd7as1a/GPL21145 --> example_data/GSE100825
INFO:methylprep.download.geo:TRYING to move example_data/GSE100825/tmp5fd7as1a/GSE100825_family.xml --> example_data/GSE100825
INFO:methylprep.download.geo:Moving example_data/GSE100825/tmp5fd7as1a/GSE100825_family.xml --> example_data/GSE100825
INFO:methylprep.download.geo:Tempfolder example_data/GSE100825/tmp5fd7as1a contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE100850', 'data_dir': 'example_data/GSE100850', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE100850'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE100850
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE100850












example_data/GSE100825 example_data/GSE100825/tmp5fd7as1a
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100825/tmp5fd7as1a'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.08it/s]
INFO:methylprep.download.geo:example_data/GSE100850/tmp0axy962b/geo_alert GSE100850.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenetic alterations detected in the genome of very young breast cancer patients: identification of new biomarkers', 'GSE': 'GSE100850', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE100850', 'samples': 39, 'date': '2018-10-16', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE100850_RAW.tar', 'file_size_0': '696.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE100850&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE100850
INFO:methylprep.download.geo:Downloading GSE100850_family.xml
INFO:methylprep.download.geo:Unpacking GSE100850_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE100850 idats
INFO:methylprep.download.geo:Found 13 tags for 39 samples: {'source': 'Breast', 'platform': 'GPL21145', 'title': 'Breast Cancer_Young (200526210052_R08C01)', 'tissue': 'Breast', 'gender': 'Female', 'age_group': 'Young', 'subgroup': 'TRIPLE NEG', 'er status': '0', 'sample type': 'FFPE sample', 'description': 'Normalized (SWAN normalization) Average Beta', 'Sample_ID': '200526210052_R08C01', 'Sentrix_ID': '200526210052', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 39), ('Sample_Name', 39), ('Sentrix_ID', 39), ('Sentrix_Position', 39), ('tissue', 39), ('gender', 39), ('age_group', 39), ('er status', 39), ('sample type', 39), ('description', 39), ('Sample_ID', 39), ('subgroup', 34)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 39 rows and 15 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'source', 'platform', 'title', 'tissue', 'gender', 'age_group', 'er status', 'sample type', 'description', 'Sample_ID', 'Sentrix_ID', 'Sentrix_Position', 'subgroup']
INFO:methylprep.download.geo:TRYING to move example_data/GSE100850/tmp0axy962b/geo_alert GSE100850.csv --> example_data/GSE100850
INFO:methylprep.download.geo:Moving example_data/GSE100850/tmp0axy962b/geo_alert GSE100850.csv --> example_data/GSE100850
INFO:methylprep.download.geo:TRYING to move example_data/GSE100850/tmp0axy962b/GPL21145 --> example_data/GSE100850
INFO:methylprep.download.geo:Moving example_data/GSE100850/tmp0axy962b/GPL21145 --> example_data/GSE100850
INFO:methylprep.download.geo:TRYING to move example_data/GSE100850/tmp0axy962b/GSE100850_family.xml --> example_data/GSE100850
INFO:methylprep.download.geo:Moving example_data/GSE100850/tmp0axy962b/GSE100850_family.xml --> example_data/GSE100850
INFO:methylprep.download.geo:Tempfolder example_data/GSE100850/tmp0axy962b contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE101908', 'data_dir': 'example_data/GSE101908', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE101908'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE101908
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE101908












example_data/GSE100850 example_data/GSE100850/tmp0axy962b
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE100850/tmp0axy962b'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.09it/s]
INFO:methylprep.download.geo:example_data/GSE101908/tmpurp71_zy/geo_alert GSE101908.csv written
INFO:methylprep.download.geo:0: {'title': 'Genomic Evaluation of Multiparametric Magnetic Resonance Imaging -visible and -nonvisible Lesions in Clinically Localized Prostate Cancer', 'GSE': 'GSE101908', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE101908', 'samples': 42, 'date': '2018-12-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE101908_RAW.tar', 'file_size_0': '755.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE101908&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE101908
INFO:methylprep.download.geo:Downloading GSE101908_family.xml
INFO:methylprep.download.geo:Unpacking GSE101908_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE101908 idats
INFO:methylprep.download.geo:Found 10 tags for 42 samples: {'source': 'Prostectomy 9_tumour prostate sample', 'platform': 'GPL21145', 'title': 'Case4_8', 'gender': 'Male', 'sample type': 'Prostectomy 9', 'disease state': 'Tumour', 'description': 'tumour prostate sample', 'Sample_ID': '200992290059_R08C01', 'Sentrix_ID': '200992290059', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 42 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'sample type', 'disease state', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE101908/tmpurp71_zy/geo_alert GSE101908.csv --> example_data/GSE101908
INFO:methylprep.download.geo:Moving example_data/GSE101908/tmpurp71_zy/geo_alert GSE101908.csv --> example_data/GSE101908
INFO:methylprep.download.geo:TRYING to move example_data/GSE101908/tmpurp71_zy/GPL21145 --> example_data/GSE101908
INFO:methylprep.download.geo:Moving example_data/GSE101908/tmpurp71_zy/GPL21145 --> example_data/GSE101908
INFO:methylprep.download.geo:TRYING to move example_data/GSE101908/tmpurp71_zy/GSE101908_family.xml --> example_data/GSE101908
INFO:methylprep.download.geo:Moving example_data/GSE101908/tmpurp71_zy/GSE101908_family.xml --> example_data/GSE101908
INFO:methylprep.download.geo:Tempfolder example_data/GSE101908/tmpurp71_zy contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE102031', 'data_dir': 'example_data/GSE102031', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE102031'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE102031
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE102031












example_data/GSE101908 example_data/GSE101908/tmpurp71_zy
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE101908/tmpurp71_zy'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.05it/s]
INFO:methylprep.download.geo:example_data/GSE102031/tmpk3_jz_ht/geo_alert GSE102031.csv written
INFO:methylprep.download.geo:0: {'title': 'Human Naive Pluripotency Attained by Transient Inhibition of mTOR', 'GSE': 'GSE102031', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE102031', 'samples': 16, 'date': '2020-05-13', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE102031_RAW.tar', 'file_size_0': '385.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE102031&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE102031
INFO:methylprep.download.geo:Downloading GSE102031_family.xml
INFO:methylprep.download.geo:Unpacking GSE102031_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE102031 idats
INFO:methylprep.download.geo:Found 12 tags for 16 samples: {'source': 'embryonic stem cells', 'platform': 'GPL21145', 'title': 'naive state RUES-2  [NRUES2-4]', 'cell line': 'RUES-2', 'cell type': 'embryonic stem cells', 'state': 'naïve state', 'passages': '24-26', 'qc': 'Passed', 'description': 'Average Beta', 'Sample_ID': '201172540021_R08C01', 'Sentrix_ID': '201172540021', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'cell line', 'cell type', 'state', 'passages', 'qc', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE102031/tmpk3_jz_ht/geo_alert GSE102031.csv --> example_data/GSE102031
INFO:methylprep.download.geo:Moving example_data/GSE102031/tmpk3_jz_ht/geo_alert GSE102031.csv --> example_data/GSE102031
INFO:methylprep.download.geo:TRYING to move example_data/GSE102031/tmpk3_jz_ht/GPL21145 --> example_data/GSE102031
INFO:methylprep.download.geo:Moving example_data/GSE102031/tmpk3_jz_ht/GPL21145 --> example_data/GSE102031
INFO:methylprep.download.geo:TRYING to move example_data/GSE102031/tmpk3_jz_ht/GSE102031_family.xml --> example_data/GSE102031
INFO:methylprep.download.geo:Moving example_data/GSE102031/tmpk3_jz_ht/GSE102031_family.xml --> example_data/GSE102031
INFO:methylprep.download.geo:Tempfolder example_data/GSE102031/tmpk3_jz_ht contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103189', 'data_dir': 'example_data/GSE103189', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103189'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103189
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103189












example_data/GSE102031 example_data/GSE102031/tmpk3_jz_ht
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE102031/tmpk3_jz_ht'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.04it/s]
INFO:methylprep.download.geo:example_data/GSE103189/tmp0owyrv48/geo_alert GSE103189.csv written
INFO:methylprep.download.geo:0: {'title': 'Cord blood buffy coat DNA methylation is comparable to whole cord blood methylation', 'GSE': 'GSE103189', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103189', 'samples': 16, 'date': '2018-01-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103189_RAW.tar', 'file_size_0': '385.9 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103189&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103189
INFO:methylprep.download.geo:Downloading GSE103189_family.xml
INFO:methylprep.download.geo:Unpacking GSE103189_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103189 idats
INFO:methylprep.download.geo:Found 13 tags for 16 samples: {'source': 'cord blood', 'platform': 'GPL21145', 'title': 'cord blood 8 whole', 'individual': '8', 'sample type': 'WholeBloodDNA', 'slide id': '200991620110', 'Sex': 'M', 'race': 'White', 'gestational age (weeks)': '39', 'description': 'average noob corrected beta', 'Sample_ID': '200991620110_R08C01', 'Sentrix_ID': '200991620110', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 13 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'individual', 'sample type', 'slide id', 'Sex', 'race', 'gestational age (weeks)', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE103189/tmp0owyrv48/geo_alert GSE103189.csv --> example_data/GSE103189
INFO:methylprep.download.geo:Moving example_data/GSE103189/tmp0owyrv48/geo_alert GSE103189.csv --> example_data/GSE103189
INFO:methylprep.download.geo:TRYING to move example_data/GSE103189/tmp0owyrv48/GPL21145 --> example_data/GSE103189
INFO:methylprep.download.geo:Moving example_data/GSE103189/tmp0owyrv48/GPL21145 --> example_data/GSE103189
INFO:methylprep.download.geo:TRYING to move example_data/GSE103189/tmp0owyrv48/GSE103189_family.xml --> example_data/GSE103189
INFO:methylprep.download.geo:Moving example_data/GSE103189/tmp0owyrv48/GSE103189_family.xml --> example_data/GSE103189
INFO:methylprep.download.geo:Tempfolder example_data/GSE103189/tmp0owyrv48 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103271', 'data_dir': 'example_data/GSE103271', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103271'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103271
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103271












example_data/GSE103189 example_data/GSE103189/tmp0owyrv48
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103189/tmp0owyrv48'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.08it/s]
INFO:methylprep.download.geo:example_data/GSE103271/tmprnitonvt/geo_alert GSE103271.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to femur bone morphology in macaque bone using the 850K array', 'GSE': 'GSE103271', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103271', 'samples': 10, 'date': '2020-03-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103271_RAW.tar', 'file_size_0': '299.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103271&format=file', 'file_name_1': 'GSE103271_matrix_macaque850Kmorph_raw_signal.csv.gz', 'file_size_1': '56.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103271/suppl/GSE103271%5Fmatrix%5Fmacaque850Kmorph%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103271
INFO:methylprep.download.geo:Downloading GSE103271_family.xml
INFO:methylprep.download.geo:Unpacking GSE103271_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103271 idats
INFO:methylprep.download.geo:Found 39 tags for 10 samples: {'source': 'distal femur trabecular bone from macaque', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Mmul04 (macaque_intraspecific)', 'Sex': 'female', 'age (years)': '17.19', 'tissue': 'bone', 'femur length (mm)': '165', 'bicondylar femur length (mm)': '163', 'maximum femur length (mm)': '162', 'superior shaft width (mm)': '12.55', 'superior shaft depth (mm)': '12.02', 'middle shaft width (mm)': '11.05', 'middle shaft depth (mm)': '10.51', 'inferior shaft width (mm)': '19.33', 'inferior shaft depth (mm)': '11.34', 'head height (mm)': '15.3', 'head length (mm)': '15.32', 'head width (mm)': '13.32', 'anatomical neck length (mm)': '7.74', 'anatomical neck height (mm)': '11.96', 'anatomical neck depth (mm)': '10.44', 'biomechanical neck length (mm)': '30.64', 'proximal width (mm)': '29.78', 'lesser trochanter to head (mm)': '27.35', 'lesser trochanter to neck (mm)': '22.09', 'lesser to greater trochanter (mm)': '32.85', 'medial condyle height (mm)': '13.84', 'medial condyle depth (mm)': '19.78', 'medial condyle width (mm)': '9.4', 'lateral condyle height (mm)': '15.18', 'lateral condyle depth (mm)': '20.7', 'lateral condyle width (mm)': '10.14', 'intercondylar notch width (mm)': '6.59', 'intercondylar notch depth (mm)': '8.93', 'bicondylar width (mm)': '26.95', 'description': 'medial condyle distal femur trabecular bone from macaque', 'Sample_ID': '200705360064_R06C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 10 rows and 39 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103271/tmprnitonvt/geo_alert GSE103271.csv --> example_data/GSE103271
INFO:methylprep.download.geo:Moving example_data/GSE103271/tmprnitonvt/geo_alert GSE103271.csv --> example_data/GSE103271
INFO:methylprep.download.geo:TRYING to move example_data/GSE103271/tmprnitonvt/GPL21145 --> example_data/GSE103271
INFO:methylprep.download.geo:Moving example_data/GSE103271/tmprnitonvt/GPL21145 --> example_data/GSE103271
INFO:methylprep.download.geo:TRYING to move example_data/GSE103271/tmprnitonvt/GSE103271_family.xml --> example_data/GSE103271
INFO:methylprep.download.geo:Moving example_data/GSE103271/tmprnitonvt/GSE103271_family.xml --> example_data/GSE103271
INFO:methylprep.download.geo:Tempfolder example_data/GSE103271/tmprnitonvt contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103279', 'data_dir': 'example_data/GSE103279', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103279'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103279
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103279












example_data/GSE103271 example_data/GSE103271/tmprnitonvt
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103271/tmprnitonvt'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.06it/s]
INFO:methylprep.download.geo:example_data/GSE103279/tmpicfiyu8x/geo_alert GSE103279.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to femur bone morphology in baboon bone using the 850K array', 'GSE': 'GSE103279', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103279', 'samples': 28, 'date': '2020-03-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103279_RAW.tar', 'file_size_0': '546.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103279&format=file', 'file_name_1': 'GSE103279_matrix_baboon850Kmorph_raw_signal.csv.gz', 'file_size_1': '154.0 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103279/suppl/GSE103279%5Fmatrix%5Fbaboon850Kmorph%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103279
INFO:methylprep.download.geo:Downloading GSE103279_family.xml
INFO:methylprep.download.geo:Unpacking GSE103279_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103279 idats
INFO:methylprep.download.geo:Found 42 tags for 28 samples: {'source': 'healthy adult distal femur trabecular bone from baboon', 'platform': 'GPL21145', 'title': 'genomic DNA from healthy adult distal femur trabecular bonePanu49_B (baboon_intraspecific)', 'Sex': 'male', 'age (years)': '10.52', 'steady state weight (kg)': '31.82', 'tissue': 'bone', 'age cohort': 'adult', 'disease state': 'healthy', 'femur length (mm)': '268', 'bicondylar femur length (mm)': '259', 'maximum femur length (mm)': '259', 'superior shaft width (mm)': '19.16', 'superior shaft depth (mm)': '19.81', 'middle shaft width (mm)': '17.39', 'middle shaft depth (mm)': '18.48', 'inferior shaft width (mm)': '29.18', 'inferior shaft depth (mm)': '19.12', 'head height (mm)': '27.18', 'head length (mm)': '26.93', 'head width (mm)': '21.31', 'anatomical neck length (mm)': '22.71', 'anatomical neck height (mm)': '21.86', 'anatomical neck depth (mm)': '18.3', 'biomechanical neck length (mm)': '54.59', 'proximal width (mm)': '56.17', 'lesser trochanter to head (mm)': '54.73', 'lesser trochanter to neck (mm)': '44.09', 'lesser to greater trochanter (mm)': '63.2', 'medial condyle height (mm)': '26.2', 'medial condyle depth (mm)': '37.09', 'medial condyle width (mm)': '16.5', 'lateral condyle height (mm)': '26.17', 'lateral condyle depth (mm)': '37.36', 'lateral condyle width (mm)': '15.92', 'intercondylar notch width (mm)': '8.9', 'intercondylar notch depth (mm)': '16.71', 'bicondylar width (mm)': '41.47', 'description': 'medial condyle healthy adult distal femur trabecular bone from baboon', 'Sample_ID': '200705360064_R04C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R04C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 28 rows and 42 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103279/tmpicfiyu8x/geo_alert GSE103279.csv --> example_data/GSE103279
INFO:methylprep.download.geo:Moving example_data/GSE103279/tmpicfiyu8x/geo_alert GSE103279.csv --> example_data/GSE103279
INFO:methylprep.download.geo:TRYING to move example_data/GSE103279/tmpicfiyu8x/GPL21145 --> example_data/GSE103279
INFO:methylprep.download.geo:Moving example_data/GSE103279/tmpicfiyu8x/GPL21145 --> example_data/GSE103279
INFO:methylprep.download.geo:TRYING to move example_data/GSE103279/tmpicfiyu8x/GSE103279_family.xml --> example_data/GSE103279
INFO:methylprep.download.geo:Moving example_data/GSE103279/tmpicfiyu8x/GSE103279_family.xml --> example_data/GSE103279
INFO:methylprep.download.geo:Tempfolder example_data/GSE103279/tmpicfiyu8x contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103280', 'data_dir': 'example_data/GSE103280', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103280'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103280
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103280












example_data/GSE103279 example_data/GSE103279/tmpicfiyu8x
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103279/tmpicfiyu8x'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE103280/tmpw45f2lk8/geo_alert GSE103280.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to femur bone morphology in vervet bone using the 850K array', 'GSE': 'GSE103280', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103280', 'samples': 10, 'date': '2020-03-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103280_RAW.tar', 'file_size_0': '299.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103280&format=file', 'file_name_1': 'GSE103280_matrix_vervet850Kmorph_raw_signal.csv.gz', 'file_size_1': '56.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103280/suppl/GSE103280%5Fmatrix%5Fvervet850Kmorph%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103280
INFO:methylprep.download.geo:Downloading GSE103280_family.xml
INFO:methylprep.download.geo:Unpacking GSE103280_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103280 idats
INFO:methylprep.download.geo:Found 39 tags for 10 samples: {'source': 'distal femur trabecular bone from vervet', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Caet03 (vervet_intraspecific)', 'Sex': 'female', 'age (years)': '21.6', 'tissue': 'bone', 'femur length (mm)': '144', 'bicondylar femur length (mm)': '142', 'maximum femur length (mm)': '141', 'superior shaft width (mm)': '10', 'superior shaft depth (mm)': '10.6', 'middle shaft width (mm)': '10.21', 'middle shaft depth (mm)': '9.08', 'inferior shaft width (mm)': '17.48', 'inferior shaft depth (mm)': '10.14', 'head height (mm)': '13.38', 'head length (mm)': '13.27', 'head width (mm)': '10.86', 'anatomical neck length (mm)': '9.16', 'anatomical neck height (mm)': '11.44', 'anatomical neck depth (mm)': '8.8', 'biomechanical neck length (mm)': '27.66', 'proximal width (mm)': '27.49', 'lesser trochanter to head (mm)': '22.86', 'lesser trochanter to neck (mm)': '20.14', 'lesser to greater trochanter (mm)': '28.63', 'medial condyle height (mm)': '15.91', 'medial condyle depth (mm)': '19.16', 'medial condyle width (mm)': '10.39', 'lateral condyle height (mm)': '13.01', 'lateral condyle depth (mm)': '20.73', 'lateral condyle width (mm)': '8.75', 'intercondylar notch width (mm)': '3.82', 'intercondylar notch depth (mm)': '9.64', 'bicondylar width (mm)': '24.3', 'description': 'medial condyle distal femur trabecular bone from vervet', 'Sample_ID': '200705360065_R05C01', 'Sentrix_ID': '200705360065', 'Sentrix_Position': 'R05C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 10 rows and 39 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103280/tmpw45f2lk8/geo_alert GSE103280.csv --> example_data/GSE103280
INFO:methylprep.download.geo:Moving example_data/GSE103280/tmpw45f2lk8/geo_alert GSE103280.csv --> example_data/GSE103280
INFO:methylprep.download.geo:TRYING to move example_data/GSE103280/tmpw45f2lk8/GPL21145 --> example_data/GSE103280
INFO:methylprep.download.geo:Moving example_data/GSE103280/tmpw45f2lk8/GPL21145 --> example_data/GSE103280
INFO:methylprep.download.geo:TRYING to move example_data/GSE103280/tmpw45f2lk8/GSE103280_family.xml --> example_data/GSE103280
INFO:methylprep.download.geo:Moving example_data/GSE103280/tmpw45f2lk8/GSE103280_family.xml --> example_data/GSE103280
INFO:methylprep.download.geo:Tempfolder example_data/GSE103280/tmpw45f2lk8 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103286', 'data_dir': 'example_data/GSE103286', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103286'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103286
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103286












example_data/GSE103280 example_data/GSE103280/tmpw45f2lk8
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103280/tmpw45f2lk8'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.05s/it]
INFO:methylprep.download.geo:example_data/GSE103286/tmp1btzkiti/geo_alert GSE103286.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to osteoarthritis in baboon bone and cartilage using the 850K array', 'GSE': 'GSE103286', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103286', 'samples': 112, 'date': '2020-12-28', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103286_RAW.tar', 'file_size_0': '1.7 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103286&format=file', 'file_name_1': 'GSE103286_matrix_baboon850Koa_raw_signal.csv.gz', 'file_size_1': '600.9 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103286/suppl/GSE103286%5Fmatrix%5Fbaboon850Koa%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103286
INFO:methylprep.download.geo:Downloading GSE103286_family.xml
INFO:methylprep.download.geo:Unpacking GSE103286_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103286 idats
INFO:methylprep.download.geo:Found 13 tags for 112 samples: {'source': 'osteoarthritic adult distal femur articular cartilage from baboon', 'platform': 'GPL21145', 'title': 'genomic DNA from osteoarthritic adult distal femur articular cartilage Panu31_C (baboon_oa)', 'Sex': 'male', 'age (years)': '15.48', 'steady state weight (kg)': '30.18', 'tissue': 'cartilage', 'age cohort': 'adult', 'disease state': 'osteoarthrtic', 'description': 'medial condyle osteoarthritic adult distal femur articular cartilage from baboon', 'Sample_ID': '200705360064_R08C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 112 rows and 13 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'Sex', 'age (years)', 'steady state weight (kg)', 'tissue', 'age cohort', 'disease state', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE103286/tmp1btzkiti/geo_alert GSE103286.csv --> example_data/GSE103286
INFO:methylprep.download.geo:Moving example_data/GSE103286/tmp1btzkiti/geo_alert GSE103286.csv --> example_data/GSE103286
INFO:methylprep.download.geo:TRYING to move example_data/GSE103286/tmp1btzkiti/GPL21145 --> example_data/GSE103286
INFO:methylprep.download.geo:Moving example_data/GSE103286/tmp1btzkiti/GPL21145 --> example_data/GSE103286
INFO:methylprep.download.geo:TRYING to move example_data/GSE103286/tmp1btzkiti/GSE103286_family.xml --> example_data/GSE103286
INFO:methylprep.download.geo:Moving example_data/GSE103286/tmp1btzkiti/GSE103286_family.xml --> example_data/GSE103286
INFO:methylprep.download.geo:Tempfolder example_data/GSE103286/tmp1btzkiti contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103287', 'data_dir': 'example_data/GSE103287', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103287'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103287
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103287












example_data/GSE103286 example_data/GSE103286/tmp1btzkiti
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103286/tmp1btzkiti'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.02it/s]
INFO:methylprep.download.geo:example_data/GSE103287/tmp9qcc00pr/geo_alert GSE103287.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to femur bone morphology in nonhuman primate bone using the 850K array', 'GSE': 'GSE103287', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103287', 'samples': 58, 'date': '2020-03-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103287_RAW.tar', 'file_size_0': '960.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103287&format=file', 'file_name_1': 'GSE103287_matrix_nhp850K_raw_signal.csv.gz', 'file_size_1': '315.6 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103287/suppl/GSE103287%5Fmatrix%5Fnhp850K%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103287
INFO:methylprep.download.geo:Downloading GSE103287_family.xml
INFO:methylprep.download.geo:Unpacking GSE103287_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103287 idats
INFO:methylprep.download.geo:Found 44 tags for 58 samples: {'source': 'distal femur trabecular bone from vervet', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Caet03 (nhp850K)', 'taxon': 'vervet', 'group': 'owm', 'Sex': 'female', 'age (years)': '21.6', 'steady state weight (kg)': 'NA', 'tissue': 'bone', 'age cohort': 'NA', 'disease state': 'NA', 'femur length (mm)': '144', 'bicondylar femur length (mm)': '142', 'maximum femur length (mm)': '141', 'superior shaft width (mm)': '10', 'superior shaft depth (mm)': '10.6', 'middle shaft width (mm)': '10.21', 'middle shaft depth (mm)': '9.08', 'inferior shaft width (mm)': '17.48', 'inferior shaft depth (mm)': '10.14', 'head height (mm)': '13.38', 'head length (mm)': '13.27', 'head width (mm)': '10.86', 'anatomical neck length (mm)': '9.16', 'anatomical neck height (mm)': '11.44', 'anatomical neck depth (mm)': '8.8', 'biomechanical neck length (mm)': '27.66', 'proximal width (mm)': '27.49', 'lesser trochanter to head (mm)': '22.86', 'lesser trochanter to neck (mm)': '20.14', 'lesser to greater trochanter (mm)': '28.63', 'medial condyle height (mm)': '15.91', 'medial condyle depth (mm)': '19.16', 'medial condyle width (mm)': '10.39', 'lateral condyle height (mm)': '13.01', 'lateral condyle depth (mm)': '20.73', 'lateral condyle width (mm)': '8.75', 'intercondylar notch width (mm)': '3.82', 'intercondylar notch depth (mm)': '9.64', 'bicondylar width (mm)': '24.3', 'description': 'medial condyle distal femur trabecular bone from vervet', 'Sample_ID': '200705360065_R05C01', 'Sentrix_ID': '200705360065', 'Sentrix_Position': 'R05C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 58 rows and 44 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103287/tmp9qcc00pr/geo_alert GSE103287.csv --> example_data/GSE103287
INFO:methylprep.download.geo:Moving example_data/GSE103287/tmp9qcc00pr/geo_alert GSE103287.csv --> example_data/GSE103287
INFO:methylprep.download.geo:TRYING to move example_data/GSE103287/tmp9qcc00pr/GPL21145 --> example_data/GSE103287
INFO:methylprep.download.geo:Moving example_data/GSE103287/tmp9qcc00pr/GPL21145 --> example_data/GSE103287
INFO:methylprep.download.geo:TRYING to move example_data/GSE103287/tmp9qcc00pr/GSE103287_family.xml --> example_data/GSE103287
INFO:methylprep.download.geo:Moving example_data/GSE103287/tmp9qcc00pr/GSE103287_family.xml --> example_data/GSE103287
INFO:methylprep.download.geo:Tempfolder example_data/GSE103287/tmp9qcc00pr contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103328', 'data_dir': 'example_data/GSE103328', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103328'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103328
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103328












example_data/GSE103287 example_data/GSE103287/tmp9qcc00pr
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103287/tmp9qcc00pr'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.22it/s]
INFO:methylprep.download.geo:example_data/GSE103328/tmpbxih6v8e/geo_alert GSE103328.csv written
INFO:methylprep.download.geo:0: {'title': 'Assessment of DNA methylation patterns related to femur bone morphology in marmoset bone using the 850K array', 'GSE': 'GSE103328', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103328', 'samples': 6, 'date': '2020-03-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103328_RAW.tar', 'file_size_0': '242.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103328&format=file', 'file_name_1': 'GSE103328_matrix_marmoset850Kmorph_raw_signal.csv.gz', 'file_size_1': '38.9 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103328/suppl/GSE103328%5Fmatrix%5Fmarmoset850Kmorph%5Fraw%5Fsignal%2Ecsv%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103328
INFO:methylprep.download.geo:Downloading GSE103328_family.xml
INFO:methylprep.download.geo:Unpacking GSE103328_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103328 idats
INFO:methylprep.download.geo:Found 39 tags for 6 samples: {'source': 'distal femur trabecular bone from marmoset', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Cjac06 (marmoset_intraspecific)', 'Sex': 'male', 'age (years)': '5.39', 'tissue': 'bone', 'femur length (mm)': '56', 'bicondylar femur length (mm)': '56', 'maximum femur length (mm)': '56', 'superior shaft width (mm)': '5.77', 'superior shaft depth (mm)': '4.87', 'middle shaft width (mm)': '4.21', 'middle shaft depth (mm)': '5', 'inferior shaft width (mm)': '6.24', 'inferior shaft depth (mm)': '4.25', 'head height (mm)': '4.94', 'head length (mm)': '5.02', 'head width (mm)': '4.29', 'anatomical neck length (mm)': '3.78', 'anatomical neck height (mm)': '4.4', 'anatomical neck depth (mm)': '2.92', 'biomechanical neck length (mm)': '11.36', 'proximal width (mm)': '10.85', 'lesser trochanter to head (mm)': '11.84', 'lesser trochanter to neck (mm)': '10.26', 'lesser to greater trochanter (mm)': '12.87', 'medial condyle height (mm)': '4.67', 'medial condyle depth (mm)': '7.1', 'medial condyle width (mm)': '2.9', 'lateral condyle height (mm)': '4.67', 'lateral condyle depth (mm)': '7.31', 'lateral condyle width (mm)': '3.23', 'intercondylar notch width (mm)': '2.21', 'intercondylar notch depth (mm)': '2.31', 'bicondylar width (mm)': '8.65', 'description': 'medial condyle distal femur trabecular bone from marmoset', 'Sample_ID': '200705360064_R01C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R01C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 39 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103328/tmpbxih6v8e/geo_alert GSE103328.csv --> example_data/GSE103328
INFO:methylprep.download.geo:Moving example_data/GSE103328/tmpbxih6v8e/geo_alert GSE103328.csv --> example_data/GSE103328
INFO:methylprep.download.geo:TRYING to move example_data/GSE103328/tmpbxih6v8e/GPL21145 --> example_data/GSE103328
INFO:methylprep.download.geo:Moving example_data/GSE103328/tmpbxih6v8e/GPL21145 --> example_data/GSE103328
INFO:methylprep.download.geo:TRYING to move example_data/GSE103328/tmpbxih6v8e/GSE103328_family.xml --> example_data/GSE103328
INFO:methylprep.download.geo:Moving example_data/GSE103328/tmpbxih6v8e/GSE103328_family.xml --> example_data/GSE103328
INFO:methylprep.download.geo:Tempfolder example_data/GSE103328/tmpbxih6v8e contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103332', 'data_dir': 'example_data/GSE103332', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103332'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103332
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103332












example_data/GSE103328 example_data/GSE103328/tmpbxih6v8e
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103328/tmpbxih6v8e'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.28s/it]
INFO:methylprep.download.geo:example_data/GSE103332/tmp5s61i9l6/geo_alert GSE103332.csv written
INFO:methylprep.download.geo:0: {'title': 'Intra- and Inter-Specific Investigations of Skeletal DNA Methylation Patterns and Femur Morphology in Nonhuman Primates', 'GSE': 'GSE103332', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103332', 'samples': 116, 'date': '2020-03-11', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103332_RAW.tar', 'file_size_0': '1.7 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103332&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103332
INFO:methylprep.download.geo:Downloading GSE103332_family.xml
INFO:methylprep.download.geo:Unpacking GSE103332_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103332 idats
INFO:methylprep.download.geo:Found 39 tags for 116 samples: {'source': 'distal femur trabecular bone from marmoset', 'platform': 'GPL21145', 'title': 'genomic DNA from distal femur trabecular bone Cjac06 (marmoset_intraspecific)', 'Sex': 'male', 'age (years)': '5.39', 'tissue': 'bone', 'femur length (mm)': '56', 'bicondylar femur length (mm)': '56', 'maximum femur length (mm)': '56', 'superior shaft width (mm)': '5.77', 'superior shaft depth (mm)': '4.87', 'middle shaft width (mm)': '4.21', 'middle shaft depth (mm)': '5', 'inferior shaft width (mm)': '6.24', 'inferior shaft depth (mm)': '4.25', 'head height (mm)': '4.94', 'head length (mm)': '5.02', 'head width (mm)': '4.29', 'anatomical neck length (mm)': '3.78', 'anatomical neck height (mm)': '4.4', 'anatomical neck depth (mm)': '2.92', 'biomechanical neck length (mm)': '11.36', 'proximal width (mm)': '10.85', 'lesser trochanter to head (mm)': '11.84', 'lesser trochanter to neck (mm)': '10.26', 'lesser to greater trochanter (mm)': '12.87', 'medial condyle height (mm)': '4.67', 'medial condyle depth (mm)': '7.1', 'medial condyle width (mm)': '2.9', 'lateral condyle height (mm)': '4.67', 'lateral condyle depth (mm)': '7.31', 'lateral condyle width (mm)': '3.23', 'intercondylar notch width (mm)': '2.21', 'intercondylar notch depth (mm)': '2.31', 'bicondylar width (mm)': '8.65', 'description': 'medial condyle distal femur trabecular bone from marmoset', 'Sample_ID': '200705360064_R01C01', 'Sentrix_ID': '200705360064', 'Sentrix_Position': 'R01C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 116), ('Sample_Name', 116), ('Sentrix_ID', 116), ('Sentrix_Position', 116), ('source', 116), ('Sex', 116), ('age (years)', 116), ('tissue', 116), ('femur length (mm)', 116), ('bicondylar femur length (mm)', 116), ('maximum femur length (mm)', 116), ('superior shaft width (mm)', 116), ('superior shaft depth (mm)', 116), ('middle shaft width (mm)', 116), ('middle shaft depth (mm)', 116), ('inferior shaft width (mm)', 116), ('inferior shaft depth (mm)', 116), ('head height (mm)', 116), ('head length (mm)', 116), ('head width (mm)', 116), ('anatomical neck length (mm)', 116), ('anatomical neck height (mm)', 116), ('anatomical neck depth (mm)', 116), ('biomechanical neck length (mm)', 116), ('proximal width (mm)', 116), ('lesser trochanter to head (mm)', 116), ('lesser trochanter to neck (mm)', 116), ('lesser to greater trochanter (mm)', 116), ('medial condyle height (mm)', 116), ('medial condyle depth (mm)', 116), ('medial condyle width (mm)', 116), ('lateral condyle height (mm)', 116), ('lateral condyle depth (mm)', 116), ('lateral condyle width (mm)', 116), ('intercondylar notch width (mm)', 116), ('intercondylar notch depth (mm)', 116), ('bicondylar width (mm)', 116), ('description', 116), ('Sample_ID', 116), ('steady state weight (kg)', 86), ('age cohort', 86), ('disease state', 86), ('taxon', 58), ('group', 58)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 116 rows and 46 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE103332/tmp5s61i9l6/geo_alert GSE103332.csv --> example_data/GSE103332
INFO:methylprep.download.geo:Moving example_data/GSE103332/tmp5s61i9l6/geo_alert GSE103332.csv --> example_data/GSE103332
INFO:methylprep.download.geo:TRYING to move example_data/GSE103332/tmp5s61i9l6/GPL21145 --> example_data/GSE103332
INFO:methylprep.download.geo:Moving example_data/GSE103332/tmp5s61i9l6/GPL21145 --> example_data/GSE103332
INFO:methylprep.download.geo:TRYING to move example_data/GSE103332/tmp5s61i9l6/GSE103332_family.xml --> example_data/GSE103332
INFO:methylprep.download.geo:Moving example_data/GSE103332/tmp5s61i9l6/GSE103332_family.xml --> example_data/GSE103332
INFO:methylprep.download.geo:Tempfolder example_data/GSE103332/tmp5s61i9l6 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103498', 'data_dir': 'example_data/GSE103498', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103498'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103498
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103498












example_data/GSE103332 example_data/GSE103332/tmp5s61i9l6
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103332/tmp5s61i9l6'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE103498/tmplamv2d6p/geo_alert GSE103498.csv written
INFO:methylprep.download.geo:0: {'title': 'Whole genome bisulphite sequencing using the Illumina X system [Infinium MethylationEPIC]', 'GSE': 'GSE103498', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103498', 'samples': 7, 'date': '2018-07-12', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103498_EPIC_signal_intensities.txt.gz', 'file_size_0': '103.4 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103498/suppl/GSE103498%5FEPIC%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_1': 'GSE103498_RAW.tar', 'file_size_1': '259.9 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103498&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103498
INFO:methylprep.download.geo:Downloading GSE103498_family.xml
INFO:methylprep.download.geo:Unpacking GSE103498_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103498 idats
INFO:methylprep.download.geo:Found 10 tags for 7 samples: {'source': 'GM12878', 'platform': 'GPL21145', 'title': 'NA12878-4 EPIC', 'gender': 'Female', 'cell line': 'GM12878', 'cell type': 'EBV-transformed lymphoblastoid cell line', 'description': 'Average Beta', 'Sample_ID': 'EPIC_NA12878-4', 'Sentrix_ID': 'EPIC', 'Sentrix_Position': 'NA12878-4'}
INFO:methylprep.download.miniml:Final samplesheet contains 7 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'gender', 'cell line', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE103498/tmplamv2d6p/geo_alert GSE103498.csv --> example_data/GSE103498
INFO:methylprep.download.geo:Moving example_data/GSE103498/tmplamv2d6p/geo_alert GSE103498.csv --> example_data/GSE103498
INFO:methylprep.download.geo:TRYING to move example_data/GSE103498/tmplamv2d6p/GPL21145 --> example_data/GSE103498
INFO:methylprep.download.geo:Moving example_data/GSE103498/tmplamv2d6p/GPL21145 --> example_data/GSE103498
INFO:methylprep.download.geo:TRYING to move example_data/GSE103498/tmplamv2d6p/GSE103498_family.xml --> example_data/GSE103498
INFO:methylprep.download.geo:Moving example_data/GSE103498/tmplamv2d6p/GSE103498_family.xml --> example_data/GSE103498
INFO:methylprep.download.geo:Tempfolder example_data/GSE103498/tmplamv2d6p contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103505', 'data_dir': 'example_data/GSE103505', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103505'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103505
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103505












example_data/GSE103498 example_data/GSE103498/tmplamv2d6p
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103498/tmplamv2d6p'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.02s/it]
INFO:methylprep.download.geo:example_data/GSE103505/tmpxbctx3vb/geo_alert GSE103505.csv written
INFO:methylprep.download.geo:0: {'title': 'Whole genome bisulphite sequencing using the Illumina X system', 'GSE': 'GSE103505', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103505', 'samples': 19, 'date': '2018-07-12', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE103505_RAW.tar', 'file_size_0': '14.3 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103505&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103505/matrix/GSE103505_series_matrix.txt.gz
GSE103505_series_matrix.txt.gz: 100%|██████████| 53.9M/53.9M [00:07<00:00, 6.84MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE103505 data: (866836, 7) headers: (34, 7)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE103505/tmpxbctx3vb contains 2 files, 116M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103541', 'data_dir': 'example_data/GSE103541', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103541'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103541
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103541












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103505/tmpxbctx3vb'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.08s/it]
INFO:methylprep.download.geo:example_data/GSE103541/tmpwr2tjyeg/geo_alert GSE103541.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation profiles of Purified Blood Cell types', 'GSE': 'GSE103541', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103541', 'samples': 145, 'date': '2018-09-30', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103541_NormalisedData.csv.gz', 'file_size_0': '938.1 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103541/suppl/GSE103541%5FNormalisedData%2Ecsv%2Egz', 'file_name_1': 'GSE103541_RAW.tar', 'file_size_1': '2.1 Gb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103541&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103541
INFO:methylprep.download.geo:Downloading GSE103541_family.xml
INFO:methylprep.download.geo:Unpacking GSE103541_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103541 idats
INFO:methylprep.download.geo:Found 9 tags for 145 samples: {'source': 'Patient28', 'platform': 'GPL21145', 'title': 'Patient28 Monocytes', 'patient number': 'Patient28', 'cell type': 'Monocytes', 'description': 'Monocytes purified from whole blood taken from Patient28', 'Sample_ID': '200863670026_R08C01', 'Sentrix_ID': '200863670026', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 145 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'patient number', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE103541/tmpwr2tjyeg/geo_alert GSE103541.csv --> example_data/GSE103541
INFO:methylprep.download.geo:Moving example_data/GSE103541/tmpwr2tjyeg/geo_alert GSE103541.csv --> example_data/GSE103541
INFO:methylprep.download.geo:TRYING to move example_data/GSE103541/tmpwr2tjyeg/GPL21145 --> example_data/GSE103541
INFO:methylprep.download.geo:Moving example_data/GSE103541/tmpwr2tjyeg/GPL21145 --> example_data/GSE103541
INFO:methylprep.download.geo:TRYING to move example_data/GSE103541/tmpwr2tjyeg/GSE103541_family.xml --> example_data/GSE103541
INFO:methylprep.download.geo:Moving example_data/GSE103541/tmpwr2tjyeg/GSE103541_family.xml --> example_data/GSE103541
INFO:methylprep.download.geo:Tempfolder example_data/GSE103541/tmpwr2tjyeg contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103556', 'data_dir': 'example_data/GSE103556', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103556'].












example_data/GSE103541 example_data/GSE103541/tmpwr2tjyeg
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103541/tmpwr2tjyeg'>}












INFO:methylprep.download.geo:Searching GEO NIH for GSE103556
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103556
INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE103556/tmpudmuyl33/geo_alert GSE103556.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation profiles in wild-type and IDH1 R132H/WT human astroglial cells [methylation]', 'GSE': 'GSE103556', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103556', 'samples': 3, 'date': '2018-06-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE103556_RAW.tar', 'file_size_0': '203.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103556&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE103556
INFO:methylprep.download.geo:Downloading GSE103556_family.xml
INFO:methylprep.download.geo:Unpacking GSE103556_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE103556 idats
INFO:methylprep.download.geo:Found 11 tags for 3 samples: {'source': 'Mutated SVG', 'platform': 'GPL21145', 'title': 'Clone6 [methylation]', 'cell line background': 'SVG-10B1', 'cell type': 'human astroglial cell line', 'genotype/variation': 'IDH1 R132H/WT', 'replicate': 'R2', 'description': 'SAMPLE 3', 'Sample_ID': 'C200970110008_R05C01', 'Sentrix_ID': 'C200970110008', 'Sentrix_Position': 'R05C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 3 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line background', 'cell type', 'genotype/variation', 'replicate', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE103556/tmpudmuyl33/geo_alert GSE103556.csv --> example_data/GSE103556
INFO:methylprep.download.geo:Moving example_data/GSE103556/tmpudmuyl33/geo_alert GSE103556.csv --> example_data/GSE103556
INFO:methylprep.download.geo:TRYING to move example_data/GSE103556/tmpudmuyl33/GPL21145 --> example_data/GSE103556
INFO:methylprep.download.geo:Moving example_data/GSE103556/tmpudmuyl33/GPL21145 --> example_data/GSE103556
INFO:methylprep.download.geo:TRYING to move example_data/GSE103556/tmpudmuyl33/GSE103556_family.xml --> example_data/GSE103556
INFO:methylprep.download.geo:Moving example_data/GSE103556/tmpudmuyl33/GSE103556_family.xml --> example_data/GSE103556
INFO:methylprep.download.geo:Tempfolder example_data/GSE103556/tmpudmuyl33 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103558', 'data_dir': 'example_data/GSE103558', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103558'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103558
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103558












example_data/GSE103556 example_data/GSE103556/tmpudmuyl33
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103556/tmpudmuyl33'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.03s/it]
INFO:methylprep.download.geo:example_data/GSE103558/tmpix51r5di/geo_alert GSE103558.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation and expression profiles in wild-type and IDH1 R132H/WT human astroglial cells', 'GSE': 'GSE103558', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103558', 'samples': 8, 'date': '2018-06-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE103558_RAW.tar', 'file_size_0': '206.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103558&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103558/matrix/GSE103558_series_matrix.txt.gz
GSE103558_series_matrix.txt.gz: 100%|██████████| 16.1M/16.1M [00:02<00:00, 6.38MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE103558 data: (826794, 3) headers: (36, 3)
INFO:methylprep.download.geo:Tempfolder example_data/GSE103558/tmpix51r5di contains 2 files, 38M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE103738', 'data_dir': 'example_data/GSE103738', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE103738'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE103738
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE103738












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103558/tmpix51r5di'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE103738/tmprwnt8c0o/geo_alert GSE103738.csv written
INFO:methylprep.download.geo:0: {'title': 'Characterization of imprinted methylation using the Illumina Infinium MethylationEPIC array platform', 'GSE': 'GSE103738', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE103738', 'samples': 13, 'date': '2018-07-11', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE103738_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE103738&format=file', 'file_name_1': 'GSE103738_non_normalized.txt.gz', 'file_size_1': '54.3 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103738/suppl/GSE103738%5Fnon%5Fnormalized%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE103nnn/GSE103738/matrix/GSE103738_series_matrix.txt.gz
GSE103738_series_matrix.txt.gz: 100%|██████████| 61.3M/61.3M [00:08<00:00, 7.08MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE103738 data: (866836, 13) headers: (34, 13)
INFO:methylprep.download.geo:Tempfolder example_data/GSE103738/tmprwnt8c0o contains 2 files, 138M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE104210', 'data_dir': 'example_data/GSE104210', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE104210'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE104210
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE104210












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE103738/tmprwnt8c0o'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.45s/it]
INFO:methylprep.download.geo:example_data/GSE104210/tmpbop0ugb9/geo_alert GSE104210.csv written
INFO:methylprep.download.geo:0: {'title': 'Clinical and genetic diversity and recurrent CXorf67 mutations across distinct molecular subgroups of posterior fossa type A (PFA) ependymoma.', 'GSE': 'GSE104210', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE104210', 'samples': 675, 'date': '2018-06-26', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE104210_RAW.tar', 'file_size_0': '5.7 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE104210&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE104210
INFO:methylprep.download.geo:Downloading GSE104210_family.xml
INFO:methylprep.download.geo:geo_download sizes: FTP:{filesize} Raw:{rawsize} Diff:{filesize-rawsize}
INFO:methylprep.download.geo:geo_download: File GSE104210_RAW.tar download failed.
ERROR:methylprep.download.process_data:Series failed to download successfully.
INFO:methylprep.download.geo:TRYING to move example_data/GSE104210/tmpbop0ugb9/geo_alert GSE104210.csv --> example_data/GSE104210
INFO:methylprep.download.geo:Moving example_data/GSE104210/tmpbop0ugb9/geo_alert GSE104210.csv --> example_data/GSE104210
INFO:methylprep.download.geo:TRYING to move example_data/GSE104210/tmpbop0ugb9/GSE104210_RAW.tar --> example_data/GSE104210
INFO:methylprep.download.geo:Moving example_data/GSE104210/tmpbop0ugb9/GSE104210_RAW.tar --> example_data/GSE104210
INFO:methylprep.download.geo:Tempfolder example_data/GSE104210/tmpbop0ugb9 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE106727', 'data_dir': 'example_data/GSE106727', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE106727'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE106727
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE106727












example_data/GSE104210 example_data/GSE104210/tmpbop0ugb9
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE104210/tmpbop0ugb9'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.17it/s]
INFO:methylprep.download.geo:example_data/GSE106727/tmph0ucenzn/geo_alert GSE106727.csv written
INFO:methylprep.download.geo:0: {'title': 'MYCN Drives Disparate Medulloblastoma from Human Embryonic and iPSC-Derived Stem Cells [array]', 'GSE': 'GSE106727', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE106727', 'samples': 18, 'date': '2020-01-27', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE106727_RAW.tar', 'file_size_0': '416.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE106727&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE106727
INFO:methylprep.download.geo:Downloading GSE106727_family.xml
INFO:methylprep.download.geo:Unpacking GSE106727_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE106727 idats
INFO:methylprep.download.geo:Found 8 tags for 18 samples: {'source': 'tumor biopsy', 'platform': 'GPL21145', 'title': 'A6-11-T', 'sample type': 'brain tumor biopsy', 'description': 'Average Beta', 'Sample_ID': '201870610064_R08C01', 'Sentrix_ID': '201870610064', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 18 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE106727/tmph0ucenzn/geo_alert GSE106727.csv --> example_data/GSE106727
INFO:methylprep.download.geo:Moving example_data/GSE106727/tmph0ucenzn/geo_alert GSE106727.csv --> example_data/GSE106727
INFO:methylprep.download.geo:TRYING to move example_data/GSE106727/tmph0ucenzn/GPL21145 --> example_data/GSE106727
INFO:methylprep.download.geo:Moving example_data/GSE106727/tmph0ucenzn/GPL21145 --> example_data/GSE106727
INFO:methylprep.download.geo:TRYING to move example_data/GSE106727/tmph0ucenzn/GSE106727_family.xml --> example_data/GSE106727
INFO:methylprep.download.geo:Moving example_data/GSE106727/tmph0ucenzn/GSE106727_family.xml --> example_data/GSE106727
INFO:methylprep.download.geo:Tempfolder example_data/GSE106727/tmph0ucenzn contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE106728', 'data_dir': 'example_data/GSE106728', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE106728'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE106728
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE106728












example_data/GSE106727 example_data/GSE106727/tmph0ucenzn
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE106727/tmph0ucenzn'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.01s/it]
INFO:methylprep.download.geo:example_data/GSE106728/tmp2rec8dg0/geo_alert GSE106728.csv written
INFO:methylprep.download.geo:0: {'title': 'MYCN Drives Disparate Medulloblastoma from Human Embryonic and iPSC-Derived Stem Cells', 'GSE': 'GSE106728', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE106728', 'samples': 93, 'date': '2020-01-27', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE106728_RAW.tar', 'file_size_0': '416.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE106728&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE106728
INFO:methylprep.download.geo:Downloading GSE106728_family.xml
INFO:methylprep.download.geo:Unpacking GSE106728_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE106728 idats
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AF22 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: CTRL-3 NES has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: CTRL-10 NES has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Sai2 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Sai3 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: HB901 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: HB930 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: AF22/MYCN-T58A has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-21-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-23-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-41-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-43-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-44-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-45-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A2-49-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-40-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-41-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-42-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-43-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-44-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-45-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-41-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-43-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-45-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-22-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-24-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-33-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-24-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A3-33-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-10-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-11-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-13-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-20-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-11-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-13-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A6-20-TL has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A4-4M has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A4-20M has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: BT084-5 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: MB211-7 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: MB211-9 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: MB511-107 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: MB511-4 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB40-2 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: XN1572-3 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: XN984-1 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: XN984-4 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-32 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-17 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-35 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-18 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-16 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-15 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-22 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-27 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-29 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-28 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-30 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-38 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-40 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: T-43 has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A7-11-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A7-15-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: A7-14-T has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: DMB006(luc)-E171R has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: DMB006(luc)-E181B has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB028(11)-E311R has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB028(11)-E311L has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: DMB012-E331R has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: DMB006-E342L has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: DMB006-E34NoMark has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB020-E372R has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB020-E371L has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB020-E37NoMark has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: RCMB018(6?)-E641L has unrecognized platform: GPL17301; not moving data file
INFO:methylprep.download.geo:Found 8 tags for 93 samples: {'source': 'tumor biopsy', 'platform': 'GPL21145', 'title': 'A6-11-T', 'sample type': 'brain tumor biopsy', 'description': 'Average Beta', 'Sample_ID': '201870610064_R08C01', 'Sentrix_ID': '201870610064', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 18 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE106728/tmp2rec8dg0/geo_alert GSE106728.csv --> example_data/GSE106728
INFO:methylprep.download.geo:Moving example_data/GSE106728/tmp2rec8dg0/geo_alert GSE106728.csv --> example_data/GSE106728
INFO:methylprep.download.geo:TRYING to move example_data/GSE106728/tmp2rec8dg0/GPL21145 --> example_data/GSE106728
INFO:methylprep.download.geo:Moving example_data/GSE106728/tmp2rec8dg0/GPL21145 --> example_data/GSE106728
INFO:methylprep.download.geo:TRYING to move example_data/GSE106728/tmp2rec8dg0/GSE106728_family.xml --> example_data/GSE106728
INFO:methylprep.download.geo:Moving example_data/GSE106728/tmp2rec8dg0/GSE106728_family.xml --> example_data/GSE106728
INFO:methylprep.download.geo:Tempfolder example_data/GSE106728/tmp2rec8dg0 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE107080', 'data_dir': 'example_data/GSE107080', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE107080'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE107080
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE107080












example_data/GSE106728 example_data/GSE106728/tmp2rec8dg0
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE106728/tmp2rec8dg0'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.45s/it]
INFO:methylprep.download.geo:example_data/GSE107080/tmpl2br7to_/geo_alert GSE107080.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation signatures of illicit drug injection and hepatitis C are associated with HIV frailty II', 'GSE': 'GSE107080', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE107080', 'samples': 405, 'date': '2017-11-17', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE107080_MatrixProcessed.txt.gz', 'file_size_0': '294.5 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE107nnn/GSE107080/suppl/GSE107080%5FMatrixProcessed%2Etxt%2Egz', 'file_name_1': 'GSE107080_MethylatedSignal.txt.gz', 'file_size_1': '778.0 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE107nnn/GSE107080/suppl/GSE107080%5FMethylatedSignal%2Etxt%2Egz', 'file_name_2': 'GSE107080_RAW.tar', 'file_size_2': '161.2 Mb', 'file_link_2': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE107080&format=file'}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE107nnn/GSE107080/matrix/GSE107080_series_matrix.txt.gz
GSE107080_series_matrix.txt.gz: 100%|██████████| 22.7k/22.7k [00:00<00:00, 398kiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE107080 data: (0, 405) headers: (51, 405)
INFO:methylprep.download.geo:Tempfolder example_data/GSE107080/tmpl2br7to_ contains 2 files, 516K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE107082', 'data_dir': 'example_data/GSE107082', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE107082'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE107082
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE107082












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE107080/tmpl2br7to_'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.39s/it]
INFO:methylprep.download.geo:example_data/GSE107082/tmp7jrc9oq5/geo_alert GSE107082.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation signatures of injection illicit drug use (IDU) and hepatitis C (HCV) predict HIV pathophysiologic frailty', 'GSE': 'GSE107082', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE107082', 'samples': 791, 'date': '2017-11-17', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE107082_RAW.tar', 'file_size_0': '172.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE107082&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE107nnn/GSE107082/matrix/GSE107082_series_matrix.txt.gz
GSE107082_series_matrix.txt.gz: 100%|██████████| 23.2k/23.2k [00:00<00:00, 402kiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE107082 data: (0, 405) headers: (51, 405)
INFO:methylprep.download.geo:Tempfolder example_data/GSE107082/tmp7jrc9oq5 contains 2 files, 520K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE108202', 'data_dir': 'example_data/GSE108202', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE108202'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE108202
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE108202












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE107082/tmp7jrc9oq5'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.16it/s]
INFO:methylprep.download.geo:example_data/GSE108202/tmporivdkui/geo_alert GSE108202.csv written
INFO:methylprep.download.geo:0: {'title': 'Chronic Chlamydia trachomatis infection of fallopian tube organoids', 'GSE': 'GSE108202', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE108202', 'samples': 8, 'date': '2019-01-31', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE108202_RAW.tar', 'file_size_0': '274.5 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE108202&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE108202
INFO:methylprep.download.geo:Downloading GSE108202_family.xml
INFO:methylprep.download.geo:Unpacking GSE108202_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE108202 idats
INFO:methylprep.download.geo:Found 11 tags for 8 samples: {'source': '3 weeks human fallopian tube organoid culture,  Donor 4', 'platform': 'GPL21145', 'title': 'FT-BL-D4', 'gender': 'female', 'tissue': 'fallopian tube', 'condition': 'baseline', 'patient': 'D4', 'description': 'BL(FT43)\nnon transformed human primary cells', 'Sample_ID': '201233760004_R03C01', 'Sentrix_ID': '201233760004', 'Sentrix_Position': 'R03C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 8 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'tissue', 'condition', 'patient', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE108202/tmporivdkui/geo_alert GSE108202.csv --> example_data/GSE108202
INFO:methylprep.download.geo:Moving example_data/GSE108202/tmporivdkui/geo_alert GSE108202.csv --> example_data/GSE108202
INFO:methylprep.download.geo:TRYING to move example_data/GSE108202/tmporivdkui/GPL21145 --> example_data/GSE108202
INFO:methylprep.download.geo:Moving example_data/GSE108202/tmporivdkui/GPL21145 --> example_data/GSE108202
INFO:methylprep.download.geo:TRYING to move example_data/GSE108202/tmporivdkui/GSE108202_family.xml --> example_data/GSE108202
INFO:methylprep.download.geo:Moving example_data/GSE108202/tmporivdkui/GSE108202_family.xml --> example_data/GSE108202
INFO:methylprep.download.geo:Tempfolder example_data/GSE108202/tmporivdkui contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE108982', 'data_dir': 'example_data/GSE108982', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE108982'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE108982
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE108982












example_data/GSE108202 example_data/GSE108202/tmporivdkui
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE108202/tmporivdkui'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE108982/tmp_cnz0bjt/geo_alert GSE108982.csv written
INFO:methylprep.download.geo:0: {'title': 'Clonality analysis in breast tumour pairs using DNA methylation data', 'GSE': 'GSE108982', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE108982', 'samples': 16, 'date': '2019-01-03', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE108982_Methylation_data_intensity_values.txt.gz', 'file_size_0': '70.4 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE108nnn/GSE108982/suppl/GSE108982%5FMethylation%5Fdata%5Fintensity%5Fvalues%2Etxt%2Egz', 'file_name_1': 'GSE108982_RAW.tar', 'file_size_1': '389.1 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE108982&format=file', 'file_name_2': 'GSE108982_processed_normalized_matrix.txt.gz', 'file_size_2': '43.7 Mb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE108nnn/GSE108982/suppl/GSE108982%5Fprocessed%5Fnormalized%5Fmatrix%2Etxt%2Egz'}
INFO:methylprep.download.geo:IDATs exist for GSE108982
INFO:methylprep.download.geo:Downloading GSE108982_family.xml
INFO:methylprep.download.geo:Unpacking GSE108982_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE108982 idats
INFO:methylprep.download.geo:Found 9 tags for 16 samples: {'source': 'Human breast tumour', 'platform': 'GPL21145', 'title': 'BM7b', 'gender': 'Female', 'tissue': 'Human breast tumour', 'description': '200392810081_R05C01', 'Sample_ID': '200392810081_R05C01', 'Sentrix_ID': '200392810081', 'Sentrix_Position': 'R05C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 16 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'gender', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE108982/tmp_cnz0bjt/geo_alert GSE108982.csv --> example_data/GSE108982
INFO:methylprep.download.geo:Moving example_data/GSE108982/tmp_cnz0bjt/geo_alert GSE108982.csv --> example_data/GSE108982
INFO:methylprep.download.geo:TRYING to move example_data/GSE108982/tmp_cnz0bjt/GPL21145 --> example_data/GSE108982
INFO:methylprep.download.geo:Moving example_data/GSE108982/tmp_cnz0bjt/GPL21145 --> example_data/GSE108982
INFO:methylprep.download.geo:TRYING to move example_data/GSE108982/tmp_cnz0bjt/GSE108982_family.xml --> example_data/GSE108982
INFO:methylprep.download.geo:Moving example_data/GSE108982/tmp_cnz0bjt/GSE108982_family.xml --> example_data/GSE108982
INFO:methylprep.download.geo:Tempfolder example_data/GSE108982/tmp_cnz0bjt contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE108985', 'data_dir': 'example_data/GSE108985', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE108985'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE108985
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE108985












example_data/GSE108982 example_data/GSE108982/tmp_cnz0bjt
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE108982/tmp_cnz0bjt'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.02s/it]
INFO:methylprep.download.geo:example_data/GSE108985/tmplvbvdyew/geo_alert GSE108985.csv written
INFO:methylprep.download.geo:0: {'title': 'Clonal relatedness in tumour pairs of breast cancer patients', 'GSE': 'GSE108985', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE108985', 'samples': 90, 'date': '2019-01-03', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE108985_RAW.tar', 'file_size_0': '647.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE108985&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE108nnn/GSE108985/matrix/GSE108985_series_matrix.txt.gz
GSE108985_series_matrix.txt.gz: 100%|██████████| 2.07k/2.07k [00:00<00:00, 678kiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE108985 data: (0, 16) headers: (32, 16)
INFO:methylprep.download.geo:Tempfolder example_data/GSE108985/tmplvbvdyew contains 2 files, 28K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109330', 'data_dir': 'example_data/GSE109330', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109330'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109330
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109330












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE108985/tmplvbvdyew'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE109330/tmpwx_b0nio/geo_alert GSE109330.csv written
INFO:methylprep.download.geo:0: {'title': 'Chromatin blueprint of glioblastoma stem cells reveals new subtypes with unique drug sensitivities [methylation]', 'GSE': 'GSE109330', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109330', 'samples': 27, 'date': '2019-11-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE109330_RAW.tar', 'file_size_0': '544.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109330&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE109330
INFO:methylprep.download.geo:Downloading GSE109330_family.xml
INFO:methylprep.download.geo:Unpacking GSE109330_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE109330 idats
INFO:methylprep.download.geo:Found 8 tags for 27 samples: {'source': 'tumour sample', 'platform': 'GPL21145', 'title': 'G800 DNAm', 'cell type': 'glioblastoma stem cells', 'description': 'G800', 'Sample_ID': '200811050026_R06C01', 'Sentrix_ID': '200811050026', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 27 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE109330/tmpwx_b0nio/geo_alert GSE109330.csv --> example_data/GSE109330
INFO:methylprep.download.geo:Moving example_data/GSE109330/tmpwx_b0nio/geo_alert GSE109330.csv --> example_data/GSE109330
INFO:methylprep.download.geo:TRYING to move example_data/GSE109330/tmpwx_b0nio/GPL21145 --> example_data/GSE109330
INFO:methylprep.download.geo:Moving example_data/GSE109330/tmpwx_b0nio/GPL21145 --> example_data/GSE109330
INFO:methylprep.download.geo:TRYING to move example_data/GSE109330/tmpwx_b0nio/GSE109330_family.xml --> example_data/GSE109330
INFO:methylprep.download.geo:Moving example_data/GSE109330/tmpwx_b0nio/GSE109330_family.xml --> example_data/GSE109330
INFO:methylprep.download.geo:Tempfolder example_data/GSE109330/tmpwx_b0nio contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109364', 'data_dir': 'example_data/GSE109364', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109364'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109364
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109364












example_data/GSE109330 example_data/GSE109330/tmpwx_b0nio
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109330/tmpwx_b0nio'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.22it/s]
INFO:methylprep.download.geo:example_data/GSE109364/tmp6mky9p25/geo_alert GSE109364.csv written
INFO:methylprep.download.geo:0: {'title': 'Differential genomic-methylation profile of EOL-1 cells transduced with WT/mutant-DNMT3A', 'GSE': 'GSE109364', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109364', 'samples': 4, 'date': '2020-01-31', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE109364_RAW.tar', 'file_size_0': '217.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109364&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE109364
INFO:methylprep.download.geo:Downloading GSE109364_family.xml
INFO:methylprep.download.geo:Unpacking GSE109364_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE109364 idats
INFO:methylprep.download.geo:Found 11 tags for 4 samples: {'source': 'Human eosinophilic leukaemia', 'platform': 'GPL21145', 'title': 'S714C', 'tissue': 'Blood', 'cell type': 'EOL-1', 'genotype/variation': 'EOL-1 cells transduced with pCDH-MSCV-puro-DNMT3A-S714C lentivirus vector', 'diagnosis': 'Human eosinophilic leukaemia', 'description': 'Normalized Average Beta', 'Sample_ID': '200598790047_R08C01', 'Sentrix_ID': '200598790047', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'tissue', 'cell type', 'genotype/variation', 'diagnosis', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE109364/tmp6mky9p25/geo_alert GSE109364.csv --> example_data/GSE109364
INFO:methylprep.download.geo:Moving example_data/GSE109364/tmp6mky9p25/geo_alert GSE109364.csv --> example_data/GSE109364
INFO:methylprep.download.geo:TRYING to move example_data/GSE109364/tmp6mky9p25/GPL21145 --> example_data/GSE109364
INFO:methylprep.download.geo:Moving example_data/GSE109364/tmp6mky9p25/GPL21145 --> example_data/GSE109364
INFO:methylprep.download.geo:TRYING to move example_data/GSE109364/tmp6mky9p25/GSE109364_family.xml --> example_data/GSE109364
INFO:methylprep.download.geo:Moving example_data/GSE109364/tmp6mky9p25/GSE109364_family.xml --> example_data/GSE109364
INFO:methylprep.download.geo:Tempfolder example_data/GSE109364/tmp6mky9p25 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109399', 'data_dir': 'example_data/GSE109399', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109399'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109399
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109399












example_data/GSE109364 example_data/GSE109364/tmp6mky9p25
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109364/tmp6mky9p25'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.33s/it]
INFO:methylprep.download.geo:example_data/GSE109399/tmp_kdt5x3m/geo_alert GSE109399.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenetic characterization of glioblastoma stem cells', 'GSE': 'GSE109399', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109399', 'samples': 70, 'date': '2019-11-14', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE109399_RAW.tar', 'file_size_0': '25.3 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109399&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE109nnn/GSE109399/matrix/GSE109399_series_matrix.txt.gz
GSE109399_series_matrix.txt.gz: 100%|██████████| 143M/143M [00:18<00:00, 7.71MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE109399 data: (629309, 27) headers: (30, 27)
INFO:methylprep.download.geo:Tempfolder example_data/GSE109399/tmp_kdt5x3m contains 2 files, 302M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109402', 'data_dir': 'example_data/GSE109402', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109402'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109402
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109402












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109399/tmp_kdt5x3m'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.10it/s]
INFO:methylprep.download.geo:example_data/GSE109402/tmprrjsd7a8/geo_alert GSE109402.csv written
INFO:methylprep.download.geo:0: {'title': 'Proteogenomic Analysis of Medulloblastoma [methylation array]', 'GSE': 'GSE109402', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109402', 'samples': 38, 'date': '2018-06-14', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE109402_Methylation_Matrix_signal_intensities.txt.gz', 'file_size_0': '155.3 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE109nnn/GSE109402/suppl/GSE109402%5FMethylation%5FMatrix%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_1': 'GSE109402_RAW.tar', 'file_size_1': '686.6 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109402&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE109402
INFO:methylprep.download.geo:Downloading GSE109402_family.xml
INFO:methylprep.download.geo:Unpacking GSE109402_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE109402 idats
INFO:methylprep.download.geo:Found 12 tags for 38 samples: {'source': 'normal cerebellum', 'platform': 'GPL21145', 'title': 'Cerebellum_cer865 [methylation]', 'age': '6.9y', 'gender': 'M', 'subgroup': 'Cerebellum', 'metastasis stauts': 'N/A', 'tissue type': 'normal cerebellum', 'description': 'Non-normalized beta (Meth/Meth+UnMeth+100)', 'Sample_ID': '200627670037_R05C01', 'Sentrix_ID': '200627670037', 'Sentrix_Position': 'R05C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 38 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'age', 'gender', 'subgroup', 'metastasis stauts', 'tissue type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE109402/tmprrjsd7a8/geo_alert GSE109402.csv --> example_data/GSE109402
INFO:methylprep.download.geo:Moving example_data/GSE109402/tmprrjsd7a8/geo_alert GSE109402.csv --> example_data/GSE109402
INFO:methylprep.download.geo:TRYING to move example_data/GSE109402/tmprrjsd7a8/GPL21145 --> example_data/GSE109402
INFO:methylprep.download.geo:Moving example_data/GSE109402/tmprrjsd7a8/GPL21145 --> example_data/GSE109402
INFO:methylprep.download.geo:TRYING to move example_data/GSE109402/tmprrjsd7a8/GSE109402_family.xml --> example_data/GSE109402
INFO:methylprep.download.geo:Moving example_data/GSE109402/tmprrjsd7a8/GSE109402_family.xml --> example_data/GSE109402
INFO:methylprep.download.geo:Tempfolder example_data/GSE109402/tmprrjsd7a8 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109403', 'data_dir': 'example_data/GSE109403', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109403'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109403
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109403












example_data/GSE109402 example_data/GSE109402/tmprrjsd7a8
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109402/tmprrjsd7a8'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.15it/s]
INFO:methylprep.download.geo:example_data/GSE109403/tmpy8mats6q/geo_alert GSE109403.csv written
INFO:methylprep.download.geo:0: {'title': 'Proteogenomic Analysis of Medulloblastoma', 'GSE': 'GSE109403', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109403', 'samples': 62, 'date': '2018-06-14', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE109403_RAW.tar', 'file_size_0': '879.4 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109403&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE109nnn/GSE109403/matrix/GSE109403_series_matrix.txt.gz
GSE109403_series_matrix.txt.gz: 100%|██████████| 269M/269M [00:32<00:00, 8.36MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE109403 data: (865918, 38) headers: (39, 38)
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INFO:methylprep.download.geo:Tempfolder example_data/GSE109403/tmpy8mats6q contains 2 files, 576M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE109541', 'data_dir': 'example_data/GSE109541', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE109541'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE109541
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE109541












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109403/tmpy8mats6q'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE109541/tmps1sjdt1l/geo_alert GSE109541.csv written
INFO:methylprep.download.geo:0: {'title': 'Methylation analysis of STAT3 targets in gastric cancer cells', 'GSE': 'GSE109541', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE109541', 'samples': 4, 'date': '2019-06-04', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE109541_RAW.tar', 'file_size_0': '216.9 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE109541&format=file', 'file_name_1': 'GSE109541_avg_beta.txt.gz', 'file_size_1': '18.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE109nnn/GSE109541/suppl/GSE109541%5Favg%5Fbeta%2Etxt%2Egz', 'file_name_2': 'GSE109541_signal_intensities.txt.gz', 'file_size_2': '19.6 Mb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE109nnn/GSE109541/suppl/GSE109541%5Fsignal%5Fintensities%2Etxt%2Egz'}
INFO:methylprep.download.geo:IDATs exist for GSE109541
INFO:methylprep.download.geo:Downloading GSE109541_family.xml
INFO:methylprep.download.geo:Unpacking GSE109541_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE109541 idats
INFO:methylprep.download.geo:Found 10 tags for 4 samples: {'source': 'Knockdown STAT3 in gastric cancer cell line', 'platform': 'GPL21145', 'title': 'AGS_shSTAT3_2', 'cell line': 'AGS', 'disease': 'Adenocarcinoma', 'cell type': 'gastric cancer', 'description': 'genomic DNA from AGS/shSTAT3 cell line', 'Sample_ID': 'AGS_shSTAT3', 'Sentrix_ID': 'AGS', 'Sentrix_Position': 'shSTAT3'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'disease', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE109541/tmps1sjdt1l/geo_alert GSE109541.csv --> example_data/GSE109541
INFO:methylprep.download.geo:Moving example_data/GSE109541/tmps1sjdt1l/geo_alert GSE109541.csv --> example_data/GSE109541
INFO:methylprep.download.geo:TRYING to move example_data/GSE109541/tmps1sjdt1l/GPL21145 --> example_data/GSE109541
INFO:methylprep.download.geo:Moving example_data/GSE109541/tmps1sjdt1l/GPL21145 --> example_data/GSE109541
INFO:methylprep.download.geo:TRYING to move example_data/GSE109541/tmps1sjdt1l/GSE109541_family.xml --> example_data/GSE109541
INFO:methylprep.download.geo:Moving example_data/GSE109541/tmps1sjdt1l/GSE109541_family.xml --> example_data/GSE109541
INFO:methylprep.download.geo:Tempfolder example_data/GSE109541/tmps1sjdt1l contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110184', 'data_dir': 'example_data/GSE110184', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110184'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110184
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110184












example_data/GSE109541 example_data/GSE109541/tmps1sjdt1l
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE109541/tmps1sjdt1l'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.02s/it]
INFO:methylprep.download.geo:example_data/GSE110184/tmp9x_i74h3/geo_alert GSE110184.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenetic profiling of docetaxel resistance in Breast Cancer', 'GSE': 'GSE110184', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110184', 'samples': 70, 'date': '2019-07-18', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110184_AverageBeta_DetectionP-value_SignalA_SignalB_GPL13534.txt.gz', 'file_size_0': '130.8 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110184/suppl/GSE110184%5FAverageBeta%5FDetectionP%2Dvalue%5FSignalA%5FSignalB%5FGPL13534%2Etxt%2Egz', 'file_name_1': 'GSE110184_Matrix_processed_GPL21145.csv.gz', 'file_size_1': '485.7 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110184/suppl/GSE110184%5FMatrix%5Fprocessed%5FGPL21145%2Ecsv%2Egz', 'file_name_2': 'GSE110184_Matrix_signal_intensities_GPL21145.csv.gz', 'file_size_2': '343.1 Mb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110184/suppl/GSE110184%5FMatrix%5Fsignal%5Fintensities%5FGPL21145%2Ecsv%2Egz'}
INFO:methylprep.download.geo:IDATs exist for GSE110184
INFO:methylprep.download.geo:Downloading GSE110184_family.xml
INFO:methylprep.download.geo:Unpacking GSE110184_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110184 idats
ERROR:methylprep.download.geo:run_series ERROR: [Errno 2] No such file or directory: 'example_data/GSE110184/tmp9x_i74h3/GSE110184_family.xml'
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/A-GEOD-13534_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/A-GEOD-13534_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/A-GEOD-21145_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/A-GEOD-21145_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/A-MEXP-2255_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/A-MEXP-2255_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/geo_alert GSE110184.csv --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/geo_alert GSE110184.csv --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GPL13534 --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GPL13534 --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GPL13534_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GPL13534_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GPL21145 --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GPL21145 --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GPL21145_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GPL21145_dictionaries --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791791_202242410154_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791791_202242410154_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791791_202242410154_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791791_202242410154_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791792_202242410154_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791792_202242410154_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791792_202242410154_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791792_202242410154_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791793_202232360139_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791793_202232360139_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791793_202232360139_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791793_202232360139_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791794_202232360139_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791794_202232360139_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791794_202232360139_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791794_202232360139_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791795_202900540009_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791795_202900540009_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791795_202900540009_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791795_202900540009_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791796_202900540009_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791796_202900540009_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791796_202900540009_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791796_202900540009_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791797_202900540009_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791797_202900540009_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791797_202900540009_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791797_202900540009_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791798_202900540009_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791798_202900540009_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791798_202900540009_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791798_202900540009_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791799_202900540009_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791799_202900540009_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791799_202900540009_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791799_202900540009_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791800_202900540009_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791800_202900540009_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791800_202900540009_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791800_202900540009_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791801_202900540009_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791801_202900540009_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791801_202900540009_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791801_202900540009_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791802_202900540009_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791802_202900540009_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791802_202900540009_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791802_202900540009_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791803_202884930022_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791803_202884930022_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791803_202884930022_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791803_202884930022_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791804_202884930022_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791804_202884930022_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791804_202884930022_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791804_202884930022_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791805_202884930022_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791805_202884930022_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791805_202884930022_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791805_202884930022_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791806_202884930022_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791806_202884930022_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791806_202884930022_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791806_202884930022_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791807_202884930022_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791807_202884930022_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791807_202884930022_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791807_202884930022_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791808_202884930022_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791808_202884930022_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791808_202884930022_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791808_202884930022_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791809_202884930022_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791809_202884930022_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791809_202884930022_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791809_202884930022_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791810_202884930022_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791810_202884930022_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791810_202884930022_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791810_202884930022_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791811_202900540043_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791811_202900540043_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791811_202900540043_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791811_202900540043_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791812_202900540043_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791812_202900540043_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791812_202900540043_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791812_202900540043_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791813_202900540043_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791813_202900540043_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791813_202900540043_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791813_202900540043_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791814_202900540043_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791814_202900540043_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791814_202900540043_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791814_202900540043_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791815_202900540043_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791815_202900540043_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791815_202900540043_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791815_202900540043_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791816_202900540043_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791816_202900540043_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791816_202900540043_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791816_202900540043_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791817_202900540043_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791817_202900540043_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791817_202900540043_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791817_202900540043_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791818_202900540043_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791818_202900540043_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791818_202900540043_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791818_202900540043_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791819_202900540068_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791819_202900540068_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791819_202900540068_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791819_202900540068_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791820_202900540068_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791820_202900540068_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791820_202900540068_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791820_202900540068_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791821_202900540068_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791821_202900540068_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791821_202900540068_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791821_202900540068_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791822_202900540068_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791822_202900540068_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791822_202900540068_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791822_202900540068_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791823_202900540068_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791823_202900540068_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791823_202900540068_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791823_202900540068_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791824_202900540068_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791824_202900540068_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791824_202900540068_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791824_202900540068_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791825_202900540068_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791825_202900540068_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791825_202900540068_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791825_202900540068_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791826_202900540068_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791826_202900540068_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791826_202900540068_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791826_202900540068_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791827_202884930007_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791827_202884930007_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791827_202884930007_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791827_202884930007_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791828_202884930007_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791828_202884930007_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791828_202884930007_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791828_202884930007_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791829_202884930007_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791829_202884930007_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791829_202884930007_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791829_202884930007_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791830_202884930007_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791830_202884930007_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791830_202884930007_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791830_202884930007_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791831_202884930007_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791831_202884930007_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791831_202884930007_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791831_202884930007_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791832_202884930007_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791832_202884930007_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791832_202884930007_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791832_202884930007_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791833_202884930007_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791833_202884930007_R07C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791833_202884930007_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791833_202884930007_R07C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791834_202884930007_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791834_202884930007_R08C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791834_202884930007_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791834_202884930007_R08C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791835_202884930021_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791835_202884930021_R01C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791835_202884930021_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791835_202884930021_R01C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791836_202884930021_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791836_202884930021_R02C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791836_202884930021_R02C01_Red.idat --> example_data/GSE110184












example_data/GSE110184 example_data/GSE110184/tmp9x_i74h3












INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791836_202884930021_R02C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791837_202884930021_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791837_202884930021_R03C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791837_202884930021_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791837_202884930021_R03C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791838_202884930021_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791838_202884930021_R04C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791838_202884930021_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791838_202884930021_R04C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791839_202884930021_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791839_202884930021_R05C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791839_202884930021_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791839_202884930021_R05C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791840_202884930021_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791840_202884930021_R06C01_Grn.idat --> example_data/GSE110184
INFO:methylprep.download.geo:TRYING to move example_data/GSE110184/tmp9x_i74h3/GSM3791840_202884930021_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Moving example_data/GSE110184/tmp9x_i74h3/GSM3791840_202884930021_R06C01_Red.idat --> example_data/GSE110184
INFO:methylprep.download.geo:Tempfolder example_data/GSE110184/tmp9x_i74h3 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110185', 'data_dir': 'example_data/GSE110185', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110185'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110185
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110185












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110184/tmp9x_i74h3'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.19s/it]
INFO:methylprep.download.geo:example_data/GSE110185/tmpjuc8xo8c/geo_alert GSE110185.csv written
INFO:methylprep.download.geo:0: {'title': 'Circulating-cell free DNA pooled samples for epigenome-wide discovery of methylation biomarkers for colorectal cancer screening', 'GSE': 'GSE110185', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110185', 'samples': 6, 'date': '2018-04-17', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE110185_AverageBeta_DetectionP-value_SignalA_SignalB.txt.gz', 'file_size_0': '49.1 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110185/suppl/GSE110185%5FAverageBeta%5FDetectionP%2Dvalue%5FSignalA%5FSignalB%2Etxt%2Egz', 'file_name_1': 'GSE110185_RAW.tar', 'file_size_1': '161.2 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110185&format=file', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110185/matrix/GSE110185_series_matrix.txt.gz
GSE110185_series_matrix.txt.gz: 100%|██████████| 25.3M/25.3M [00:03<00:00, 6.50MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE110185 data: (866895, 6) headers: (32, 6)
INFO:methylprep.download.geo:Tempfolder example_data/GSE110185/tmpjuc8xo8c contains 2 files, 61M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110274', 'data_dir': 'example_data/GSE110274', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110274'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110274
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110274












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110185/tmpjuc8xo8c'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.23it/s]
INFO:methylprep.download.geo:example_data/GSE110274/tmpsnbqihom/geo_alert GSE110274.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenome analysis of normal PBMC and co-cultured PBMC with human colorectal adenocarcinoma cell lines using DNA microarray', 'GSE': 'GSE110274', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110274', 'samples': 8, 'date': '2020-12-29', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE110274_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110274&format=file', 'file_name_1': 'GSE110274_signals.txt.gz', 'file_size_1': '34.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110274/suppl/GSE110274%5Fsignals%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110274/matrix/GSE110274_series_matrix.txt.gz
GSE110274_series_matrix.txt.gz: 100%|██████████| 39.4M/39.4M [00:05<00:00, 7.80MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE110274 data: (866895, 8) headers: (35, 8)
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
INFO:methylprep.download.geo:Tempfolder example_data/GSE110274/tmpsnbqihom contains 2 files, 89M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110454', 'data_dir': 'example_data/GSE110454', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110454'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110454
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110454












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110274/tmpsnbqihom'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.01s/it]
INFO:methylprep.download.geo:example_data/GSE110454/tmpspvk0b4t/geo_alert GSE110454.csv written
INFO:methylprep.download.geo:0: {'title': 'Whole methylome analysis of SEM cell lines', 'GSE': 'GSE110454', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110454', 'samples': 4, 'date': '2018-02-12', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE110454_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110454&format=file', 'file_name_1': 'GSE110454_methylated_unmethylated_signal_intensities.txt.gz', 'file_size_1': '48.6 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110454/suppl/GSE110454%5Fmethylated%5Funmethylated%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110454/matrix/GSE110454_series_matrix.txt.gz
GSE110454_series_matrix.txt.gz: 100%|██████████| 21.4M/21.4M [00:02<00:00, 9.19MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE110454 data: (866895, 4) headers: (32, 4)
INFO:methylprep.download.geo:Tempfolder example_data/GSE110454/tmpspvk0b4t contains 2 files, 50M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110530', 'data_dir': 'example_data/GSE110530', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110530'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110530
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110530












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110454/tmpspvk0b4t'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.11it/s]
INFO:methylprep.download.geo:example_data/GSE110530/tmpi8tghvcz/geo_alert GSE110530.csv written
INFO:methylprep.download.geo:0: {'title': 'Longitudinal dataset: An optimized library for reference-based deconvolution of whole-blood biospecimens assayed using the Illumina HumanMethylationEPIC BeadArray (I)', 'GSE': 'GSE110530', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110530', 'samples': 12, 'date': '2018-05-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110530_RAW.tar', 'file_size_0': '331.0 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110530&format=file', 'file_name_1': 'GSE110530_signals.txt.gz', 'file_size_1': '54.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110530/suppl/GSE110530%5Fsignals%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE110530
INFO:methylprep.download.geo:Downloading GSE110530_family.xml
INFO:methylprep.download.geo:Unpacking GSE110530_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110530 idats
INFO:methylprep.download.geo:Found 25 tags for 12 samples: {'source': 'whole blood', 'platform': 'GPL21145', 'title': 'L12', 'tissue': 'whole blood', 'sample_plate': 'EPIC18_Plate2', 'sample_well': 'F01', 'sample_name': 'L12', 'sample_group': 'L12', 'ChIP': '1', 'Sex': 'Male', 'time point (days)': '132', 'date of blood collection': '2011-07-11', 'array': 'R06C01', 'slide': '403737180198/2', 'included in the analysis': 'Yes', 'lymphocytes proportion': 'NA', 'monocytes proportion': 'NA', 'granulocytes proportion': 'NA', 'cd4t proportion': 'NA', 'cd8t proportion': 'NA', 'nontcells (b +nk) proportion': 'NA', 'description': '201868590099_R06C01', 'Sample_ID': '201868590099_R06C01', 'Sentrix_ID': '201868590099', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 12 rows and 24 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'tissue', 'sample_plate', 'sample_well', 'sample_name', 'sample_group', 'ChIP', 'Sex', 'time point (days)', 'date of blood collection', 'array', 'slide', 'included in the analysis', 'lymphocytes proportion', 'monocytes proportion', 'granulocytes proportion', 'cd4t proportion', 'cd8t proportion', 'nontcells (b +nk) proportion', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE110530/tmpi8tghvcz/geo_alert GSE110530.csv --> example_data/GSE110530
INFO:methylprep.download.geo:Moving example_data/GSE110530/tmpi8tghvcz/geo_alert GSE110530.csv --> example_data/GSE110530
INFO:methylprep.download.geo:TRYING to move example_data/GSE110530/tmpi8tghvcz/GPL21145 --> example_data/GSE110530
INFO:methylprep.download.geo:Moving example_data/GSE110530/tmpi8tghvcz/GPL21145 --> example_data/GSE110530
INFO:methylprep.download.geo:TRYING to move example_data/GSE110530/tmpi8tghvcz/GSE110530_family.xml --> example_data/GSE110530
INFO:methylprep.download.geo:Moving example_data/GSE110530/tmpi8tghvcz/GSE110530_family.xml --> example_data/GSE110530
INFO:methylprep.download.geo:Tempfolder example_data/GSE110530/tmpi8tghvcz contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110544', 'data_dir': 'example_data/GSE110544', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110544'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110544
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110544












example_data/GSE110530 example_data/GSE110530/tmpi8tghvcz
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110530/tmpi8tghvcz'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.04it/s]
INFO:methylprep.download.geo:example_data/GSE110544/tmpfxvr2803/geo_alert GSE110544.csv written
INFO:methylprep.download.geo:0: {'title': 'Impact of regulatory variation across human iPSCs and differentiated cells [methylation]', 'GSE': 'GSE110544', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110544', 'samples': 58, 'date': '2018-02-13', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110544_RAW.tar', 'file_size_0': '974.1 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110544&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE110544
INFO:methylprep.download.geo:Downloading GSE110544_family.xml
INFO:methylprep.download.geo:Unpacking GSE110544_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110544 idats
ERROR:methylprep.download.geo:run_series ERROR: [Errno 2] No such file or directory: 'example_data/GSE110544/tmpfxvr2803/GSE110544_family.xml'
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/A-GEOD-13534_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/A-GEOD-13534_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/A-GEOD-21145_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/A-GEOD-21145_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/A-MEXP-2255_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/A-MEXP-2255_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/geo_alert GSE110544.csv --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/geo_alert GSE110544.csv --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GPL13534 --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GPL13534 --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GPL13534_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GPL13534_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GPL21145 --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GPL21145 --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GPL21145_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GPL21145_dictionaries --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995445_200516380095_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995445_200516380095_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995445_200516380095_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995445_200516380095_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995446_200516380095_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995446_200516380095_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995446_200516380095_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995446_200516380095_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995447_200516380095_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995447_200516380095_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995447_200516380095_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995447_200516380095_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995448_200516380095_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995448_200516380095_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995448_200516380095_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995448_200516380095_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995449_200516380095_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995449_200516380095_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995449_200516380095_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995449_200516380095_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995450_200516380095_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995450_200516380095_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995450_200516380095_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995450_200516380095_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995451_200516380095_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995451_200516380095_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995451_200516380095_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995451_200516380095_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995452_200516380158_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995452_200516380158_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995452_200516380158_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995452_200516380158_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995453_200516380158_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995453_200516380158_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995453_200516380158_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995453_200516380158_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995454_200516380158_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995454_200516380158_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995454_200516380158_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995454_200516380158_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995455_200516380158_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995455_200516380158_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995455_200516380158_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995455_200516380158_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995456_200516380158_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995456_200516380158_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995456_200516380158_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995456_200516380158_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995457_200516380158_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995457_200516380158_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995457_200516380158_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995457_200516380158_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995458_200516380158_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995458_200516380158_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995458_200516380158_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995458_200516380158_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995459_200516380200_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995459_200516380200_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995459_200516380200_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995459_200516380200_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995460_200516380200_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995460_200516380200_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995460_200516380200_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995460_200516380200_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995461_200516380200_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995461_200516380200_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995461_200516380200_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995461_200516380200_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995462_200516380200_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995462_200516380200_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995462_200516380200_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995462_200516380200_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995463_200516380200_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995463_200516380200_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995463_200516380200_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995463_200516380200_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995464_200516380200_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995464_200516380200_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995464_200516380200_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995464_200516380200_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995465_200516380200_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995465_200516380200_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995465_200516380200_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995465_200516380200_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995466_200516380200_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995466_200516380200_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995466_200516380200_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995466_200516380200_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995467_200517480007_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995467_200517480007_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995467_200517480007_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995467_200517480007_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995468_200517480007_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995468_200517480007_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995468_200517480007_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995468_200517480007_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995469_200517480007_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995469_200517480007_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995469_200517480007_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995469_200517480007_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995470_200517480007_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995470_200517480007_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995470_200517480007_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995470_200517480007_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995471_200517480007_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995471_200517480007_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995471_200517480007_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995471_200517480007_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995472_200517480007_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995472_200517480007_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995472_200517480007_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995472_200517480007_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995473_200517480007_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995473_200517480007_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995473_200517480007_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995473_200517480007_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995474_200517480007_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995474_200517480007_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995474_200517480007_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995474_200517480007_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995475_200517480035_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995475_200517480035_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995475_200517480035_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995475_200517480035_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995476_200517480035_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995476_200517480035_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995476_200517480035_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995476_200517480035_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995477_200517480035_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995477_200517480035_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995477_200517480035_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995477_200517480035_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995478_200517480035_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995478_200517480035_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995478_200517480035_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995478_200517480035_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995479_200517480035_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995479_200517480035_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995479_200517480035_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995479_200517480035_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995480_200517480035_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995480_200517480035_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995480_200517480035_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995480_200517480035_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995481_200517480035_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995481_200517480035_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995481_200517480035_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995481_200517480035_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995482_200517480035_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995482_200517480035_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995482_200517480035_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995482_200517480035_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995483_200517480037_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995483_200517480037_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995483_200517480037_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995483_200517480037_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995484_200517480037_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995484_200517480037_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995484_200517480037_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995484_200517480037_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995485_200517480037_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995485_200517480037_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995485_200517480037_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995485_200517480037_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995486_200517480037_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995486_200517480037_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995486_200517480037_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995486_200517480037_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995487_200517480037_R05C01_Grn.idat --> example_data/GSE110544












example_data/GSE110544 example_data/GSE110544/tmpfxvr2803












INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995487_200517480037_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995487_200517480037_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995487_200517480037_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995488_200517480037_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995488_200517480037_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995488_200517480037_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995488_200517480037_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995489_200517480037_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995489_200517480037_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995489_200517480037_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995489_200517480037_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995490_200517480037_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995490_200517480037_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995490_200517480037_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995490_200517480037_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995491_200517480085_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995491_200517480085_R01C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995491_200517480085_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995491_200517480085_R01C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995492_200517480085_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995492_200517480085_R02C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995492_200517480085_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995492_200517480085_R02C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995493_200517480085_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995493_200517480085_R03C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995493_200517480085_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995493_200517480085_R03C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995494_200517480085_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995494_200517480085_R04C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995494_200517480085_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995494_200517480085_R04C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995495_200517480085_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995495_200517480085_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995495_200517480085_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995495_200517480085_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995496_200517480085_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995496_200517480085_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995496_200517480085_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995496_200517480085_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995497_200517480085_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995497_200517480085_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995497_200517480085_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995497_200517480085_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995498_200517480085_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995498_200517480085_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995498_200517480085_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995498_200517480085_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995499_200516380055_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995499_200516380055_R05C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995499_200516380055_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995499_200516380055_R05C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995500_200516380055_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995500_200516380055_R06C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995500_200516380055_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995500_200516380055_R06C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995501_200516380055_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995501_200516380055_R07C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995501_200516380055_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995501_200516380055_R07C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995502_200516380055_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995502_200516380055_R08C01_Grn.idat --> example_data/GSE110544
INFO:methylprep.download.geo:TRYING to move example_data/GSE110544/tmpfxvr2803/GSM2995502_200516380055_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Moving example_data/GSE110544/tmpfxvr2803/GSM2995502_200516380055_R08C01_Red.idat --> example_data/GSE110544
INFO:methylprep.download.geo:Tempfolder example_data/GSE110544/tmpfxvr2803 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110554', 'data_dir': 'example_data/GSE110554', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110554'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110554
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110554












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110544/tmpfxvr2803'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.09it/s]
INFO:methylprep.download.geo:example_data/GSE110554/tmpt44b3tef/geo_alert GSE110554.csv written
INFO:methylprep.download.geo:0: {'title': 'FlowSorted.Blood.EPIC: An optimized library for reference-based deconvolution of whole-blood biospecimens assayed using the Illumina HumanMethylationEPIC BeadArray (II)', 'GSE': 'GSE110554', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110554', 'samples': 49, 'date': '2018-05-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110554_RAW.tar', 'file_size_0': '851.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110554&format=file', 'file_name_1': 'GSE110554_signals.txt.gz', 'file_size_1': '204.2 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE110nnn/GSE110554/suppl/GSE110554%5Fsignals%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE110554
INFO:methylprep.download.geo:Downloading GSE110554_family.xml
INFO:methylprep.download.geo:Unpacking GSE110554_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110554 idats
INFO:methylprep.download.geo:Found 32 tags for 49 samples: {'source': 'MACS purified blood cells', 'platform': 'GPL21145', 'title': 'NKpan1879', 'sample_plate': 'EPIC17_Plate01', 'sample_well': 'G12', 'sample_name': 'NKpan1879', 'sample_group': 'ChristensenLab', 'ChIP': '12', 'array_well': '201870610111_R07C01', 'cell type': 'NK', 'cd4t': '0', 'cd8t': '0', 'bcell': '0', 'nk': '100', 'mono': '0', 'neu': '0', 'purity': '99', 'Sex': 'M', 'age': '24', 'weight_kg': '65.31730128', 'height_m': '1.7526', 'bmi': '21.26486441', 'bmi_clas': 'Normal', 'ethnicity_wide': 'African-American', 'ethnic_self': 'Irish/AA', 'smoker': 'No', 'array': 'R07C01', 'slide': '403741220222/2', 'description': 'Cell Pellet NK\n201870610111_R07C01', 'Sample_ID': '201870610111_R07C01', 'Sentrix_ID': '201870610111', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 49), ('Sample_Name', 49), ('Sentrix_ID', 49), ('Sentrix_Position', 49), ('source', 49), ('sample_plate', 49), ('sample_well', 49), ('sample_name', 49), ('sample_group', 49), ('ChIP', 49), ('array_well', 49), ('cell type', 49), ('cd4t', 49), ('cd8t', 49), ('bcell', 49), ('nk', 49), ('mono', 49), ('neu', 49), ('purity', 49), ('Sex', 49), ('age', 49), ('weight_kg', 49), ('height_m', 49), ('bmi', 49), ('bmi_clas', 49), ('ethnicity_wide', 49), ('ethnic_self', 49), ('smoker', 49), ('array', 49), ('slide', 49), ('description', 49), ('Sample_ID', 49), ('replicate', 2)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 49 rows and 35 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE110554/tmpt44b3tef/geo_alert GSE110554.csv --> example_data/GSE110554
INFO:methylprep.download.geo:Moving example_data/GSE110554/tmpt44b3tef/geo_alert GSE110554.csv --> example_data/GSE110554
INFO:methylprep.download.geo:TRYING to move example_data/GSE110554/tmpt44b3tef/GPL21145 --> example_data/GSE110554
INFO:methylprep.download.geo:Moving example_data/GSE110554/tmpt44b3tef/GPL21145 --> example_data/GSE110554
INFO:methylprep.download.geo:TRYING to move example_data/GSE110554/tmpt44b3tef/GSE110554_family.xml --> example_data/GSE110554
INFO:methylprep.download.geo:Moving example_data/GSE110554/tmpt44b3tef/GSE110554_family.xml --> example_data/GSE110554
INFO:methylprep.download.geo:Tempfolder example_data/GSE110554/tmpt44b3tef contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110555', 'data_dir': 'example_data/GSE110555', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110555'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110555
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110555












example_data/GSE110554 example_data/GSE110554/tmpt44b3tef
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110554/tmpt44b3tef'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.05s/it]
INFO:methylprep.download.geo:example_data/GSE110555/tmpvftv9i3i/geo_alert GSE110555.csv written
INFO:methylprep.download.geo:0: {'title': 'SuperSeries: An optimized library for reference-based deconvolution of whole-blood biospecimens assayed using the Illumina HumanMethylationEPIC BeadArray', 'GSE': 'GSE110555', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110555', 'samples': 67, 'date': '2018-05-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110555_RAW.tar', 'file_size_0': '1.1 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110555&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE110555
INFO:methylprep.download.geo:Downloading GSE110555_family.xml
INFO:methylprep.download.geo:Unpacking GSE110555_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110555 idats
INFO:methylprep.download.geo:Found 20 tags for 67 samples: {'source': 'whole blood', 'platform': 'GPL21145', 'title': '3021Cit-80', 'sample_well': 'H01', 'ChIP': '1', 'Sex': 'Male', 'age': '56', 'array': 'R08C01', 'slide': '404327060012/2', 'cd4t proportion': '0.1619252', 'cd8t proportion': '0.152631535', 'nk proportion': '0.048088244', 'bcell proportion': '0.059132822', 'monocytes proportion': '0.086664369', 'granulocytes proportion': '0.440635471', 'neutrophils proportion': '0.375769', 'description': 'whole blood from a healthy male time 1', 'Sample_ID': '202163530006_R08C01', 'Sentrix_ID': '202163530006', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:ValueError - array lengths vary in sample meta data: [('GSM_ID', 67), ('Sample_Name', 67), ('Sentrix_ID', 67), ('Sentrix_Position', 67), ('source', 67), ('tissue', 12), ('sample_plate', 61), ('sample_well', 67), ('sample_name', 61), ('sample_group', 61), ('ChIP', 67), ('Sex', 67), ('time point (days)', 12), ('date of blood collection', 12), ('array', 67), ('slide', 67), ('included in the analysis', 12), ('lymphocytes proportion', 12), ('monocytes proportion', 18), ('granulocytes proportion', 18), ('cd4t proportion', 18), ('cd8t proportion', 18), ('nontcells (b +nk) proportion', 12), ('description', 67), ('Sample_ID', 67), ('array_well', 49), ('cell type', 49), ('cd4t', 49), ('cd8t', 49), ('bcell', 49), ('nk', 49), ('mono', 49), ('neu', 49), ('purity', 49), ('age', 55), ('weight_kg', 49), ('height_m', 49), ('bmi', 49), ('bmi_clas', 49), ('ethnicity_wide', 49), ('ethnic_self', 49), ('smoker', 49), ('replicate', 2), ('nk proportion', 6), ('bcell proportion', 6), ('neutrophils proportion', 6)]
INFO:methylprep.download.miniml:Trying another method to save partial sample data into csv/pkl file.
INFO:methylprep.download.miniml:Final samplesheet contains 67 rows and 48 columns
INFO:methylprep.download.geo:TRYING to move example_data/GSE110555/tmpvftv9i3i/geo_alert GSE110555.csv --> example_data/GSE110555
INFO:methylprep.download.geo:Moving example_data/GSE110555/tmpvftv9i3i/geo_alert GSE110555.csv --> example_data/GSE110555
INFO:methylprep.download.geo:TRYING to move example_data/GSE110555/tmpvftv9i3i/GPL21145 --> example_data/GSE110555
INFO:methylprep.download.geo:Moving example_data/GSE110555/tmpvftv9i3i/GPL21145 --> example_data/GSE110555
INFO:methylprep.download.geo:TRYING to move example_data/GSE110555/tmpvftv9i3i/GSE110555_family.xml --> example_data/GSE110555
INFO:methylprep.download.geo:Moving example_data/GSE110555/tmpvftv9i3i/GSE110555_family.xml --> example_data/GSE110555
INFO:methylprep.download.geo:Tempfolder example_data/GSE110555/tmpvftv9i3i contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE110600', 'data_dir': 'example_data/GSE110600', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE110600'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE110600
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE110600












example_data/GSE110555 example_data/GSE110555/tmpvftv9i3i
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110555/tmpvftv9i3i'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.08it/s]
INFO:methylprep.download.geo:example_data/GSE110600/tmptxmhshl3/geo_alert GSE110600.csv written
INFO:methylprep.download.geo:0: {'title': 'Profiling DNA Methylation Differences Between Inbred Mouse Strains on the Illumina Human Infinium MethylationEPIC Microarray', 'GSE': 'GSE110600', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE110600', 'samples': 11, 'date': '2018-02-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE110600_RAW.tar', 'file_size_0': '300.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE110600&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE110600
INFO:methylprep.download.geo:Downloading GSE110600_family.xml
INFO:methylprep.download.geo:Unpacking GSE110600_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE110600 idats
INFO:methylprep.download.geo:Found 10 tags for 11 samples: {'source': 'Liver', 'platform': 'GPL21145', 'title': 'B6liver11', 'strain': 'C57BL/6J', 'Sex': 'F', 'age in days': '711', 'description': 'Cross-species analysis of DNA methylation', 'Sample_ID': '200503840173_R08C01', 'Sentrix_ID': '200503840173', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 11 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'strain', 'Sex', 'age in days', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE110600/tmptxmhshl3/geo_alert GSE110600.csv --> example_data/GSE110600
INFO:methylprep.download.geo:Moving example_data/GSE110600/tmptxmhshl3/geo_alert GSE110600.csv --> example_data/GSE110600
INFO:methylprep.download.geo:TRYING to move example_data/GSE110600/tmptxmhshl3/GPL21145 --> example_data/GSE110600
INFO:methylprep.download.geo:Moving example_data/GSE110600/tmptxmhshl3/GPL21145 --> example_data/GSE110600
INFO:methylprep.download.geo:TRYING to move example_data/GSE110600/tmptxmhshl3/GSE110600_family.xml --> example_data/GSE110600
INFO:methylprep.download.geo:Moving example_data/GSE110600/tmptxmhshl3/GSE110600_family.xml --> example_data/GSE110600
INFO:methylprep.download.geo:Tempfolder example_data/GSE110600/tmptxmhshl3 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111165', 'data_dir': 'example_data/GSE111165', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111165'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111165
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111165












example_data/GSE110600 example_data/GSE110600/tmptxmhshl3
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE110600/tmptxmhshl3'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.03s/it]
INFO:methylprep.download.geo:example_data/GSE111165/tmpzhoy8xeu/geo_alert GSE111165.csv written
INFO:methylprep.download.geo:0: {'title': 'Genome-wide DNA Methylation Comparison between Live Human Brain and Peripheral Tissues within Individuals', 'GSE': 'GSE111165', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111165', 'samples': 147, 'date': '2019-02-19', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE111165_RAW.tar', 'file_size_0': '2.1 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111165&format=file', 'file_name_1': 'GSE111165_data_processed_detection_p_val_450k.csv.gz', 'file_size_1': '107.7 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111165/suppl/GSE111165%5Fdata%5Fprocessed%5Fdetection%5Fp%5Fval%5F450k%2Ecsv%2Egz', 'file_name_2': 'GSE111165_data_processed_detection_p_val_EPIC.csv.gz', 'file_size_2': '664.4 Mb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111165/suppl/GSE111165%5Fdata%5Fprocessed%5Fdetection%5Fp%5Fval%5FEPIC%2Ecsv%2Egz'}
INFO:methylprep.download.geo:IDATs exist for GSE111165
INFO:methylprep.download.geo:Downloading GSE111165_family.xml
INFO:methylprep.download.geo:Unpacking GSE111165_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE111165 idats
INFO:methylprep.download.geo:Found 15 tags for 147 samples: {'source': 'saliva from subject 118', 'platform': 'GPL13534', 'title': '200277210003_R06C02: saliva_118', 'sample_plate': 'WG0029503-MS4', 'slide': '200277210003', 'array': 'R06C02', 'subject': '106', 'tissue': 'saliva', 'brain_region': 'NA', 'Sex': '61', 'age': 'Male', 'description': '200277210003_R06C02', 'Sample_ID': '200277210003_R06C02', 'Sentrix_ID': '200277210003', 'Sentrix_Position': 'R06C02'}
INFO:methylprep.download.miniml:Final samplesheet contains 101 rows and 15 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample_plate', 'slide', 'array', 'subject', 'tissue', 'brain_region', 'Sex', 'age', 'description', 'Sample_ID']
INFO:methylprep.download.miniml:Final samplesheet contains 46 rows and 15 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample_plate', 'slide', 'array', 'subject', 'tissue', 'brain_region', 'Sex', 'age', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE111165/tmpzhoy8xeu/geo_alert GSE111165.csv --> example_data/GSE111165
INFO:methylprep.download.geo:Moving example_data/GSE111165/tmpzhoy8xeu/geo_alert GSE111165.csv --> example_data/GSE111165
INFO:methylprep.download.geo:TRYING to move example_data/GSE111165/tmpzhoy8xeu/GPL13534 --> example_data/GSE111165
INFO:methylprep.download.geo:Moving example_data/GSE111165/tmpzhoy8xeu/GPL13534 --> example_data/GSE111165
INFO:methylprep.download.geo:TRYING to move example_data/GSE111165/tmpzhoy8xeu/GPL21145 --> example_data/GSE111165
INFO:methylprep.download.geo:Moving example_data/GSE111165/tmpzhoy8xeu/GPL21145 --> example_data/GSE111165
INFO:methylprep.download.geo:TRYING to move example_data/GSE111165/tmpzhoy8xeu/GSE111165_family.xml --> example_data/GSE111165
INFO:methylprep.download.geo:Moving example_data/GSE111165/tmpzhoy8xeu/GSE111165_family.xml --> example_data/GSE111165
INFO:methylprep.download.geo:Tempfolder example_data/GSE111165/tmpzhoy8xeu contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111183', 'data_dir': 'example_data/GSE111183', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111183'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111183
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111183












example_data/GSE111165 example_data/GSE111165/tmpzhoy8xeu
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111165/tmpzhoy8xeu'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.21it/s]
INFO:methylprep.download.geo:example_data/GSE111183/tmpet45gpid/geo_alert GSE111183.csv written
INFO:methylprep.download.geo:0: {'title': 'Identification of Myalgic Encephalomyelitis/Chronic Fatigue Syndrome-associated DNA methylation patterns', 'GSE': 'GSE111183', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111183', 'samples': 25, 'date': '2018-07-23', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE111183_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111183&format=file', 'file_name_1': 'GSE111183_signal_intensities.txt.gz', 'file_size_1': '102.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111183/suppl/GSE111183%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111183/matrix/GSE111183_series_matrix.txt.gz
GSE111183_series_matrix.txt.gz: 100%|██████████| 66.3M/66.3M [00:08<00:00, 7.50MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE111183 data: (866895, 25) headers: (35, 25)
INFO:methylprep.download.geo:Tempfolder example_data/GSE111183/tmpet45gpid contains 2 files, 174M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111336', 'data_dir': 'example_data/GSE111336', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111336'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111336
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111336












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111183/tmpet45gpid'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE111336/tmpnrl3huhy/geo_alert GSE111336.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenome analysis of pheochromocytoma/paraganglioma samples', 'GSE': 'GSE111336', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111336', 'samples': 31, 'date': '2018-12-11', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE111336_Matrix_signal_intensities.txt.gz', 'file_size_0': '130.7 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111336/suppl/GSE111336%5FMatrix%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_1': 'GSE111336_RAW.tar', 'file_size_1': '591.1 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111336&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE111336
INFO:methylprep.download.geo:Downloading GSE111336_family.xml
INFO:methylprep.download.geo:Unpacking GSE111336_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE111336 idats
INFO:methylprep.download.geo:Found 9 tags for 31 samples: {'source': 'Pheochromocytoma/paraganglioma 18', 'platform': 'GPL21145', 'title': 'genomic DNA from paraganglioma 18', 'gender': 'female', 'sample type': 'autonomic lineage cell tumor', 'description': 'Paraganglioma/pheochromocytoma sample', 'Sample_ID': '201465910005_R07C01', 'Sentrix_ID': '201465910005', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 31 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'sample type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE111336/tmpnrl3huhy/geo_alert GSE111336.csv --> example_data/GSE111336
INFO:methylprep.download.geo:Moving example_data/GSE111336/tmpnrl3huhy/geo_alert GSE111336.csv --> example_data/GSE111336
INFO:methylprep.download.geo:TRYING to move example_data/GSE111336/tmpnrl3huhy/GPL21145 --> example_data/GSE111336
INFO:methylprep.download.geo:Moving example_data/GSE111336/tmpnrl3huhy/GPL21145 --> example_data/GSE111336
INFO:methylprep.download.geo:TRYING to move example_data/GSE111336/tmpnrl3huhy/GSE111336_family.xml --> example_data/GSE111336
INFO:methylprep.download.geo:Moving example_data/GSE111336/tmpnrl3huhy/GSE111336_family.xml --> example_data/GSE111336
INFO:methylprep.download.geo:Tempfolder example_data/GSE111336/tmpnrl3huhy contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111541', 'data_dir': 'example_data/GSE111541', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111541'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111541
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111541












example_data/GSE111336 example_data/GSE111336/tmpnrl3huhy
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111336/tmpnrl3huhy'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE111541/tmpgfa234l9/geo_alert GSE111541.csv written
INFO:methylprep.download.geo:0: {'title': 'Metabolic adaptations underlie epigenetic vulnerabilities in chemoresistant breast cancer [Methylation profiling]', 'GSE': 'GSE111541', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111541', 'samples': 20, 'date': '2020-08-18', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE111541_RAW.tar', 'file_size_0': '442.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111541&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE111541
INFO:methylprep.download.geo:Downloading GSE111541_family.xml
INFO:methylprep.download.geo:Unpacking GSE111541_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE111541 idats
INFO:methylprep.download.geo:Found 9 tags for 20 samples: {'source': 'taxol-resistant TNBC cells, Paclitaxel 20nM', 'platform': 'GPL21145', 'title': 'MDA_R20C_5', 'cell line': 'MDA-MB-436', 'cell type': 'Triple-negative breast cancer (TNBC)', 'description': 'Average Beta, normalized using ChAMP default settings', 'Sample_ID': '200989060072_R08C01', 'Sentrix_ID': '200989060072', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 20 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE111541/tmpgfa234l9/geo_alert GSE111541.csv --> example_data/GSE111541
INFO:methylprep.download.geo:Moving example_data/GSE111541/tmpgfa234l9/geo_alert GSE111541.csv --> example_data/GSE111541
INFO:methylprep.download.geo:TRYING to move example_data/GSE111541/tmpgfa234l9/GPL21145 --> example_data/GSE111541
INFO:methylprep.download.geo:Moving example_data/GSE111541/tmpgfa234l9/GPL21145 --> example_data/GSE111541
INFO:methylprep.download.geo:TRYING to move example_data/GSE111541/tmpgfa234l9/GSE111541_family.xml --> example_data/GSE111541
INFO:methylprep.download.geo:Moving example_data/GSE111541/tmpgfa234l9/GSE111541_family.xml --> example_data/GSE111541
INFO:methylprep.download.geo:Tempfolder example_data/GSE111541/tmpgfa234l9 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111631', 'data_dir': 'example_data/GSE111631', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111631'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111631
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111631












example_data/GSE111541 example_data/GSE111541/tmpgfa234l9
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111541/tmpgfa234l9'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.06s/it]
INFO:methylprep.download.geo:example_data/GSE111631/tmp6i_zosr5/geo_alert GSE111631.csv written
INFO:methylprep.download.geo:0: {'title': 'Genome wide DNA methylation profiling of normal saliva from females and males', 'GSE': 'GSE111631', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111631', 'samples': 168, 'date': '2020-03-01', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE111631_RAW.tar', 'file_size_0': '2.4 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111631&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE111631
INFO:methylprep.download.geo:Downloading GSE111631_family.xml
INFO:methylprep.download.geo:Found a family series file, but appears to be corrupted (invalid stored block lengths), so re-downloading.
INFO:methylprep.download.geo:Downloading GSE111631_family.xml
INFO:methylprep.download.geo:[Attempt #2]












> /Users/mmaxmeister/methylprep/methylprep/download/geo.py(150)geo_download()
    148                 LOGGER.info(f"[Attempt #{attempt}]")
    149                 import pdb;pdb.set_trace()
--> 150             if attempt == 5:
    151                 LOGGER.error(f"Could not download after {attempt} attempts. Aborting.")
    152                 break

ipdb> cx
*** NameError: name 'cx' is not defined
ipdb> cx
*** NameError: name 'cx' is not defined
ipdb> c












ERROR:methylprep.download.geo:run_series ERROR: 421 Idle timeout (60 seconds): closing control connection
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/A-GEOD-13534_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/A-GEOD-13534_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/A-GEOD-21145_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/A-GEOD-21145_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/A-MEXP-2255_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/A-MEXP-2255_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/geo_alert GSE111631.csv --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/geo_alert GSE111631.csv --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/GPL13534 --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/GPL13534 --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/GPL13534_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/GPL13534_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/GPL21145 --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/GPL21145 --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/GPL21145_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/GPL21145_dictionaries --> example_data/GSE111631
INFO:methylprep.download.geo:TRYING to move example_data/GSE111631/tmp6i_zosr5/GSE111631_family.xml --> example_data/GSE111631
INFO:methylprep.download.geo:Moving example_data/GSE111631/tmp6i_zosr5/GSE111631_family.xml --> example_data/GSE111631
INFO:methylprep.download.geo:Tempfolder example_data/GSE111631/tmp6i_zosr5 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE111807', 'data_dir': 'example_data/GSE111807', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE111807'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE111807
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE111807












example_data/GSE111631 example_data/GSE111631/tmp6i_zosr5
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111631/tmp6i_zosr5'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE111807/tmp29s9uhvo/geo_alert GSE111807.csv written
INFO:methylprep.download.geo:0: {'title': 'Physiological concentration changes of intracellular spermine activates DNA methyltransferase 3A and 3B and affects gene methylation', 'GSE': 'GSE111807', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE111807', 'samples': 4, 'date': '2018-03-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE111807_RAW.tar', 'file_size_0': '217.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE111807&format=file', 'file_name_1': 'GSE111807_signal_intensities.txt.gz', 'file_size_1': '32.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE111nnn/GSE111807/suppl/GSE111807%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE111807
INFO:methylprep.download.geo:Downloading GSE111807_family.xml
INFO:methylprep.download.geo:Unpacking GSE111807_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE111807 idats
INFO:methylprep.download.geo:Found 9 tags for 4 samples: {'source': 'Jurkat', 'platform': 'GPL21145', 'title': 'SPM(+), DFMO(+)', 'cell line': 'Jurkat cells (E6-1, ATCC Number: TIB-152)', 'treatment': 'SPM(+), DFMO(+)', 'description': 'SAMPLE 4', 'Sample_ID': '201490020241_R08C01', 'Sentrix_ID': '201490020241', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 4 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'treatment', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE111807/tmp29s9uhvo/.DS_Store --> example_data/GSE111807
INFO:methylprep.download.geo:Skipping example_data/GSE111807/tmp29s9uhvo/.DS_Store
INFO:methylprep.download.geo:TRYING to move example_data/GSE111807/tmp29s9uhvo/geo_alert GSE111807.csv --> example_data/GSE111807
INFO:methylprep.download.geo:Moving example_data/GSE111807/tmp29s9uhvo/geo_alert GSE111807.csv --> example_data/GSE111807
INFO:methylprep.download.geo:TRYING to move example_data/GSE111807/tmp29s9uhvo/GPL21145 --> example_data/GSE111807
INFO:methylprep.download.geo:Moving example_data/GSE111807/tmp29s9uhvo/GPL21145 --> example_data/GSE111807
INFO:methylprep.download.geo:TRYING to move example_data/GSE111807/tmp29s9uhvo/GSE111807_family.xml --> example_data/GSE111807
INFO:methylprep.download.geo:Moving example_data/GSE111807/tmp29s9uhvo/GSE111807_family.xml --> example_data/GSE111807
INFO:methylprep.download.geo:Tempfolder example_data/GSE111807/tmp29s9uhvo contains 1 files, 12K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112067', 'data_dir': 'example_data/GSE112067', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112067'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112067
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112067












example_data/GSE111807 example_data/GSE111807/tmp29s9uhvo
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE111807/tmp29s9uhvo'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.09it/s]
INFO:methylprep.download.geo:example_data/GSE112067/tmpi3ekk6rq/geo_alert GSE112067.csv written
INFO:methylprep.download.geo:0: {'title': 'Limitations of current in vitro models for testing the clinical potential of epigenetic inhibitors for treatment of pediatric ependymoma', 'GSE': 'GSE112067', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112067', 'samples': 16, 'date': '2018-12-26', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE112067_Matrixprocessed_AvgBeta.txt.gz', 'file_size_0': '57.8 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112067/suppl/GSE112067%5FMatrixprocessed%5FAvgBeta%2Etxt%2Egz', 'file_name_1': 'GSE112067_RAW.tar', 'file_size_1': '473.9 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112067&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE112067
INFO:methylprep.download.geo:Downloading GSE112067_family.xml
INFO:methylprep.download.geo:Unpacking GSE112067_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE112067 idats
INFO:methylprep.download.geo:Found 8 tags for 16 samples: {'source': 'brain tumor cell line', 'platform': 'GPL21145', 'title': 'brain tumor cell line sample 16', 'tissue': 'high-grade glioma', 'description': 'Methylation data from brain tumor cell line sample.', 'Sample_ID': '6229009038_R05C02', 'Sentrix_ID': '6229009038', 'Sentrix_Position': 'R05C02'}
INFO:methylprep.download.miniml:Final samplesheet contains 10 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 8 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE112067/tmpi3ekk6rq/geo_alert GSE112067.csv --> example_data/GSE112067
INFO:methylprep.download.geo:Moving example_data/GSE112067/tmpi3ekk6rq/geo_alert GSE112067.csv --> example_data/GSE112067
INFO:methylprep.download.geo:TRYING to move example_data/GSE112067/tmpi3ekk6rq/GPL13534 --> example_data/GSE112067
INFO:methylprep.download.geo:Moving example_data/GSE112067/tmpi3ekk6rq/GPL13534 --> example_data/GSE112067
INFO:methylprep.download.geo:TRYING to move example_data/GSE112067/tmpi3ekk6rq/GPL21145 --> example_data/GSE112067
INFO:methylprep.download.geo:Moving example_data/GSE112067/tmpi3ekk6rq/GPL21145 --> example_data/GSE112067
INFO:methylprep.download.geo:TRYING to move example_data/GSE112067/tmpi3ekk6rq/GSE112067_family.xml --> example_data/GSE112067
INFO:methylprep.download.geo:Moving example_data/GSE112067/tmpi3ekk6rq/GSE112067_family.xml --> example_data/GSE112067
INFO:methylprep.download.geo:Tempfolder example_data/GSE112067/tmpi3ekk6rq contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112179', 'data_dir': 'example_data/GSE112179', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112179'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112179
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112179












example_data/GSE112067 example_data/GSE112067/tmpi3ekk6rq
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112067/tmpi3ekk6rq'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.26s/it]
INFO:methylprep.download.geo:example_data/GSE112179/tmp_5_8m4qb/geo_alert GSE112179.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation in neurons from post-mortem brains in schizophrenia and bipolar disorder (Methylation)', 'GSE': 'GSE112179', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112179', 'samples': 100, 'date': '2019-05-03', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE112179_RAW.tar', 'file_size_0': '1.5 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112179&format=file', 'file_name_1': 'GSE112179_matrix_signal_intensities.txt.gz', 'file_size_1': '368.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112179/suppl/GSE112179%5Fmatrix%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE112179
INFO:methylprep.download.geo:Downloading GSE112179_family.xml
INFO:methylprep.download.geo:Found a family series file, but appears to be corrupted (invalid stored block lengths), so re-downloading.
INFO:methylprep.download.geo:Downloading GSE112179_family.xml
INFO:methylprep.download.geo:[Attempt #2]












> /Users/mmaxmeister/methylprep/methylprep/download/geo.py(150)geo_download()
    148                 LOGGER.info(f"[Attempt #{attempt}]")
    149             if attempt == 5:
--> 150                 LOGGER.error(f"Could not download after {attempt} attempts. Aborting.")
    151                 break
    152 

ipdb> c












INFO:methylprep.download.geo:Unpacking GSE112179_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE112179 idats
ERROR:methylprep.download.geo:run_series ERROR: [Errno 2] No such file or directory: 'example_data/GSE112179/tmp_5_8m4qb/GSE112179_family.xml'
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/A-GEOD-13534_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/A-GEOD-13534_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/A-GEOD-21145_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/A-GEOD-21145_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/A-MEXP-2255_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/A-MEXP-2255_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/geo_alert GSE112179.csv --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/geo_alert GSE112179.csv --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GPL13534 --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GPL13534 --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GPL13534_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GPL13534_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GPL21145 --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GPL21145 --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GPL21145_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GPL21145_dictionaries --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059445_200357150067_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059445_200357150067_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059445_200357150067_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059445_200357150067_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059446_200590500074_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059446_200590500074_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059446_200590500074_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059446_200590500074_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059447_200586750013_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059447_200586750013_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059447_200586750013_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059447_200586750013_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059448_200590500074_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059448_200590500074_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059448_200590500074_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059448_200590500074_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059449_200590500074_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059449_200590500074_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059449_200590500074_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059449_200590500074_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059450_200590500074_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059450_200590500074_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059450_200590500074_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059450_200590500074_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059451_200590500074_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059451_200590500074_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059451_200590500074_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059451_200590500074_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059452_200590500074_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059452_200590500074_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059452_200590500074_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059452_200590500074_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059453_200590500074_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059453_200590500074_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059453_200590500074_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059453_200590500074_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059454_200590490031_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059454_200590490031_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059454_200590490031_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059454_200590490031_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059455_200590490031_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059455_200590490031_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059455_200590490031_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059455_200590490031_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059456_200590490031_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059456_200590490031_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059456_200590490031_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059456_200590490031_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059457_200357150067_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059457_200357150067_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059457_200357150067_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059457_200357150067_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059458_200590490031_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059458_200590490031_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059458_200590490031_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059458_200590490031_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059459_200590490031_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059459_200590490031_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059459_200590490031_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059459_200590490031_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059460_200590490031_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059460_200590490031_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059460_200590490031_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059460_200590490031_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059461_200590490031_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059461_200590490031_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059461_200590490031_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059461_200590490031_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059462_200590490031_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059462_200590490031_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059462_200590490031_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059462_200590490031_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059463_200590500069_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059463_200590500069_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059463_200590500069_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059463_200590500069_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059464_200590500069_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059464_200590500069_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059464_200590500069_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059464_200590500069_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059465_200590500069_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059465_200590500069_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059465_200590500069_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059465_200590500069_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059466_200590500069_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059466_200590500069_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059466_200590500069_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059466_200590500069_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059467_200590500069_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059467_200590500069_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059467_200590500069_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059467_200590500069_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059468_200357150067_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059468_200357150067_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059468_200357150067_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059468_200357150067_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059469_200590500069_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059469_200590500069_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059469_200590500069_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059469_200590500069_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059470_200586750013_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059470_200586750013_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059470_200586750013_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059470_200586750013_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059471_200586750013_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059471_200586750013_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059471_200586750013_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059471_200586750013_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059472_200590490023_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059472_200590490023_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059472_200590490023_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059472_200590490023_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059473_200590500069_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059473_200590500069_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059473_200590500069_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059473_200590500069_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059474_200590500005_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059474_200590500005_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059474_200590500005_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059474_200590500005_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059475_200590500005_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059475_200590500005_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059475_200590500005_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059475_200590500005_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059476_200590500005_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059476_200590500005_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059476_200590500005_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059476_200590500005_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059477_200590500005_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059477_200590500005_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059477_200590500005_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059477_200590500005_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059478_200590500005_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059478_200590500005_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059478_200590500005_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059478_200590500005_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059479_200590500005_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059479_200590500005_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059479_200590500005_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059479_200590500005_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059480_200590500005_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059480_200590500005_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059480_200590500005_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059480_200590500005_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059481_200357150067_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059481_200357150067_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059481_200357150067_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059481_200357150067_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059482_200590500005_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059482_200590500005_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059482_200590500005_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059482_200590500005_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059483_200590500059_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059483_200590500059_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059483_200590500059_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059483_200590500059_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059484_200590490023_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059484_200590490023_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059484_200590490023_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059484_200590490023_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059485_200590490023_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059485_200590490023_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059485_200590490023_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059485_200590490023_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059486_200590490023_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059486_200590490023_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059486_200590490023_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059486_200590490023_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059487_200590500059_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059487_200590500059_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059487_200590500059_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059487_200590500059_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059488_200357150067_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059488_200357150067_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059488_200357150067_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059488_200357150067_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059489_200590500059_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059489_200590500059_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059489_200590500059_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059489_200590500059_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059490_200590490023_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059490_200590490023_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059490_200590490023_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059490_200590490023_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059491_200590490023_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059491_200590490023_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059491_200590490023_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059491_200590490023_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059492_200590490023_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059492_200590490023_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059492_200590490023_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059492_200590490023_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059493_200590500059_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059493_200590500059_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059493_200590500059_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059493_200590500059_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059494_200590500059_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059494_200590500059_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059494_200590500059_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059494_200590500059_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059495_200590500059_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059495_200590500059_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059495_200590500059_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059495_200590500059_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059496_200590490023_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059496_200590490023_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059496_200590490023_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059496_200590490023_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059497_200590500009_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059497_200590500009_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059497_200590500009_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059497_200590500009_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059498_200590500009_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059498_200590500009_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059498_200590500009_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059498_200590500009_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059499_200357150067_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059499_200357150067_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059499_200357150067_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059499_200357150067_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059500_200586750010_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059500_200586750010_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059500_200586750010_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059500_200586750010_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059501_200590500009_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059501_200590500009_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059501_200590500009_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059501_200590500009_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059502_200590500009_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059502_200590500009_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059502_200590500009_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059502_200590500009_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059503_200590500009_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059503_200590500009_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059503_200590500009_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059503_200590500009_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059504_200586750010_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059504_200586750010_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059504_200586750010_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059504_200586750010_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059505_200586750010_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059505_200586750010_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059505_200586750010_R03C01_Red.idat --> example_data/GSE112179
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INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059505_200586750010_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059506_200357150067_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059506_200357150067_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059506_200357150067_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059506_200357150067_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059507_200590500009_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059507_200590500009_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059507_200590500009_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059507_200590500009_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059508_200590500009_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059508_200590500009_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059508_200590500009_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059508_200590500009_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059509_200590500009_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059509_200590500009_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059509_200590500009_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059509_200590500009_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059510_200586750010_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059510_200586750010_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059510_200586750010_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059510_200586750010_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059511_200586750010_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059511_200586750010_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059511_200586750010_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059511_200586750010_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059512_200586750010_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059512_200586750010_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059512_200586750010_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059512_200586750010_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059513_200586750010_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059513_200586750010_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059513_200586750010_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059513_200586750010_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059514_200586750010_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059514_200586750010_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059514_200586750010_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059514_200586750010_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059515_200590490012_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059515_200590490012_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059515_200590490012_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059515_200590490012_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059516_200590490012_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059516_200590490012_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059516_200590490012_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059516_200590490012_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059517_200590490012_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059517_200590490012_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059517_200590490012_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059517_200590490012_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059518_200357150082_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059518_200357150082_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059518_200357150082_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059518_200357150082_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059519_200357150082_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059519_200357150082_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059519_200357150082_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059519_200357150082_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059520_200357150067_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059520_200357150067_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059520_200357150067_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059520_200357150067_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059521_200357150082_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059521_200357150082_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059521_200357150082_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059521_200357150082_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059522_200357150082_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059522_200357150082_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059522_200357150082_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059522_200357150082_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059523_200357150082_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059523_200357150082_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059523_200357150082_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059523_200357150082_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059524_200357150082_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059524_200357150082_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059524_200357150082_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059524_200357150082_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059525_200357150082_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059525_200357150082_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059525_200357150082_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059525_200357150082_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059526_200357150128_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059526_200357150128_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059526_200357150128_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059526_200357150128_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059527_200357150128_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059527_200357150128_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059527_200357150128_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059527_200357150128_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059528_200357150128_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059528_200357150128_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059528_200357150128_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059528_200357150128_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059529_200357150128_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059529_200357150128_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059529_200357150128_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059529_200357150128_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059530_200357150128_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059530_200357150128_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059530_200357150128_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059530_200357150128_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059531_200590500074_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059531_200590500074_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059531_200590500074_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059531_200590500074_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059532_200590490012_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059532_200590490012_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059532_200590490012_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059532_200590490012_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059533_200590490012_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059533_200590490012_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059533_200590490012_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059533_200590490012_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059534_200357150128_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059534_200357150128_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059534_200357150128_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059534_200357150128_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059535_200357150128_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059535_200357150128_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059535_200357150128_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059535_200357150128_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059536_200357150128_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059536_200357150128_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059536_200357150128_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059536_200357150128_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059537_200586750013_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059537_200586750013_R01C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059537_200586750013_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059537_200586750013_R01C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059538_200590490012_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059538_200590490012_R06C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059538_200590490012_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059538_200590490012_R06C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059539_200590490012_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059539_200590490012_R07C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059539_200590490012_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059539_200590490012_R07C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059540_200590490012_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059540_200590490012_R08C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059540_200590490012_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059540_200590490012_R08C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059541_200586750013_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059541_200586750013_R02C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059541_200586750013_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059541_200586750013_R02C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059542_200586750013_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059542_200586750013_R03C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059542_200586750013_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059542_200586750013_R03C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059543_200586750013_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059543_200586750013_R04C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059543_200586750013_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059543_200586750013_R04C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059544_200586750013_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059544_200586750013_R05C01_Grn.idat --> example_data/GSE112179
INFO:methylprep.download.geo:TRYING to move example_data/GSE112179/tmp_5_8m4qb/GSM3059544_200586750013_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Moving example_data/GSE112179/tmp_5_8m4qb/GSM3059544_200586750013_R05C01_Red.idat --> example_data/GSE112179
INFO:methylprep.download.geo:Tempfolder example_data/GSE112179/tmp_5_8m4qb contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112525', 'data_dir': 'example_data/GSE112525', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112525'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112525
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112525












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112179/tmp_5_8m4qb'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:03<00:00,  1.58s/it]
INFO:methylprep.download.geo:example_data/GSE112525/tmpvyi1cyxt/geo_alert GSE112525.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation in neurons from post-mortem brains in schizophrenia and bipolar disorder', 'GSE': 'GSE112525', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112525', 'samples': 332, 'date': '2019-05-03', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE112525_RAW.tar', 'file_size_0': '31.0 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112525&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112525/matrix/GSE112525_series_matrix.txt.gz
GSE112525_series_matrix.txt.gz: 100%|██████████| 657M/657M [01:43<00:00, 6.34MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE112525 data: (812663, 100) headers: (42, 100)
INFO:methylprep.download.geo:Tempfolder example_data/GSE112525/tmpvyi1cyxt contains 2 files, 1.4G total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112596', 'data_dir': 'example_data/GSE112596', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112596'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112596
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112596












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112525/tmpvyi1cyxt'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.00s/it]
INFO:methylprep.download.geo:example_data/GSE112596/tmp228fjrjx/geo_alert GSE112596.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenome analysis of CD4 T cells from treated and untreated patients with multiple sclerosis (MS)', 'GSE': 'GSE112596', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112596', 'samples': 112, 'date': '2018-04-03', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE112596_GEOmatrixprocessed.csv.gz', 'file_size_0': '430.0 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112596/suppl/GSE112596%5FGEOmatrixprocessed%2Ecsv%2Egz', 'file_name_1': 'GSE112596_GEOrawintensities.csv.gz', 'file_size_1': '407.3 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112596/suppl/GSE112596%5FGEOrawintensities%2Ecsv%2Egz', 'file_name_2': 'GSE112596_RAW.tar', 'file_size_2': '161.2 Mb', 'file_link_2': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112596&format=file'}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112596/matrix/GSE112596_series_matrix.txt.gz
GSE112596_series_matrix.txt.gz: 100%|██████████| 6.57k/6.57k [00:00<00:00, 1.50MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE112596 data: (0, 112) headers: (39, 112)
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
WARNING:methylprep.download.geo:Characteristic  not understood
INFO:methylprep.download.geo:Tempfolder example_data/GSE112596/tmp228fjrjx contains 2 files, 136K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112611', 'data_dir': 'example_data/GSE112611', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112611'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112611
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112611












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112596/tmp228fjrjx'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.26s/it]
INFO:methylprep.download.geo:example_data/GSE112611/tmph0fcefh6/geo_alert GSE112611.csv written
INFO:methylprep.download.geo:0: {'title': 'Blood-Derived DNA Methylation Signatures of Crohn’s Disease and Severity of Intestinal Inflammation', 'GSE': 'GSE112611', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112611', 'samples': 402, 'date': '2018-04-03', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE112611_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112611&format=file', 'file_name_1': 'GSE112611_beta_values.txt.gz', 'file_size_1': '2.5 Gb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112611/suppl/GSE112611%5Fbeta%5Fvalues%2Etxt%2Egz', 'file_name_2': 'GSE112611_methlyated_unmethylated.txt.gz', 'file_size_2': '1.5 Gb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112611/suppl/GSE112611%5Fmethlyated%5Funmethylated%2Etxt%2Egz'}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112611/matrix/GSE112611_series_matrix.txt.gz
GSE112611_series_matrix.txt.gz: 100%|██████████| 11.4k/11.4k [00:00<00:00, 2.40MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE112611 data: (0, 402) headers: (35, 402)
INFO:methylprep.download.geo:Tempfolder example_data/GSE112611/tmph0fcefh6 contains 2 files, 288K total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112618', 'data_dir': 'example_data/GSE112618', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112618'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112618
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112618












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112611/tmph0fcefh6'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE112618/tmp8ij84pl9/geo_alert GSE112618.csv written
INFO:methylprep.download.geo:0: {'title': 'FACS validation dataset: An optimized library for reference-based deconvolution of whole-blood biospecimens assayed using the Illumina HumanMethylationEPIC BeadArray (III)', 'GSE': 'GSE112618', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112618', 'samples': 6, 'date': '2018-05-08', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE112618_RAW.tar', 'file_size_0': '245.7 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112618&format=file', 'file_name_1': 'GSE112618_methylated_and_unmethylated_signal.txt.gz', 'file_size_1': '29.1 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112618/suppl/GSE112618%5Fmethylated%5Fand%5Funmethylated%5Fsignal%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE112618
INFO:methylprep.download.geo:Downloading GSE112618_family.xml
INFO:methylprep.download.geo:Unpacking GSE112618_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE112618 idats
INFO:methylprep.download.geo:Found 20 tags for 6 samples: {'source': 'whole blood', 'platform': 'GPL21145', 'title': '3021Cit-80', 'sample_well': 'H01', 'ChIP': '1', 'Sex': 'Male', 'age': '56', 'array': 'R08C01', 'slide': '404327060012/2', 'cd4t proportion': '0.1619252', 'cd8t proportion': '0.152631535', 'nk proportion': '0.048088244', 'bcell proportion': '0.059132822', 'monocytes proportion': '0.086664369', 'granulocytes proportion': '0.440635471', 'neutrophils proportion': '0.375769', 'description': 'whole blood from a healthy male time 1', 'Sample_ID': '202163530006_R08C01', 'Sentrix_ID': '202163530006', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 6 rows and 20 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'sample_well', 'ChIP', 'Sex', 'age', 'array', 'slide', 'cd4t proportion', 'cd8t proportion', 'nk proportion', 'bcell proportion', 'monocytes proportion', 'granulocytes proportion', 'neutrophils proportion', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE112618/tmp8ij84pl9/geo_alert GSE112618.csv --> example_data/GSE112618
INFO:methylprep.download.geo:Moving example_data/GSE112618/tmp8ij84pl9/geo_alert GSE112618.csv --> example_data/GSE112618
INFO:methylprep.download.geo:TRYING to move example_data/GSE112618/tmp8ij84pl9/GPL21145 --> example_data/GSE112618
INFO:methylprep.download.geo:Moving example_data/GSE112618/tmp8ij84pl9/GPL21145 --> example_data/GSE112618
INFO:methylprep.download.geo:TRYING to move example_data/GSE112618/tmp8ij84pl9/GSE112618_family.xml --> example_data/GSE112618
INFO:methylprep.download.geo:Moving example_data/GSE112618/tmp8ij84pl9/GSE112618_family.xml --> example_data/GSE112618
INFO:methylprep.download.geo:Tempfolder example_data/GSE112618/tmp8ij84pl9 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112905', 'data_dir': 'example_data/GSE112905', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112905'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112905
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112905












example_data/GSE112618 example_data/GSE112618/tmp8ij84pl9
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112618/tmp8ij84pl9'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.15it/s]
INFO:methylprep.download.geo:example_data/GSE112905/tmpq4qp7rdv/geo_alert GSE112905.csv written
INFO:methylprep.download.geo:0: {'title': 'Changes in DNA methylation patterns associated with Gulf War Illness', 'GSE': 'GSE112905', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112905', 'samples': 20, 'date': '2019-03-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE112905_RAW.tar', 'file_size_0': '441.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112905&format=file', 'file_name_1': 'GSE112905_non-normalized.txt.gz', 'file_size_1': '82.7 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112905/suppl/GSE112905%5Fnon%2Dnormalized%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE112905
INFO:methylprep.download.geo:Downloading GSE112905_family.xml
INFO:methylprep.download.geo:Unpacking GSE112905_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE112905 idats
INFO:methylprep.download.geo:Found 11 tags for 20 samples: {'source': 'GWI PBMC', 'platform': 'GPL21145', 'title': 'PBMC genomic DNA GWI 10', 'gender': 'male', 'subject id': 'GWI subject 10', 'disease state': 'Gulf War Illness (GWI)', 'cell type': 'peripheral blood mononuclear cells (PBMC)', 'description': 'PBMC genomic DNA from GWI subject 10\n223G', 'Sample_ID': '200526580007_R07C01', 'Sentrix_ID': '200526580007', 'Sentrix_Position': 'R07C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 20 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'subject id', 'disease state', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE112905/tmpq4qp7rdv/geo_alert GSE112905.csv --> example_data/GSE112905
INFO:methylprep.download.geo:Moving example_data/GSE112905/tmpq4qp7rdv/geo_alert GSE112905.csv --> example_data/GSE112905
INFO:methylprep.download.geo:TRYING to move example_data/GSE112905/tmpq4qp7rdv/GPL21145 --> example_data/GSE112905
INFO:methylprep.download.geo:Moving example_data/GSE112905/tmpq4qp7rdv/GPL21145 --> example_data/GSE112905
INFO:methylprep.download.geo:TRYING to move example_data/GSE112905/tmpq4qp7rdv/GSE112905_family.xml --> example_data/GSE112905
INFO:methylprep.download.geo:Moving example_data/GSE112905/tmpq4qp7rdv/GSE112905_family.xml --> example_data/GSE112905
INFO:methylprep.download.geo:Tempfolder example_data/GSE112905/tmpq4qp7rdv contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE112924', 'data_dir': 'example_data/GSE112924', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE112924'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE112924
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE112924












example_data/GSE112905 example_data/GSE112905/tmpq4qp7rdv
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112905/tmpq4qp7rdv'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.11it/s]
INFO:methylprep.download.geo:example_data/GSE112924/tmp0b02qo6x/geo_alert GSE112924.csv written
INFO:methylprep.download.geo:0: {'title': 'Evaluation of cross-platform and interlaboratory concordance via consensus modelling of genomic measurements [HMEPIC array]', 'GSE': 'GSE112924', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE112924', 'samples': 3, 'date': '2018-09-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE112924_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE112924&format=file', 'file_name_1': 'GSE112924_methylated_unmethylated_signal_intensities.txt.gz', 'file_size_1': '14.9 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112924/suppl/GSE112924%5Fmethylated%5Funmethylated%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE112nnn/GSE112924/matrix/GSE112924_series_matrix.txt.gz
GSE112924_series_matrix.txt.gz: 100%|██████████| 16.9M/16.9M [00:02<00:00, 5.74MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE112924 data: (866836, 3) headers: (36, 3)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE112924/tmp0b02qo6x contains 2 files, 40M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE113372', 'data_dir': 'example_data/GSE113372', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE113372'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE113372
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE113372












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE112924/tmp0b02qo6x'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.02it/s]
INFO:methylprep.download.geo:example_data/GSE113372/tmp7malwnxi/geo_alert GSE113372.csv written
INFO:methylprep.download.geo:0: {'title': 'Evaluation of cross-platform and interlaboratory concordance via consensus modelling of genomic measurements', 'GSE': 'GSE113372', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE113372', 'samples': 11, 'date': '2018-09-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE113372_RAW.tar', 'file_size_0': '211.0 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE113372&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE113nnn/GSE113372/matrix/GSE113372_series_matrix.txt.gz
GSE113372_series_matrix.txt.gz: 100%|██████████| 16.9M/16.9M [00:02<00:00, 5.89MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE113372 data: (866836, 3) headers: (36, 3)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE113372/tmp7malwnxi contains 2 files, 40M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE113545', 'data_dir': 'example_data/GSE113545', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE113545'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE113545
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE113545












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE113372/tmp7malwnxi'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.09it/s]
INFO:methylprep.download.geo:example_data/GSE113545/tmpwaas048y/geo_alert GSE113545.csv written
INFO:methylprep.download.geo:0: {'title': 'Cytosine methylation analysis of adult mixed phenotype acute leukemia (MPAL)', 'GSE': 'GSE113545', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE113545', 'samples': 31, 'date': '2018-04-24', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE113545_RAW.tar', 'file_size_0': '600.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE113545&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE113545
INFO:methylprep.download.geo:Downloading GSE113545_family.xml
INFO:methylprep.download.geo:Unpacking GSE113545_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE113545 idats
INFO:methylprep.download.geo:Found 10 tags for 31 samples: {'source': 'bone marrow sample from MPAL patient', 'platform': 'GPL21145', 'title': 'genomic DNA from bone marrow 31', 'subject status': 'mixed phenotype acute leukemia (MPAL) patient', 'subject id': 'MPAL patient 31', 'tissue': 'bone marrow', 'description': 'SAMPLE 31\n200970090037_R01C01', 'Sample_ID': '200970090037_R01C01', 'Sentrix_ID': '200970090037', 'Sentrix_Position': 'R01C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 31 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'subject status', 'subject id', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE113545/tmpwaas048y/geo_alert GSE113545.csv --> example_data/GSE113545
INFO:methylprep.download.geo:Moving example_data/GSE113545/tmpwaas048y/geo_alert GSE113545.csv --> example_data/GSE113545
INFO:methylprep.download.geo:TRYING to move example_data/GSE113545/tmpwaas048y/GPL21145 --> example_data/GSE113545
INFO:methylprep.download.geo:Moving example_data/GSE113545/tmpwaas048y/GPL21145 --> example_data/GSE113545
INFO:methylprep.download.geo:TRYING to move example_data/GSE113545/tmpwaas048y/GSE113545_family.xml --> example_data/GSE113545
INFO:methylprep.download.geo:Moving example_data/GSE113545/tmpwaas048y/GSE113545_family.xml --> example_data/GSE113545
INFO:methylprep.download.geo:Tempfolder example_data/GSE113545/tmpwaas048y contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE113687', 'data_dir': 'example_data/GSE113687', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE113687'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE113687
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE113687












example_data/GSE113545 example_data/GSE113545/tmpwaas048y
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE113545/tmpwaas048y'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.22s/it]
INFO:methylprep.download.geo:example_data/GSE113687/tmpif_5tary/geo_alert GSE113687.csv written
INFO:methylprep.download.geo:0: {'title': 'Metabolic adaptations underlie epigenetic vulnerabilities in chemoresistant breast cancer', 'GSE': 'GSE113687', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE113687', 'samples': 114, 'date': '2020-08-18', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE113687_RAW.tar', 'file_size_0': '442.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE113687&format=file', 'file_name_1': '', 'file_size_1': '', 'file_link_1': '', 'file_name_2': '', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE113687
INFO:methylprep.download.geo:Downloading GSE113687_family.xml
INFO:methylprep.download.geo:Unpacking GSE113687_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE113687 idats
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d0_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d4_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d0_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d4_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d0_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d4_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d0_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d4_1 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d0_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d4_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d0_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d4_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d0_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d4_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d0_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d4_2 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d0_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436DMSO_UNC_d4_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d0_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_UNC_d4_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d0_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_UNC_d4_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d0_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_UNC_d4_3 has unrecognized platform: GPL18573; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_1_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_1_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_1_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_1_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_1_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_1_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_1_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_1_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_1_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_1_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_1_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_1_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_1_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_1_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_1_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_1_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_1_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_1_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_1_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_1_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_2_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_2_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_2_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_2_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_DMSO_2_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_2_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_2_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_2_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_2_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20A_2_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_2_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_2_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_2_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_2_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20B_2_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_2_input has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_2_H3K4me1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_2_H3K4me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_2_H3K27ac has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human_436_20C_2_H3K27me3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_DMSO-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20A_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20B_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20C_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_DMSO-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20A_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20B_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20C_PAC-1 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_DMSO-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20A_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20B_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20C_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_DMSO-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20A_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20B_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20C_PAC-2 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_DMSO-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20A_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20B_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human 436_20C_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_DMSO-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20A_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20B_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:MINiML file does not provide (Sentrix_ID_R00C00)
WARNING:methylprep.download.geo:Sample: Human HS_20C_PAC-3 has unrecognized platform: GPL11154; not moving data file
INFO:methylprep.download.geo:Found 8 tags for 114 samples: {'source': 'HS 578T', 'platform': 'GPL11154', 'title': 'Human HS_20C_PAC-3', 'cell type': 'TNBC', 'paclitaxel sensitivity': 'Taxol-resistant', 'replicate': 'GD_RNA_20 and 10', 'agent': '20nM Paclitaxel', 'description': 'GD_RNA_30'}
INFO:methylprep.download.miniml:Final samplesheet contains 20 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell line', 'cell type', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE113687/tmpif_5tary/geo_alert GSE113687.csv --> example_data/GSE113687
INFO:methylprep.download.geo:Moving example_data/GSE113687/tmpif_5tary/geo_alert GSE113687.csv --> example_data/GSE113687
INFO:methylprep.download.geo:TRYING to move example_data/GSE113687/tmpif_5tary/GPL21145 --> example_data/GSE113687
INFO:methylprep.download.geo:Moving example_data/GSE113687/tmpif_5tary/GPL21145 --> example_data/GSE113687
INFO:methylprep.download.geo:TRYING to move example_data/GSE113687/tmpif_5tary/GSE113687_family.xml --> example_data/GSE113687
INFO:methylprep.download.geo:Moving example_data/GSE113687/tmpif_5tary/GSE113687_family.xml --> example_data/GSE113687
INFO:methylprep.download.geo:Tempfolder example_data/GSE113687/tmpif_5tary contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE114163', 'data_dir': 'example_data/GSE114163', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE114163'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE114163
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE114163












example_data/GSE113687 example_data/GSE113687/tmpif_5tary
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE113687/tmpif_5tary'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE114163/tmpz6mgxil6/geo_alert GSE114163.csv written
INFO:methylprep.download.geo:0: {'title': 'A revised model of clonal evolution of intraductal papillary mucinous neoplasm-related pancreatic carcinogenesis', 'GSE': 'GSE114163', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE114163', 'samples': 5, 'date': '2019-05-08', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE114163_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE114163&format=file', 'file_name_1': 'GSE114163_non_normalized.txt.gz', 'file_size_1': '24.2 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114163/suppl/GSE114163%5Fnon%5Fnormalized%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114163/matrix/GSE114163_series_matrix.txt.gz
GSE114163_series_matrix.txt.gz: 100%|██████████| 25.9M/25.9M [00:04<00:00, 5.98MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE114163 data: (865918, 5) headers: (38, 5)












!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta
!Sample_description missing from meta












INFO:methylprep.download.geo:Tempfolder example_data/GSE114163/tmpz6mgxil6 contains 2 files, 60M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE114210', 'data_dir': 'example_data/GSE114210', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE114210'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE114210
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE114210












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE114163/tmpz6mgxil6'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE114210/tmpyepc7uuc/geo_alert GSE114210.csv written
INFO:methylprep.download.geo:0: {'title': 'IG-MYC-positive neoplasms with precursor B-cell phenotype are molecularly distinct from Burkitt lymphomas', 'GSE': 'GSE114210', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE114210', 'samples': 7, 'date': '2018-10-08', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE114210_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE114210&format=file', 'file_name_1': 'GSE114210_Signal.Intensities.csv.gz', 'file_size_1': '54.2 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114210/suppl/GSE114210%5FSignal%2EIntensities%2Ecsv%2Egz', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114210/matrix/GSE114210_series_matrix.txt.gz
GSE114210_series_matrix.txt.gz: 100%|██████████| 29.1M/29.1M [00:04<00:00, 5.87MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE114210 data: (865918, 7) headers: (32, 7)
INFO:methylprep.download.geo:Tempfolder example_data/GSE114210/tmpyepc7uuc contains 2 files, 69M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE114721', 'data_dir': 'example_data/GSE114721', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE114721'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE114721
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE114721












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE114210/tmpyepc7uuc'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.19it/s]
INFO:methylprep.download.geo:example_data/GSE114721/tmp58l8rn5c/geo_alert GSE114721.csv written
INFO:methylprep.download.geo:0: {'title': 'Genome wide methylation analysis of 16 melanoma cell lines', 'GSE': 'GSE114721', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE114721', 'samples': 16, 'date': '2018-08-31', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE114721_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE114721&format=file', 'file_name_1': 'GSE114721_non-normalized.txt.gz', 'file_size_1': '78.0 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114721/suppl/GSE114721%5Fnon%2Dnormalized%2Etxt%2Egz', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114721/matrix/GSE114721_series_matrix.txt.gz
GSE114721_series_matrix.txt.gz: 100%|██████████| 64.3M/64.3M [00:08<00:00, 7.70MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE114721 data: (749382, 16) headers: (33, 16)
INFO:methylprep.download.geo:Tempfolder example_data/GSE114721/tmp58l8rn5c contains 2 files, 145M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE114763', 'data_dir': 'example_data/GSE114763', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE114763'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE114763
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE114763












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE114721/tmp58l8rn5c'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE114763/tmpapcoz5nl/geo_alert GSE114763.csv written
INFO:methylprep.download.geo:0: {'title': 'Human Muscle Posses Epigenetic Memory', 'GSE': 'GSE114763', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE114763', 'samples': 40, 'date': '2018-05-23', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE114763_RAW.tar', 'file_size_0': '721.8 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE114763&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE114763
INFO:methylprep.download.geo:Downloading GSE114763_family.xml
INFO:methylprep.download.geo:Unpacking GSE114763_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE114763 idats
INFO:methylprep.download.geo:Found 14 tags for 40 samples: {'source': 'Muscle_VastusLateralis_Baseline(CON)', 'platform': 'GPL21145', 'title': 'SkM_Epi_Mem_40: Muscle_Baseline_Participant_001_Rep2', 'tissue': 'vastus lateralis muscle', 'gender': 'Male', 'age': '39', 'weight': '72.8 kg', 'height': '175cm', 'training history': 'Untrained', 'health status': 'Healthy', 'description': 'Normalised (SWAN normalisation method; Maksimovic et al., 2012) data', 'Sample_ID': '201496860128_R08C01', 'Sentrix_ID': '201496860128', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 40 rows and 14 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'gender', 'age', 'weight', 'height', 'training history', 'health status', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE114763/tmpapcoz5nl/geo_alert GSE114763.csv --> example_data/GSE114763
INFO:methylprep.download.geo:Moving example_data/GSE114763/tmpapcoz5nl/geo_alert GSE114763.csv --> example_data/GSE114763
INFO:methylprep.download.geo:TRYING to move example_data/GSE114763/tmpapcoz5nl/GPL21145 --> example_data/GSE114763
INFO:methylprep.download.geo:Moving example_data/GSE114763/tmpapcoz5nl/GPL21145 --> example_data/GSE114763
INFO:methylprep.download.geo:TRYING to move example_data/GSE114763/tmpapcoz5nl/GSE114763_family.xml --> example_data/GSE114763
INFO:methylprep.download.geo:Moving example_data/GSE114763/tmpapcoz5nl/GSE114763_family.xml --> example_data/GSE114763
INFO:methylprep.download.geo:Tempfolder example_data/GSE114763/tmpapcoz5nl contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE114989', 'data_dir': 'example_data/GSE114989', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE114989'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE114989
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE114989












example_data/GSE114763 example_data/GSE114763/tmpapcoz5nl
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE114763/tmpapcoz5nl'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.14it/s]
INFO:methylprep.download.geo:example_data/GSE114989/tmpka8d1tvb/geo_alert GSE114989.csv written
INFO:methylprep.download.geo:0: {'title': 'Global DNA methylation reflects spatial heterogeneity and molecular evolution of lung adenocarcinomas', 'GSE': 'GSE114989', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE114989', 'samples': 40, 'date': '2019-05-15', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE114989_Matrixprocessed.txt.gz', 'file_size_0': '371.9 Mb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE114nnn/GSE114989/suppl/GSE114989%5FMatrixprocessed%2Etxt%2Egz', 'file_name_1': 'GSE114989_RAW.tar', 'file_size_1': '730.1 Mb', 'file_link_1': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE114989&format=file', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE114989
INFO:methylprep.download.geo:Downloading GSE114989_family.xml
INFO:methylprep.download.geo:Unpacking GSE114989_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE114989 idats
INFO:methylprep.download.geo:Found 9 tags for 40 samples: {'source': 'lung adenocarcinoma', 'platform': 'GPL21145', 'title': 'acinary (sample 40)', 'tissue': 'acinary', 'tumor_id': '1F28TN', 'description': 'Methylation data from lung adenocarcinoma.\nSAMPLE 40', 'Sample_ID': '200876170011_R08C01', 'Sentrix_ID': '200876170011', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 40 rows and 9 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'tissue', 'tumor_id', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE114989/tmpka8d1tvb/geo_alert GSE114989.csv --> example_data/GSE114989
INFO:methylprep.download.geo:Moving example_data/GSE114989/tmpka8d1tvb/geo_alert GSE114989.csv --> example_data/GSE114989
INFO:methylprep.download.geo:TRYING to move example_data/GSE114989/tmpka8d1tvb/GPL21145 --> example_data/GSE114989
INFO:methylprep.download.geo:Moving example_data/GSE114989/tmpka8d1tvb/GPL21145 --> example_data/GSE114989
INFO:methylprep.download.geo:TRYING to move example_data/GSE114989/tmpka8d1tvb/GSE114989_family.xml --> example_data/GSE114989
INFO:methylprep.download.geo:Moving example_data/GSE114989/tmpka8d1tvb/GSE114989_family.xml --> example_data/GSE114989
INFO:methylprep.download.geo:Tempfolder example_data/GSE114989/tmpka8d1tvb contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115246', 'data_dir': 'example_data/GSE115246', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115246'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115246
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115246












example_data/GSE114989 example_data/GSE114989/tmpka8d1tvb
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE114989/tmpka8d1tvb'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.00it/s]
INFO:methylprep.download.geo:example_data/GSE115246/tmpz1q4x_2y/geo_alert GSE115246.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenetic prediction of response to anti-PD-1 treatment in non-small-cell lung cancer: a multicenter, retrospective analysis', 'GSE': 'GSE115246', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115246', 'samples': 81, 'date': '2021-06-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE115246_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115246&format=file', 'file_name_1': 'GSE115246_methylated_unmethylated_signal_intensities.txt.gz', 'file_size_1': '1.1 Gb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115246/suppl/GSE115246%5Fmethylated%5Funmethylated%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data are available on Series record', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115246/matrix/GSE115246_series_matrix.txt.gz
GSE115246_series_matrix.txt.gz: 100%|██████████| 576M/576M [01:20<00:00, 7.16MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE115246 data: (865859, 81) headers: (34, 81)
INFO:methylprep.download.geo:Tempfolder example_data/GSE115246/tmpz1q4x_2y contains 2 files, 1.2G total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115278', 'data_dir': 'example_data/GSE115278', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115278'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115278
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115278












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115246/tmpz1q4x_2y'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:03<00:00,  1.57s/it]
INFO:methylprep.download.geo:example_data/GSE115278/tmp8psd6ycl/geo_alert GSE115278.csv written
INFO:methylprep.download.geo:0: {'title': 'Epigenome-wide association study in peripheral white blood cells: Methyl Epigenome Network Association (MENA) project', 'GSE': 'GSE115278', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115278', 'samples': 474, 'date': '2018-06-05', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE115278_Matrix_processed.txt.gz', 'file_size_0': '1.4 Gb', 'file_link_0': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115278/suppl/GSE115278%5FMatrix%5Fprocessed%2Etxt%2Egz', 'file_name_1': 'GSE115278_Matrix_signal_intensities.txt.gz', 'file_size_1': '1.1 Gb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115278/suppl/GSE115278%5FMatrix%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'GSE115278_RAW.tar', 'file_size_2': '4.5 Gb', 'file_link_2': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115278&format=file'}
INFO:methylprep.download.geo:IDATs exist for GSE115278
INFO:methylprep.download.geo:Downloading GSE115278_family.xml
INFO:methylprep.download.geo:Unpacking GSE115278_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE115278 idats
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
WARNING:methylprep.download.geo:Sample: genomic DNA from peripheral white blood  has unrecognized platform: GPL16304; not moving data file
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INFO:methylprep.download.geo:Found 13 tags for 474 samples: {'source': 'peripheral white blood cells', 'platform': 'GPL16304', 'title': 'genomic DNA from peripheral white blood cells [9969477164_R04C02]', 'Sex': 'Male', 'age': '50', 'study': 'NUGENOB', 'array': '450K', 'homa-ir': '2.7', 'waist circumference (cm)': '111.2', 'description': '9969477164_R04C02', 'Sample_ID': '9969477164_R04C02', 'Sentrix_ID': '9969477164', 'Sentrix_Position': 'R04C02'}
INFO:methylprep.download.miniml:Final samplesheet contains 108 rows and 13 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'Sex', 'age', 'study', 'array', 'homa-ir', 'waist circumference (cm)', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/geo_alert GSE115278.csv --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/geo_alert GSE115278.csv --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GPL21145 --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GPL21145 --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSE115278_family.xml --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSE115278_family.xml --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173076_10003885067_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173076_10003885067_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173076_10003885067_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173076_10003885067_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173077_10003885067_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173077_10003885067_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173077_10003885067_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173077_10003885067_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173078_10003885067_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173078_10003885067_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173078_10003885067_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173078_10003885067_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173079_10003885067_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173079_10003885067_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173079_10003885067_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173079_10003885067_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173080_10003885067_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173080_10003885067_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173080_10003885067_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173080_10003885067_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173081_10003885068_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173081_10003885068_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173081_10003885068_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173081_10003885068_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173082_10003885068_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173082_10003885068_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173082_10003885068_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173082_10003885068_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173083_10003885068_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173083_10003885068_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173083_10003885068_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173083_10003885068_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173084_10003885068_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173084_10003885068_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173084_10003885068_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173084_10003885068_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173085_10003885068_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173085_10003885068_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173085_10003885068_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173085_10003885068_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173086_10003885075_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173086_10003885075_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173086_10003885075_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173086_10003885075_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173087_10003885075_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173087_10003885075_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173087_10003885075_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173087_10003885075_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173088_10003885075_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173088_10003885075_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173088_10003885075_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173088_10003885075_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173089_10003885075_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173089_10003885075_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173089_10003885075_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173089_10003885075_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173090_10003885075_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173090_10003885075_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173090_10003885075_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173090_10003885075_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173091_10003885075_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173091_10003885075_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173091_10003885075_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173091_10003885075_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173092_10003885075_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173092_10003885075_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173092_10003885075_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173092_10003885075_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173093_10003885075_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173093_10003885075_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173093_10003885075_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173093_10003885075_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173094_10003885075_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173094_10003885075_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173094_10003885075_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173094_10003885075_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173095_10003885075_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173095_10003885075_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173095_10003885075_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173095_10003885075_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173096_10003885075_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173096_10003885075_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173096_10003885075_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173096_10003885075_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173097_10003885087_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173097_10003885087_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173097_10003885087_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173097_10003885087_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173098_10003885087_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173098_10003885087_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173098_10003885087_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173098_10003885087_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173099_10003885087_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173099_10003885087_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173099_10003885087_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173099_10003885087_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173100_10003885087_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173100_10003885087_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173100_10003885087_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173100_10003885087_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173101_10003885087_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173101_10003885087_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173101_10003885087_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173101_10003885087_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173102_10003885087_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173102_10003885087_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173102_10003885087_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173102_10003885087_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173103_10003885087_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173103_10003885087_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173103_10003885087_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173103_10003885087_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173104_10003885087_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173104_10003885087_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173104_10003885087_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173104_10003885087_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173105_10003885087_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173105_10003885087_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173105_10003885087_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173105_10003885087_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173106_10003885087_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173106_10003885087_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173106_10003885087_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173106_10003885087_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173107_10003886080_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173107_10003886080_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173107_10003886080_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173107_10003886080_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173108_10003886080_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173108_10003886080_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173108_10003886080_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173108_10003886080_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173109_10003886080_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173109_10003886080_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173109_10003886080_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173109_10003886080_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173110_10003886080_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173110_10003886080_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173110_10003886080_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173110_10003886080_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173111_10003886080_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173111_10003886080_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173111_10003886080_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173111_10003886080_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173112_10003886080_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173112_10003886080_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173112_10003886080_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173112_10003886080_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173113_10003886080_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173113_10003886080_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173113_10003886080_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173113_10003886080_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173114_10003886080_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173114_10003886080_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173114_10003886080_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173114_10003886080_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173115_10003886080_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173115_10003886080_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173115_10003886080_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173115_10003886080_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173116_10003886080_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173116_10003886080_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173116_10003886080_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173116_10003886080_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173117_10003886080_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173117_10003886080_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173117_10003886080_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173117_10003886080_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173118_10003886088_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173118_10003886088_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173118_10003886088_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173118_10003886088_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173119_10003886088_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173119_10003886088_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173119_10003886088_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173119_10003886088_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173120_10003886088_R02C01_Grn.idat --> example_data/GSE115278
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INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173120_10003886088_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173120_10003886088_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173120_10003886088_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173121_10003886088_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173121_10003886088_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173121_10003886088_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173121_10003886088_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173122_10003886088_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173122_10003886088_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173122_10003886088_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173122_10003886088_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173123_10003886088_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173123_10003886088_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173123_10003886088_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173123_10003886088_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173124_10003886088_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173124_10003886088_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173124_10003886088_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173124_10003886088_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173125_10003886088_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173125_10003886088_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173125_10003886088_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173125_10003886088_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173126_10003886088_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173126_10003886088_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173126_10003886088_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173126_10003886088_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173127_10003886088_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173127_10003886088_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173127_10003886088_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173127_10003886088_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173128_10003886088_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173128_10003886088_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173128_10003886088_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173128_10003886088_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173129_10003886088_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173129_10003886088_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173129_10003886088_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173129_10003886088_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173130_10003886097_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173130_10003886097_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173130_10003886097_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173130_10003886097_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173131_10003886097_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173131_10003886097_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173131_10003886097_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173131_10003886097_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173132_10003886097_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173132_10003886097_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173132_10003886097_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173132_10003886097_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173133_10003886097_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173133_10003886097_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173133_10003886097_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173133_10003886097_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173134_10003886097_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173134_10003886097_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173134_10003886097_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173134_10003886097_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173135_10003886097_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173135_10003886097_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173135_10003886097_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173135_10003886097_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173136_10003886097_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173136_10003886097_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173136_10003886097_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173136_10003886097_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173137_10003886097_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173137_10003886097_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173137_10003886097_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173137_10003886097_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173138_10003886097_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173138_10003886097_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173138_10003886097_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173138_10003886097_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173139_10003886097_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173139_10003886097_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173139_10003886097_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173139_10003886097_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173140_10003886138_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173140_10003886138_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173140_10003886138_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173140_10003886138_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173141_10003886138_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173141_10003886138_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173141_10003886138_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173141_10003886138_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173142_10003886138_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173142_10003886138_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173142_10003886138_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173142_10003886138_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173143_10003886138_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173143_10003886138_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173143_10003886138_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173143_10003886138_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173144_10003886138_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173144_10003886138_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173144_10003886138_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173144_10003886138_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173145_10003886138_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173145_10003886138_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173145_10003886138_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173145_10003886138_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173146_200053740193_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173146_200053740193_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173146_200053740193_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173146_200053740193_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173147_200053740193_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173147_200053740193_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173147_200053740193_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173147_200053740193_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173148_200053740193_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173148_200053740193_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173148_200053740193_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173148_200053740193_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173149_200053740193_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173149_200053740193_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173149_200053740193_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173149_200053740193_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173150_200053740193_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173150_200053740193_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173150_200053740193_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173150_200053740193_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173151_200053740193_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173151_200053740193_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173151_200053740193_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173151_200053740193_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173152_200053740193_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173152_200053740193_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173152_200053740193_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173152_200053740193_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173153_200053740193_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173153_200053740193_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173153_200053740193_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173153_200053740193_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173154_200053740193_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173154_200053740193_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173154_200053740193_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173154_200053740193_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173155_200053740193_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173155_200053740193_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173155_200053740193_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173155_200053740193_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173156_200053740193_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173156_200053740193_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173156_200053740193_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173156_200053740193_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173157_200053740193_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173157_200053740193_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173157_200053740193_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173157_200053740193_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173158_200053740194_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173158_200053740194_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173158_200053740194_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173158_200053740194_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173159_200053740194_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173159_200053740194_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173159_200053740194_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173159_200053740194_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173160_200053740194_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173160_200053740194_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173160_200053740194_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173160_200053740194_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173161_200053740194_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173161_200053740194_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173161_200053740194_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173161_200053740194_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173162_200053740194_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173162_200053740194_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173162_200053740194_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173162_200053740194_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173163_200053740194_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173163_200053740194_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173163_200053740194_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173163_200053740194_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173164_200053740194_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173164_200053740194_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173164_200053740194_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173164_200053740194_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173165_200053740194_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173165_200053740194_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173165_200053740194_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173165_200053740194_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173166_200053740194_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173166_200053740194_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173166_200053740194_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173166_200053740194_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173167_200053740194_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173167_200053740194_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173167_200053740194_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173167_200053740194_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173168_200053740194_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173168_200053740194_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173168_200053740194_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173168_200053740194_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173169_200053740208_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173169_200053740208_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173169_200053740208_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173169_200053740208_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173170_200053740208_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173170_200053740208_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173170_200053740208_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173170_200053740208_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173171_200053740208_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173171_200053740208_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173171_200053740208_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173171_200053740208_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173172_200053740208_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173172_200053740208_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173172_200053740208_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173172_200053740208_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173173_200053740208_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173173_200053740208_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173173_200053740208_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173173_200053740208_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173174_200053740208_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173174_200053740208_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173174_200053740208_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173174_200053740208_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173175_200053740208_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173175_200053740208_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173175_200053740208_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173175_200053740208_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173176_200053740208_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173176_200053740208_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173176_200053740208_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173176_200053740208_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173177_200053740208_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173177_200053740208_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173177_200053740208_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173177_200053740208_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173178_200053740208_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173178_200053740208_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173178_200053740208_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173178_200053740208_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173179_200053740208_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173179_200053740208_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173179_200053740208_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173179_200053740208_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173180_200053740208_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173180_200053740208_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173180_200053740208_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173180_200053740208_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173181_200053740229_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173181_200053740229_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173181_200053740229_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173181_200053740229_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173182_200053740229_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173182_200053740229_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173182_200053740229_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173182_200053740229_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173183_200053740229_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173183_200053740229_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173183_200053740229_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173183_200053740229_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173184_200053740229_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173184_200053740229_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173184_200053740229_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173184_200053740229_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173185_200053740229_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173185_200053740229_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173185_200053740229_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173185_200053740229_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173186_200053740229_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173186_200053740229_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173186_200053740229_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173186_200053740229_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173187_200053740229_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173187_200053740229_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173187_200053740229_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173187_200053740229_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173188_200053740229_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173188_200053740229_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173188_200053740229_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173188_200053740229_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173189_200053740229_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173189_200053740229_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173189_200053740229_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173189_200053740229_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173190_200053740229_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173190_200053740229_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173190_200053740229_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173190_200053740229_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173191_200053740229_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173191_200053740229_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173191_200053740229_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173191_200053740229_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173192_200078650016_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173192_200078650016_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173192_200078650016_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173192_200078650016_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173193_200078650016_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173193_200078650016_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173193_200078650016_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173193_200078650016_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173194_200078650016_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173194_200078650016_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173194_200078650016_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173194_200078650016_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173195_200078650016_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173195_200078650016_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173195_200078650016_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173195_200078650016_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173196_200078650016_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173196_200078650016_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173196_200078650016_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173196_200078650016_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173197_200078650016_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173197_200078650016_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173197_200078650016_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173197_200078650016_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173198_200078650016_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173198_200078650016_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173198_200078650016_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173198_200078650016_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173199_200078650016_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173199_200078650016_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173199_200078650016_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173199_200078650016_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173200_200078650016_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173200_200078650016_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173200_200078650016_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173200_200078650016_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173201_200078650016_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173201_200078650016_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173201_200078650016_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173201_200078650016_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173202_200078650016_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173202_200078650016_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173202_200078650016_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173202_200078650016_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173203_200078650024_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173203_200078650024_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173203_200078650024_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173203_200078650024_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173204_200078650024_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173204_200078650024_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173204_200078650024_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173204_200078650024_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173205_200078650024_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173205_200078650024_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173205_200078650024_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173205_200078650024_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173206_200078650024_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173206_200078650024_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173206_200078650024_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173206_200078650024_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173207_200078650024_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173207_200078650024_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173207_200078650024_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173207_200078650024_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173208_200078650024_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173208_200078650024_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173208_200078650024_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173208_200078650024_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173209_200078650024_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173209_200078650024_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173209_200078650024_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173209_200078650024_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173210_200078650024_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173210_200078650024_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173210_200078650024_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173210_200078650024_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173211_200078650024_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173211_200078650024_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173211_200078650024_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173211_200078650024_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173212_200078650024_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173212_200078650024_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173212_200078650024_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173212_200078650024_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173213_200078650024_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173213_200078650024_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173213_200078650024_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173213_200078650024_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173214_200078650024_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173214_200078650024_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173214_200078650024_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173214_200078650024_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173215_200078650031_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173215_200078650031_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173215_200078650031_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173215_200078650031_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173216_200078650031_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173216_200078650031_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173216_200078650031_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173216_200078650031_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173217_200078650031_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173217_200078650031_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173217_200078650031_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173217_200078650031_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173218_200078650031_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173218_200078650031_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173218_200078650031_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173218_200078650031_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173219_200078650031_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173219_200078650031_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173219_200078650031_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173219_200078650031_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173220_200078650031_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173220_200078650031_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173220_200078650031_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173220_200078650031_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173221_200078650031_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173221_200078650031_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173221_200078650031_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173221_200078650031_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173222_200078650031_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173222_200078650031_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173222_200078650031_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173222_200078650031_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173223_200078650031_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173223_200078650031_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173223_200078650031_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173223_200078650031_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173224_200078650031_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173224_200078650031_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173224_200078650031_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173224_200078650031_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173225_200078650031_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173225_200078650031_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173225_200078650031_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173225_200078650031_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173226_200078650031_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173226_200078650031_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173226_200078650031_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173226_200078650031_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173227_200078650033_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173227_200078650033_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173227_200078650033_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173227_200078650033_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173228_200078650033_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173228_200078650033_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173228_200078650033_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173228_200078650033_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173229_200078650033_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173229_200078650033_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173229_200078650033_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173229_200078650033_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173230_200078650033_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173230_200078650033_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173230_200078650033_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173230_200078650033_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173231_200078650033_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173231_200078650033_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173231_200078650033_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173231_200078650033_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173232_200078650033_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173232_200078650033_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173232_200078650033_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173232_200078650033_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173233_200078650033_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173233_200078650033_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173233_200078650033_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173233_200078650033_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173234_200078650033_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173234_200078650033_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173234_200078650033_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173234_200078650033_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173235_200078650033_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173235_200078650033_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173235_200078650033_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173235_200078650033_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173236_200078650033_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173236_200078650033_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173236_200078650033_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173236_200078650033_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173237_200078650033_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173237_200078650033_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173237_200078650033_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173237_200078650033_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173238_200078650054_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173238_200078650054_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173238_200078650054_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173238_200078650054_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173239_200078650054_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173239_200078650054_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173239_200078650054_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173239_200078650054_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173240_200078650054_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173240_200078650054_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173240_200078650054_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173240_200078650054_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173241_200078650054_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173241_200078650054_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173241_200078650054_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173241_200078650054_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173242_200078650054_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173242_200078650054_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173242_200078650054_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173242_200078650054_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173243_200078650054_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173243_200078650054_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173243_200078650054_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173243_200078650054_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173244_200078650054_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173244_200078650054_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173244_200078650054_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173244_200078650054_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173245_200078650054_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173245_200078650054_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173245_200078650054_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173245_200078650054_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173246_200078650054_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173246_200078650054_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173246_200078650054_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173246_200078650054_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173247_200078650054_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173247_200078650054_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173247_200078650054_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173247_200078650054_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173248_200078650054_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173248_200078650054_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173248_200078650054_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173248_200078650054_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173249_200078650060_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173249_200078650060_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173249_200078650060_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173249_200078650060_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173250_200078650060_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173250_200078650060_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173250_200078650060_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173250_200078650060_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173251_200078650060_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173251_200078650060_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173251_200078650060_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173251_200078650060_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173252_200078650060_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173252_200078650060_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173252_200078650060_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173252_200078650060_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173253_200078650060_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173253_200078650060_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173253_200078650060_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173253_200078650060_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173254_200078650060_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173254_200078650060_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173254_200078650060_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173254_200078650060_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173255_200078650060_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173255_200078650060_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173255_200078650060_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173255_200078650060_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173256_200078650060_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173256_200078650060_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173256_200078650060_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173256_200078650060_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173257_200078650060_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173257_200078650060_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173257_200078650060_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173257_200078650060_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173258_200078650060_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173258_200078650060_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173258_200078650060_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173258_200078650060_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173259_200078650060_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173259_200078650060_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173259_200078650060_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173259_200078650060_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173260_200078650060_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173260_200078650060_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173260_200078650060_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173260_200078650060_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173261_200078650061_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173261_200078650061_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173261_200078650061_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173261_200078650061_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173262_200078650061_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173262_200078650061_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173262_200078650061_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173262_200078650061_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173263_200078650061_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173263_200078650061_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173263_200078650061_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173263_200078650061_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173264_200078650061_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173264_200078650061_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173264_200078650061_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173264_200078650061_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173265_200078650061_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173265_200078650061_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173265_200078650061_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173265_200078650061_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173266_200078650061_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173266_200078650061_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173266_200078650061_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173266_200078650061_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173267_200078650061_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173267_200078650061_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173267_200078650061_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173267_200078650061_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173268_200078650061_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173268_200078650061_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173268_200078650061_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173268_200078650061_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173269_200078650061_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173269_200078650061_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173269_200078650061_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173269_200078650061_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173270_200078650061_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173270_200078650061_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173270_200078650061_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173270_200078650061_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173271_200078650061_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173271_200078650061_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173271_200078650061_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173271_200078650061_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173272_200078650061_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173272_200078650061_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173272_200078650061_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173272_200078650061_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173273_200078650067_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173273_200078650067_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173273_200078650067_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173273_200078650067_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173274_200078650067_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173274_200078650067_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173274_200078650067_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173274_200078650067_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173275_200078650069_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173275_200078650069_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173275_200078650069_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173275_200078650069_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173276_200078650069_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173276_200078650069_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173276_200078650069_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173276_200078650069_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173277_200078650069_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173277_200078650069_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173277_200078650069_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173277_200078650069_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173278_200078650069_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173278_200078650069_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173278_200078650069_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173278_200078650069_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173279_200078650069_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173279_200078650069_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173279_200078650069_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173279_200078650069_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173280_200078650080_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173280_200078650080_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173280_200078650080_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173280_200078650080_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173281_200078650080_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173281_200078650080_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173281_200078650080_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173281_200078650080_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173282_200078650083_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173282_200078650083_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173282_200078650083_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173282_200078650083_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173283_200078650096_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173283_200078650096_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173283_200078650096_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173283_200078650096_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173284_200078650096_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173284_200078650096_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173284_200078650096_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173284_200078650096_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173285_200078650096_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173285_200078650096_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173285_200078650096_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173285_200078650096_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173286_200078650096_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173286_200078650096_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173286_200078650096_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173286_200078650096_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173287_200078650096_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173287_200078650096_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173287_200078650096_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173287_200078650096_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173288_200078650096_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173288_200078650096_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173288_200078650096_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173288_200078650096_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173289_200078650096_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173289_200078650096_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173289_200078650096_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173289_200078650096_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173290_200078650096_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173290_200078650096_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173290_200078650096_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173290_200078650096_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173291_200078650096_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173291_200078650096_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173291_200078650096_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173291_200078650096_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173292_200078650096_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173292_200078650096_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173292_200078650096_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173292_200078650096_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173293_200078650096_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173293_200078650096_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173293_200078650096_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173293_200078650096_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173294_200078650096_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173294_200078650096_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173294_200078650096_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173294_200078650096_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173295_200308800038_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173295_200308800038_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173295_200308800038_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173295_200308800038_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173296_200308800038_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173296_200308800038_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173296_200308800038_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173296_200308800038_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173297_200308800038_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173297_200308800038_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173297_200308800038_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173297_200308800038_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173298_200308800038_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173298_200308800038_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173298_200308800038_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173298_200308800038_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173299_200308800038_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173299_200308800038_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173299_200308800038_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173299_200308800038_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173300_200308800038_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173300_200308800038_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173300_200308800038_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173300_200308800038_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173301_200308800038_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173301_200308800038_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173301_200308800038_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173301_200308800038_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173302_200308800038_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173302_200308800038_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173302_200308800038_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173302_200308800038_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173303_200308800038_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173303_200308800038_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173303_200308800038_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173303_200308800038_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173304_200308800038_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173304_200308800038_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173304_200308800038_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173304_200308800038_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173305_200308800038_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173305_200308800038_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173305_200308800038_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173305_200308800038_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173306_200308800038_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173306_200308800038_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173306_200308800038_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173306_200308800038_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173307_200308800045_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173307_200308800045_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173307_200308800045_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173307_200308800045_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173308_200308800045_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173308_200308800045_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173308_200308800045_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173308_200308800045_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173309_200308800045_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173309_200308800045_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173309_200308800045_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173309_200308800045_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173310_200308800045_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173310_200308800045_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173310_200308800045_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173310_200308800045_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173311_200308800045_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173311_200308800045_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173311_200308800045_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173311_200308800045_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173312_200308800045_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173312_200308800045_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173312_200308800045_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173312_200308800045_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173313_200308800045_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173313_200308800045_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173313_200308800045_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173313_200308800045_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173314_200308800045_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173314_200308800045_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173314_200308800045_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173314_200308800045_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173315_200308800045_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173315_200308800045_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173315_200308800045_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173315_200308800045_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173316_200308800045_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173316_200308800045_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173316_200308800045_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173316_200308800045_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173317_200308800045_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173317_200308800045_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173317_200308800045_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173317_200308800045_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173318_200308800045_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173318_200308800045_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173318_200308800045_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173318_200308800045_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173427_3999356066_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173427_3999356066_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173427_3999356066_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173427_3999356066_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173428_3999356066_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173428_3999356066_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173428_3999356066_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173428_3999356066_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173429_3999356066_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173429_3999356066_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173429_3999356066_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173429_3999356066_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173430_3999356066_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173430_3999356066_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173430_3999356066_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173430_3999356066_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173431_3999356071_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173431_3999356071_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173431_3999356071_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173431_3999356071_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173432_3999356071_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173432_3999356071_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173432_3999356071_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173432_3999356071_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173433_3999356071_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173433_3999356071_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173433_3999356071_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173433_3999356071_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173434_3999356071_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173434_3999356071_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173434_3999356071_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173434_3999356071_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173435_3999356071_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173435_3999356071_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173435_3999356071_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173435_3999356071_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173436_3999356071_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173436_3999356071_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173436_3999356071_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173436_3999356071_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173437_3999356071_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173437_3999356071_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173437_3999356071_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173437_3999356071_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173438_3999356079_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173438_3999356079_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173438_3999356079_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173438_3999356079_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173439_3999356079_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173439_3999356079_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173439_3999356079_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173439_3999356079_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173440_3999356079_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173440_3999356079_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173440_3999356079_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173440_3999356079_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173441_3999356079_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173441_3999356079_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173441_3999356079_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173441_3999356079_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173442_3999356081_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173442_3999356081_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173442_3999356081_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173442_3999356081_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173443_3999356081_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173443_3999356081_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173443_3999356081_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173443_3999356081_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173444_3999356081_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173444_3999356081_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173444_3999356081_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173444_3999356081_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173445_3999356081_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173445_3999356081_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173445_3999356081_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173445_3999356081_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173446_3999356081_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173446_3999356081_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173446_3999356081_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173446_3999356081_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173447_8359018119_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173447_8359018119_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173447_8359018119_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173447_8359018119_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173448_8359018119_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173448_8359018119_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173448_8359018119_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173448_8359018119_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173449_8359018119_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173449_8359018119_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173449_8359018119_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173449_8359018119_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173450_8359018119_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173450_8359018119_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173450_8359018119_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173450_8359018119_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173451_8359018119_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173451_8359018119_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173451_8359018119_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173451_8359018119_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173452_8359018119_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173452_8359018119_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173452_8359018119_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173452_8359018119_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173453_8359018119_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173453_8359018119_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173453_8359018119_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173453_8359018119_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173454_8359018119_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173454_8359018119_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173454_8359018119_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173454_8359018119_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173455_8359018119_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173455_8359018119_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173455_8359018119_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173455_8359018119_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173456_8359018119_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173456_8359018119_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173456_8359018119_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173456_8359018119_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173457_8363800025_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173457_8363800025_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173457_8363800025_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173457_8363800025_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173458_8363800025_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173458_8363800025_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173458_8363800025_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173458_8363800025_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173459_8363800025_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173459_8363800025_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173459_8363800025_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173459_8363800025_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173460_8363800025_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173460_8363800025_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173460_8363800025_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173460_8363800025_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173461_8363800025_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173461_8363800025_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173461_8363800025_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173461_8363800025_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173462_8363800025_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173462_8363800025_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173462_8363800025_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173462_8363800025_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173463_8363800025_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173463_8363800025_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173463_8363800025_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173463_8363800025_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173464_8363800025_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173464_8363800025_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173464_8363800025_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173464_8363800025_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173465_8363800025_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173465_8363800025_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173465_8363800025_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173465_8363800025_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173466_8363800025_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173466_8363800025_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173466_8363800025_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173466_8363800025_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173467_8363800025_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173467_8363800025_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173467_8363800025_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173467_8363800025_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173468_8363800025_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173468_8363800025_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173468_8363800025_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173468_8363800025_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173469_8363800056_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173469_8363800056_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173469_8363800056_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173469_8363800056_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173470_8363800056_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173470_8363800056_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173470_8363800056_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173470_8363800056_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173471_8363800056_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173471_8363800056_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173471_8363800056_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173471_8363800056_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173472_8363800056_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173472_8363800056_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173472_8363800056_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173472_8363800056_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173473_8363800056_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173473_8363800056_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173473_8363800056_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173473_8363800056_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173474_8363800056_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173474_8363800056_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173474_8363800056_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173474_8363800056_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173475_8363800056_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173475_8363800056_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173475_8363800056_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173475_8363800056_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173476_8363800056_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173476_8363800056_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173476_8363800056_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173476_8363800056_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173477_8363800056_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173477_8363800056_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173477_8363800056_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173477_8363800056_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173478_8363800056_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173478_8363800056_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173478_8363800056_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173478_8363800056_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173479_8363800056_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173479_8363800056_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173479_8363800056_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173479_8363800056_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173480_8363800057_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173480_8363800057_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173480_8363800057_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173480_8363800057_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173481_8363800057_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173481_8363800057_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173481_8363800057_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173481_8363800057_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173482_8363800057_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173482_8363800057_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173482_8363800057_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173482_8363800057_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173483_8363800057_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173483_8363800057_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173483_8363800057_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173483_8363800057_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173484_8363800057_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173484_8363800057_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173484_8363800057_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173484_8363800057_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173485_8363800057_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173485_8363800057_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173485_8363800057_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173485_8363800057_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173486_8363800057_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173486_8363800057_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173486_8363800057_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173486_8363800057_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173487_8363800057_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173487_8363800057_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173487_8363800057_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173487_8363800057_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173488_8363800057_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173488_8363800057_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173488_8363800057_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173488_8363800057_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173489_8363800057_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173489_8363800057_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173489_8363800057_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173489_8363800057_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173490_8363800057_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173490_8363800057_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173490_8363800057_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173490_8363800057_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173491_9257626038_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173491_9257626038_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173491_9257626038_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173491_9257626038_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173492_9257626038_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173492_9257626038_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173492_9257626038_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173492_9257626038_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173493_9257626038_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173493_9257626038_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173493_9257626038_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173493_9257626038_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173494_9257626038_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173494_9257626038_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173494_9257626038_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173494_9257626038_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173495_9257626038_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173495_9257626038_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173495_9257626038_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173495_9257626038_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173496_9257626038_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173496_9257626038_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173496_9257626038_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173496_9257626038_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173497_9257626038_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173497_9257626038_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173497_9257626038_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173497_9257626038_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173498_9257626038_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173498_9257626038_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173498_9257626038_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173498_9257626038_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173499_9257626038_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173499_9257626038_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173499_9257626038_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173499_9257626038_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173500_9257626038_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173500_9257626038_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173500_9257626038_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173500_9257626038_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173501_9257626038_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173501_9257626038_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173501_9257626038_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173501_9257626038_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173502_9257626038_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173502_9257626038_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173502_9257626038_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173502_9257626038_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173503_9257626076_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173503_9257626076_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173503_9257626076_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173503_9257626076_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173504_9257626076_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173504_9257626076_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173504_9257626076_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173504_9257626076_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173505_9257626076_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173505_9257626076_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173505_9257626076_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173505_9257626076_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173506_9257626076_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173506_9257626076_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173506_9257626076_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173506_9257626076_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173507_9257626076_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173507_9257626076_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173507_9257626076_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173507_9257626076_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173508_9257626076_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173508_9257626076_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173508_9257626076_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173508_9257626076_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173509_9257626076_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173509_9257626076_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173509_9257626076_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173509_9257626076_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173510_9257626076_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173510_9257626076_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173510_9257626076_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173510_9257626076_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173511_9257626076_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173511_9257626076_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173511_9257626076_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173511_9257626076_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173512_9257626076_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173512_9257626076_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173512_9257626076_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173512_9257626076_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173513_9257626076_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173513_9257626076_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173513_9257626076_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173513_9257626076_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173514_9257626076_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173514_9257626076_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173514_9257626076_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173514_9257626076_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173515_9274651039_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173515_9274651039_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173515_9274651039_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173515_9274651039_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173516_9274651103_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173516_9274651103_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173516_9274651103_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173516_9274651103_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173517_9274651103_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173517_9274651103_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173517_9274651103_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173517_9274651103_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173518_9274651103_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173518_9274651103_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173518_9274651103_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173518_9274651103_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173519_9274651103_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173519_9274651103_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173519_9274651103_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173519_9274651103_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173520_9274651103_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173520_9274651103_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173520_9274651103_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173520_9274651103_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173521_9274651103_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173521_9274651103_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173521_9274651103_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173521_9274651103_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173522_9274651103_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173522_9274651103_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173522_9274651103_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173522_9274651103_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173523_9704031113_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173523_9704031113_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173523_9704031113_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173523_9704031113_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173524_9704031113_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173524_9704031113_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173524_9704031113_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173524_9704031113_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173525_9704031113_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173525_9704031113_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173525_9704031113_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173525_9704031113_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173526_9704031113_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173526_9704031113_R03C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173526_9704031113_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173526_9704031113_R03C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173527_9704031113_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173527_9704031113_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173527_9704031113_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173527_9704031113_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173528_9704031113_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173528_9704031113_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173528_9704031113_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173528_9704031113_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173529_9704031113_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173529_9704031113_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173529_9704031113_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173529_9704031113_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173530_9704031113_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173530_9704031113_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173530_9704031113_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173530_9704031113_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173531_9704031113_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173531_9704031113_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173531_9704031113_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173531_9704031113_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173532_9704031113_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173532_9704031113_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173532_9704031113_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173532_9704031113_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173533_9769100148_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173533_9769100148_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173533_9769100148_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173533_9769100148_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173534_9769100148_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173534_9769100148_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173534_9769100148_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173534_9769100148_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173535_9769100148_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173535_9769100148_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173535_9769100148_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173535_9769100148_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173536_9769100148_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173536_9769100148_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173536_9769100148_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173536_9769100148_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173537_9878827020_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173537_9878827020_R01C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173537_9878827020_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173537_9878827020_R01C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173538_9878827020_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173538_9878827020_R01C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173538_9878827020_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173538_9878827020_R01C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173539_9878827020_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173539_9878827020_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173539_9878827020_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173539_9878827020_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173540_9878827020_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173540_9878827020_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173540_9878827020_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173540_9878827020_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173541_9878827020_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173541_9878827020_R05C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173541_9878827020_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173541_9878827020_R05C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173542_9878827020_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173542_9878827020_R05C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173542_9878827020_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173542_9878827020_R05C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173543_9878827020_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173543_9878827020_R06C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173543_9878827020_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173543_9878827020_R06C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173544_9878827020_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173544_9878827020_R06C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173544_9878827020_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173544_9878827020_R06C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173545_9969477164_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173545_9969477164_R02C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173545_9969477164_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173545_9969477164_R02C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173546_9969477164_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173546_9969477164_R02C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173546_9969477164_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173546_9969477164_R02C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173547_9969477164_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173547_9969477164_R03C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173547_9969477164_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173547_9969477164_R03C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173548_9969477164_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173548_9969477164_R04C01_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173548_9969477164_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173548_9969477164_R04C01_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173549_9969477164_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173549_9969477164_R04C02_Grn.idat --> example_data/GSE115278
INFO:methylprep.download.geo:TRYING to move example_data/GSE115278/tmp8psd6ycl/GSM3173549_9969477164_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Moving example_data/GSE115278/tmp8psd6ycl/GSM3173549_9969477164_R04C02_Red.idat --> example_data/GSE115278
INFO:methylprep.download.geo:Tempfolder example_data/GSE115278/tmp8psd6ycl contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115382', 'data_dir': 'example_data/GSE115382', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115382'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115382
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115382












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115278/tmp8psd6ycl'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE115382/tmpxsresv3q/geo_alert GSE115382.csv written
INFO:methylprep.download.geo:0: {'title': 'IDH3a KO effect on global DNA methylation', 'GSE': 'GSE115382', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115382', 'samples': 8, 'date': '2018-11-30', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE115382_RAW.tar', 'file_size_0': '274.6 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115382&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE115382
INFO:methylprep.download.geo:Downloading GSE115382_family.xml
INFO:methylprep.download.geo:Unpacking GSE115382_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE115382 idats
INFO:methylprep.download.geo:Found 10 tags for 8 samples: {'source': 'brain astrocytes', 'platform': 'GPL21145', 'title': 'NHA KO 4', 'cell type': 'astrocytes', 'genotype': 'IDH3a KO', 'tissue': 'brain', 'description': 'immortalized cell line', 'Sample_ID': '201490020219_R08C01', 'Sentrix_ID': '201490020219', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 8 rows and 10 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'cell type', 'genotype', 'tissue', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE115382/tmpxsresv3q/geo_alert GSE115382.csv --> example_data/GSE115382
INFO:methylprep.download.geo:Moving example_data/GSE115382/tmpxsresv3q/geo_alert GSE115382.csv --> example_data/GSE115382
INFO:methylprep.download.geo:TRYING to move example_data/GSE115382/tmpxsresv3q/GPL21145 --> example_data/GSE115382
INFO:methylprep.download.geo:Moving example_data/GSE115382/tmpxsresv3q/GPL21145 --> example_data/GSE115382
INFO:methylprep.download.geo:TRYING to move example_data/GSE115382/tmpxsresv3q/GSE115382_family.xml --> example_data/GSE115382
INFO:methylprep.download.geo:Moving example_data/GSE115382/tmpxsresv3q/GSE115382_family.xml --> example_data/GSE115382
INFO:methylprep.download.geo:Tempfolder example_data/GSE115382/tmpxsresv3q contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115413', 'data_dir': 'example_data/GSE115413', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115413'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115413
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115413












example_data/GSE115382 example_data/GSE115382/tmpxsresv3q
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115382/tmpxsresv3q'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.11it/s]
INFO:methylprep.download.geo:example_data/GSE115413/tmpmtf8a748/geo_alert GSE115413.csv written
INFO:methylprep.download.geo:0: {'title': 'Cancer associated fibroblasts from localised prostate cancer have a distinctive DNA methylation profile [Illumina EPIC]', 'GSE': 'GSE115413', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115413', 'samples': 41, 'date': '2020-03-25', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE115413_RAW.tar', 'file_size_0': '728.3 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115413&format=file', 'file_name_1': 'GSE115413_signal_intensities.txt.gz', 'file_size_1': '590.0 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115413/suppl/GSE115413%5Fsignal%5Fintensities%2Etxt%2Egz', 'file_name_2': 'Raw data provided as supplementary file', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE115413
INFO:methylprep.download.geo:Downloading GSE115413_family.xml
INFO:methylprep.download.geo:Unpacking GSE115413_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE115413 idats
INFO:methylprep.download.geo:Found 11 tags for 41 samples: {'source': 'BPF', 'platform': 'GPL21145', 'title': 'BPF_E', 'gender': 'Male', 'tissue': 'Prostate', 'gleason': 'NA', 'gleason grade group': 'NA', 'description': 'Normal Prostate Fibroblast', 'Sample_ID': '200693480040_R06C01', 'Sentrix_ID': '200693480040', 'Sentrix_Position': 'R06C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 41 rows and 11 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'gender', 'tissue', 'gleason', 'gleason grade group', 'description', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE115413/tmpmtf8a748/geo_alert GSE115413.csv --> example_data/GSE115413
INFO:methylprep.download.geo:Moving example_data/GSE115413/tmpmtf8a748/geo_alert GSE115413.csv --> example_data/GSE115413
INFO:methylprep.download.geo:TRYING to move example_data/GSE115413/tmpmtf8a748/GPL21145 --> example_data/GSE115413
INFO:methylprep.download.geo:Moving example_data/GSE115413/tmpmtf8a748/GPL21145 --> example_data/GSE115413
INFO:methylprep.download.geo:TRYING to move example_data/GSE115413/tmpmtf8a748/GSE115413_family.xml --> example_data/GSE115413
INFO:methylprep.download.geo:Moving example_data/GSE115413/tmpmtf8a748/GSE115413_family.xml --> example_data/GSE115413
INFO:methylprep.download.geo:Tempfolder example_data/GSE115413/tmpmtf8a748 contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115508', 'data_dir': 'example_data/GSE115508', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115508'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115508
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115508












example_data/GSE115413 example_data/GSE115413/tmpmtf8a748
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115413/tmpmtf8a748'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:02<00:00,  1.02s/it]
INFO:methylprep.download.geo:example_data/GSE115508/tmp1v7q4t7i/geo_alert GSE115508.csv written
INFO:methylprep.download.geo:0: {'title': 'DNA methylation profiling of acute chorioamnionitis-associated placentas and fetal membranes : insights into epigenetic variation in spontaneous preterm births', 'GSE': 'GSE115508', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115508', 'samples': 79, 'date': '2018-11-06', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE115508_RAW.tar', 'file_size_0': '1.2 Gb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115508&format=file', 'file_name_1': 'GSE115508_aCA_averagebetas_processed_amnion.csv.gz', 'file_size_1': '85.5 Mb', 'file_link_1': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115508/suppl/GSE115508%5FaCA%5Faveragebetas%5Fprocessed%5Famnion%2Ecsv%2Egz', 'file_name_2': 'GSE115508_aCA_averagebetas_processed_chorion.csv.gz', 'file_size_2': '91.4 Mb', 'file_link_2': 'ftp://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115508/suppl/GSE115508%5FaCA%5Faveragebetas%5Fprocessed%5Fchorion%2Ecsv%2Egz'}
INFO:methylprep.download.geo:IDATs exist for GSE115508
INFO:methylprep.download.geo:Downloading GSE115508_family.xml
INFO:methylprep.download.geo:Unpacking GSE115508_RAW.tar
INFO:methylprep.download.geo:Downloaded and unpacked GSE115508 idats
INFO:methylprep.download.geo:Found 14 tags for 79 samples: {'source': 'genomic DNA from PL31 aCA placenta', 'platform': 'GPL21145', 'title': 'PL31_chc', 'patient id': 'PL31', 'tissue': 'Chorion', 'pathology group': 'chorioamnionitis', 'fetal sex': 'F', 'gestational age': '29', '850k plate': 'WG5121338-msa4', '850k sentrix_id': '200925700117', '850k sentrix_position': 'R08C01', 'Sample_ID': '200925700117_R08C01', 'Sentrix_ID': '200925700117', 'Sentrix_Position': 'R08C01'}
INFO:methylprep.download.miniml:Final samplesheet contains 79 rows and 14 columns
INFO:methylprep.download.miniml:['GSM_ID', 'Sample_Name', 'Sentrix_ID', 'Sentrix_Position', 'source', 'patient id', 'tissue', 'pathology group', 'fetal sex', 'gestational age', '850k plate', '850k sentrix_id', '850k sentrix_position', 'Sample_ID']
INFO:methylprep.download.geo:TRYING to move example_data/GSE115508/tmp1v7q4t7i/geo_alert GSE115508.csv --> example_data/GSE115508
INFO:methylprep.download.geo:Moving example_data/GSE115508/tmp1v7q4t7i/geo_alert GSE115508.csv --> example_data/GSE115508
INFO:methylprep.download.geo:TRYING to move example_data/GSE115508/tmp1v7q4t7i/GPL21145 --> example_data/GSE115508
INFO:methylprep.download.geo:Moving example_data/GSE115508/tmp1v7q4t7i/GPL21145 --> example_data/GSE115508
INFO:methylprep.download.geo:TRYING to move example_data/GSE115508/tmp1v7q4t7i/GSE115508_family.xml --> example_data/GSE115508
INFO:methylprep.download.geo:Moving example_data/GSE115508/tmp1v7q4t7i/GSE115508_family.xml --> example_data/GSE115508
INFO:methylprep.download.geo:Tempfolder example_data/GSE115508/tmp1v7q4t7i contains 0 files, 0B total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE115777', 'data_dir': 'example_data/GSE115777', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE115777'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE115777
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE115777












example_data/GSE115508 example_data/GSE115508/tmp1v7q4t7i
{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115508/tmp1v7q4t7i'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.13it/s]
INFO:methylprep.download.geo:example_data/GSE115777/tmp78ahu8y6/geo_alert GSE115777.csv written
INFO:methylprep.download.geo:0: {'title': 'Comparative global methylation profile in DMS114 cells before and after acquired resistance to PD173074', 'GSE': 'GSE115777', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE115777', 'samples': 4, 'date': '2018-11-01', 'platform': 'GPL21145', 'idats': '0', 'file_name_0': 'GSE115777_RAW.tar', 'file_size_0': '161.2 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE115777&format=file', 'file_name_1': 'Raw data included within Sample table', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:Downloading https://ftp.ncbi.nlm.nih.gov/geo/series/GSE115nnn/GSE115777/matrix/GSE115777_series_matrix.txt.gz
GSE115777_series_matrix.txt.gz: 100%|██████████| 18.0M/18.0M [00:02<00:00, 6.26MiB/s]
INFO:methylprep.download.geo:Un-gzipping...
INFO:methylprep.download.geo:GSE115777 data: (865918, 4) headers: (32, 4)
INFO:methylprep.download.geo:Tempfolder example_data/GSE115777/tmp78ahu8y6 contains 2 files, 44M total.
INFO:methylprep.download.geo:Your command line inputs: {'project_name': 'GSE116298', 'data_dir': 'example_data/GSE116298', 'clean': False, 'compress': False, 'verbose': True}
INFO:methylprep.download.geo:Starting batch GEO pipeline processor for ['GSE116298'].
INFO:methylprep.download.geo:Searching GEO NIH for GSE116298
INFO:methylprep.download.geo:http://www.ncbi.nlm.nih.gov/geo/browse/?view=series&display=500&zsort=date&search=+GSE116298












{'error': None, 'filenames': [], 'tempdir': <TemporaryDirectory 'example_data/GSE115777/tmp78ahu8y6'>}












INFO:methylprep.download.geo:1 series
Checking for idats: 100%|██████████| 2/2 [00:01<00:00,  1.12it/s]
INFO:methylprep.download.geo:example_data/GSE116298/tmpaqh4fwx3/geo_alert GSE116298.csv written
INFO:methylprep.download.geo:0: {'title': 'Intra-Tumor DNA Methylation Heterogeneity in Glioblastoma; Implications for DNA Methylation-based Classification', 'GSE': 'GSE116298', 'url': 'http://www.ncbi.nlm.nih.gov//geo/query/acc.cgi?acc=GSE116298', 'samples': 47, 'date': '2019-02-27', 'platform': 'GPL21145', 'idats': '1', 'file_name_0': 'GSE116298_RAW.tar', 'file_size_0': '822.0 Mb', 'file_link_0': 'https://www.ncbi.nlm.nih.gov/geo/download/?acc=GSE116298&format=file', 'file_name_1': 'Raw data provided as supplementary file', 'file_size_1': '', 'file_link_1': '', 'file_name_2': 'Processed data included within Sample table', 'file_size_2': '', 'file_link_2': ''}
INFO:methylprep.download.geo:IDATs exist for GSE116298
INFO:methylprep.download.geo:Downloading GSE116298_family.xml
INFO:methylprep.download.geo:Found a family series file, but appears to be corrupted (invalid stored block lengths), so re-downloading.
INFO:methylprep.download.geo:Downloading GSE116298_family.xml
INFO:methylprep.download.geo:[Attempt #2]












> /Users/mmaxmeister/methylprep/methylprep/download/geo.py(150)geo_download()
    148                 LOGGER.info(f"[Attempt #{attempt}]")
    149             if attempt == 5:
--> 150                 LOGGER.error(f"Could not download after {attempt} attempts. Aborting.")
    151                 break
    152 








[ ]:
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