Checklist for wranglers
General Items
· If the submission includes a reference to a GEO/SRA id(s), then first verify that the GEO entry exists, and then verify that the experiment description at GEO matches the corresponding experiment description supplied to the DCC.
· GEO ids should be as specific as possible.  That is, if they have submitted replicates, then each replicate should have its own specific sample id, rather than a more general submission id. ●
e.g. Avoid the situation where there were two GSMs (GSM400373 GROAviva and GSM400360 Gro3_E0-12h) and both were attached to the same DCC id (#597).
· OICR will automatically notify the wrangler responsible for making GEO submissions, if a GEO id is absent from the submitted metadata.
· Does the user-supplied experiment title accurately reflect what was indicated in the metadata? (i.e. the strain, stage, etc. should match.)

· Double-check that the correct experiment description been selected and does not refer to an older (deprecated) version or simply the wrong one.

· If this submission a biological replicate of another previous submission then this replicate submission should be combined with the older one to make a single submission that includes the replicate. Otherwise, if it is not a replicate, the new submission should replace the older one.

Reagents

· Examine the CV terms that were used, both for correctness and specificity (not too generic).  Sometimes the wrong term is selected because the data submitter didn’t realize we will add new terms to the ontologies.  We don’t want to shoehorn in the wrong data, just to push a submission through the pipeline, so look to see if new terms need to be requested. 

· If a cell line or strain is referenced and is not yet in the various stock centers, then ask the submitting groups if and when they intend to put them there?  If they will not be submitted to the stock centers, then check that the cell lines/strain wiki pages indicate how to obtain the reagents.

· Crosscheck the strain/cell line/stage/etc against what was indicated in the submission title, filenames, and GEO record(s) to ensure that they all correspond.

Data files

· Ensure that the files supplied make sense.  If there are supposed to be both “input” and “assayed” samples, are there different files?

· For ChIP experiments, ensure that the submitters supplied both the original peak files of each individual replicate AND a peak file for the merged set.

· Did they supply raw data files, or links to them?

· If it is a worm submission, then verify that the files were successfully lifted to the current genome build coordinates. (GFF and SAM files should indicate as much in the header, WIG files are less obvious.)

· Compare the submitted files to check for duplicates (using MD5 sum), and make sure any that any uploaded are readable and of approximately the right size.  Make sure that compressed files can be uncompressed appropriately.

Analysis:

· Make sure that the alignment rate is high enough (>30%).  If it is lower than this, check with the data provider.  If the data provider approves the submission to be released, then release with reservations.

· Make sure that the IDR analysis looks okay. (View the plot of 50% peaks called vs. union of all peaks which should appear as a diagonal-ish line)

Protocols

· Read over each protocol.  Are they sufficiently detailed for someone outside the project to understand?  Is the short description actually filled out with something informative?  This is important because the short description is available through modMine, so if basic details are left out of the short description, they will not be readily available to the public.

· Check that the computational protocols have links to where the software used can be downloaded.  If they are using an in-house script, this should be placed either in a SVN repository of their choice, or made available on our ftp site and linked-to from the wiki page.  If they are using well known community tools, the version number (SVN or otherwise) MUST be indicated.

· Check that the computational protocols have all necessary parameters specified so that anyone else repeating the experiment will be able to do so.  “Default” parameters should be listed explicitly, as the defaults might change over time. 

· Check that the protocol types listed reflect all the aspects of a protocol.

For experiments with Antibodies:

· Check that the antibody wiki page is filled in completely. 

· Check that the lot number been filled in for commercial antibodies.

· If the antibody is for a histone modification, then check that the correct template has been used.

· Check that has the actual antigenic sequence been supplied.  This field should be filled in with the exact amino acids, not the protein position nor a prose description.  Any prose description found in the antigenic sequence field should be moved to the ‘short description’ field.  if the antigenic AA sequence is unknown, clearly indicate as much.

· Check that there at least two types of QC have been performed. 

· If the QC included westerns, dot blots, or immunofluorescence, then ensure that the associated images have been uploaded. Furthermore, check that these images have been collated with the Wiki  DBFields QC table so that they can be linked to from modMine.

· For each QC method that is indicated in the DBFields QC table, ensure that there is a corresponding image/description in the page. In other words, check that these are 1:1. 

· Check that all protocols and image captions have been provided.  For example, if the submitter did a concentration series, make sure they indicated what concentrations they tested, that the antibody dilution used in their QC assay has been supplied.

· Make sure that at least two biological replicates have been carried out and provided.  

For Seq experiments:

· Check that the total number of reads and the total number of mapped reads are provided as a result value, or that the correct number has been calculated by the pipeline. 

· If size selection was performed, be sure to indicate as much in the experimental description. (i.e. <200bp)

· Make sure the mapping algorithm has been captured as the protocol type.

· All seq submissions MUST include access to the raw data, either within the DCC or through GEO/SRA. If there is no GEO id supplied, determine why not?  If the DCC is submitting the data sets, then the submission must include the FASTQ or other raw files (or links to an FTP site where they can be found).  

· Make sure the read length is captured, either in the protocol prose, or as a parameter to the sequencing protocol.

For Annotation experiments:

· If the submission references WormBase or FlyBase feature ids, then make sure that the WB/FB annotation version to which they refer is captured.

Tracks:

· Are the tracks categorized properly?

· Do the tracks look right?  Look at each track at different zoom levels.  Tracks should look visually distinct (if they are accidentally pulled from the same file they will look the same). Make sure the data producers are satisfied with how they data are shown.

· If SAM data is supplied, then check for off-by-one errors. The only way to do this is to look at the reads at the base pair resolution to see if they are correctly placed.

modMine:

· Forward the chadoxml link to modMine for a single-load test instance. Once loaded, do a sanity check by browsing the test entry to see if it looks accurate and complete.  This check must include clicking on some of the links to ensure that they go to the appropriate page.

