Minutes of Reference Genome Conference Call 24 January 2007

Conference call attended by:

Agbase

· Fiona McCarthy
BDGP/SO

· Karen Eilbeck

· Suzanna Lewis

· Chris Mungall

DictyBase

· Rex Chisholm

· Pascale Gaudet

FlyBase

· Susan Tweedie

GeneDB Pombe

· Val Wood

GOA

· Evelyn Camon

· Rachael Huntley

· Emily Dimmer

· Ruth Lovering (HGNC)

· Varsha Khodiyar (HGNC)

MGI

· Judy Blake

· Alex Diehl

· Mary Dolan

· Harold Drabkin

· David Hill

SGD / CGD

· Karen Christie

TAIR
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· Donghui Li
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1. Discussion of summary of preliminary Reference Genome discussion at the GOC meeting (Cambridge).

Due to time constraints only a few of the items raised in the preliminary Reference Genome discussion at the GOC meeting were covered.

1.1  Google spreadsheet organization.  Following the Cambridge meeting Rex has produced a new version of the Google spreadsheet to address the problem that that the current spreadsheets are cumbersome.  In the new version each participating MOD has a separate spreadsheet as a new tab.  This allows additional useful columns to be added; such as the curator, the date metric data was added to table and any other comments that seem appropriate.  Furthermore, by having species specific pages additional rows can be inserted if paralogs are present, or if it is not possible to identify a single ancestral ortholog.  
It is CRITICAL to leave the all of the columns up to the "assigned curator" column as is - so any additional columns added by one of the reference genome databases should be to the right of these.  
It was agreed that a database needs to be developed that will enable all annotators to add the required information, as well as any other data they wish to add.  

Action item: David, Rex, Chris and Karen to form a subcommittee to come up with a proposal for this database to be circulated to reference genome annotators for comments.

Chris requested that before a proposal can be drafted more information was needed from the reference genome annotators.  It was agreed that annotators should email their requirements for this new database to the reference genome email address.  

Action item: Karen and Chris to send link to archive of reference genome emails to reference genome group.

Action item: Ruth to paste emails into wiki if it is difficult to retrieve archived mail.

==>Mike Cherry has modified the Reference Genome mailing list so that individual emails can be referred to with links.  

Karen Christie pointed out that the new Google spreadsheet was now so large that editing it was almost impossible. Varsha suggested using a wiki table, but Rex pointed out that these are difficult to manage.  Karen requested new spreadsheets should be used for each species dataset.

It was agreed that this problem maybe addressed by creating a new Google spreadsheet for each species dataset rather than using one spreadsheet with 13 tabs. 

Action item: Rex to provide a new spreadsheet front page with links to each species spreadsheet and circulate the list of reference genome annotator users to enable all annotators to have access to each new species spreadsheet.—DONE.
Action item: each MOD to create their own spreadsheet following the format in the current “tabbed” spreadsheet and to enable access for all reference genome annotators.  It is important for all spreadsheets to maintain these columns so that data can be easily compared. – DONE
Action item: Rex to create wiki page for discussion of requirements for reference genome project database to replace google spreadsheets.--DONE
Judy pointed out that these Google spreadsheets can be imported and exported into excel, which some annotators might find an easier format to edit.
1.2 Publication numbers. At Cambridge there had been much discussion about the publications numbers in the current spreadsheet.  To help resolve concerns about different groups using different numbers in the publications columns based on their
internal database processes the consensus was that we should expand the number of columns to be used in monitoring annotation depth.  The proposal is to have 4 columns that better enable the participating MODs to enter numbers that fit their process with co-mingling different numbers.   The proposed replacement columns are:

(1/L) total number of papers associated with a gene in the reference genome species 

(2/M) total number of papers associated with a gene that are useful for GO curations - typically the result of some triage process used by a MOD

(3/N) the number of papers associated with a gene that are read by a curator where "read" means what the MOD would consider standard for GO annotation

(4/O) the number of papers used to extract GO annotations   
Reference genome participants would not be expected to enter numbers in all columns, but would expected fill out what they can, typically at least one of columns 1 and 2, and hopefully both 3 and 4. 
It was agreed that these columns were useful and that this should help resolve some of the confusion around capturing this information since right now not all databases measure the number of papers curated and the total number of papers the same way.  However, there is still some confusion about how each MOD is completing these columns (e.g. are abstracts and reviews excluded).  It was agreed that each MOD should document how they are completing these columns and that this information should be linked to the Google spreadsheet. 

Doug suggested a new column for % completed should be added.  At present there is a column for date 100% completed.  It was agreed that individual MODs could add this column if they found it useful.

Action item:  All MODs to write details of how the number of papers included in these columns is derived.  

Action item: Rex to create column on main google spreadsheet for links to these details.

1.3  Genes to be added to Reference Genome project. Rex encouraged participants to submit genes that have been already curated in their database to be considered for inclusion in future gene target lists.  The genes should be involved in
human disease.  This can be done by sending the OMIM gene ID for the human ortholog of the gene to Rex.

Action item:  All MODs to submit OMIM # of suggested reference genome genes to Rex

1.4 Mary Dolan’s annotation interface. This item was not discussed in detail in the conference call.

Mary Dolan has made a prototype for viewing annotations of the genes from the Google spreadsheet [these can be viewed using the hotlink on the main Google spreadsheet]. This tool would be a way for us to show users the reference genome effort, but also to start addressing the issue of curation consistency across the different species.  Hopefully curators will find this a useful way to examine the annotation variation across species and to workout if there are any terms that could be transferred by ISS to their genes.  Here are some links so that you can view what Mary has done:

--Complete list of genes with only experimental annotations:

http://www.spatial.maine.edu/~mdolan/RefGenomeGraphs/

Or select graphs by OMIM gene id

E.g. http://www.spatial.maine.edu/~mdolan/RefGenomeGraphs/607837.html


--Include ISS annotations:

http://www.spatial.maine.edu/~mdolan/RefGenomeGraphs/withISS

Or select graphs by OMIM gene id

E.g.
http://www.spatial.maine.edu/~mdolan/RefGenomeGraphs/withISS/607837.html
Action item: All annotators to send Mary their comments/suggestions about this interface.

1. 5 Increasing discussion between annotators. This item was not discussed in the conference call.

It was agreed at Cambridge that more effort should be made to increase discussion
between reference genome annotators.   

1.6. Standardising annotation procedures. In Cambridge it was suggested that a guideline should be drawn up to encourage more standardised approaches to this project.  In particular when large numbers of papers are associated with a single gene how much time should an annotator spend on this gene.  As a rough guide it was suggested that if there are more than 40 papers then the annotator should read the most recent 10 papers fully as well as a recent review if this is available. From these papers it should be possible to identify key papers containing the experimental data to support GO annotations.  Obviously, the number of papers read/gene will rely on curator judgement and on each gene. 
It was agreed that guidelines would help with this issue. Susan suggested that we should wait to see read how each group completes their publication numbers data before discussing this issue. Judy confirmed that MGI reads recent reviews to find key papers relating to a gene.

Action item: All annotators to think about this issue while annotating and bring ideas to next meeting.

The need to discuss the standard for ISS of terms across species was also discussed in Cambridge.

1.7 NAS and TAS. This item was not discussed in the conference call.

At Cambridge it was suggested that all NAS and TAS codes should be replaced with experimental codes (or ISS) when ever possible.

1.8 Contacting External experts. This item was not discussed in the conference call.

At Cambridge it was suggested that annotators should consider writing to experts in the field asking if any terms are missing from the genes they know best.

 

1.9 Number of new reference genome genes/month. This item was not discussed in the conference call.

At Cambridge it was agreed to continue aiming to annotate 20 genes/month.

1.10 Wiki Pages. At Cambridge it was suggested that a wiki page for each reference genome target gene should be created. This could be hotlinked to the google spreadsheet and would facilitate discussion across MODs if required for their species.  Although it is possible that email and use of the species specific Google pages may make this redundant?

Susan pointed out that due to problems at Flybase the annotations she has made are not accessible yet.  Therefore this would be a useful facility for her.

Ruth suggested that this could also help with discussions about orthology across species. 

Judy suggested that rather than create a page for every reference genome genes, a page should only be created when required. Also each page would be indexed and listed by human gene symbol. Alex has created a similar facility as part of the immunology working group.  These pages are accessible at 

http://wiki.geneontology.org/index.php/Immunology 
 
It was agreed that a similar format would be useful and that pages would be created as required.

Action Item: Alex to duplicate immunology index page for reference genome use.


1.11.  Finally Rex and David will explore the possibility of using a
database to replace the Google spreadsheet.


2.    Other issues? 

2.1 Guidelines/discussion for ortholog assertions. Karen C is concerned about this issue and that there needs to be a standard approach to ortholog assertion. Different tools give different results including identifying orthologs that are known false positives. It was agreed that a wiki page should be available which can be used to discuss this issue. Ruth suggested that individual gene wiki’s could be linked to this page if the issue of orthology is being discussed for a particular gene.

Action item: Rex to create orthology wiki page--Done
Action item: All annotators to consider how their group manages orthology and add ideas to orthology wiki page and bring ideas to next meeting.

2.2 Next Conference Call. Judy is looking into getting global freephone access before next conference call.

Action item: Judy to book freephone for next conference call
Action Item: Rex to organise date for next call for about two weeks from now (~7th Feb 2007).
