GOC Meeting Minutes

8th-10th January 2007


I. Monday, January 8th, 2007

A. Introductions from Participants:

AgBase: Fiona McCarthy

BBOP: Seth Carbon, John Day-Richter, Karen Eilbeck, Suzanna Lewis, Chris Mungall, Nicole Washington

dictyBase: Rex Chisholm, Pascale Gaudet

FlyBase: Michael Asburner, Susan Tweedie

GeneDB/Sanger: Matt Berriman, Val Wood

GO Editorial Office (EBI): Jennifer Clark, Midori Harris, Amelia Ireland, Jane Lomax

GOA (UniProt, EBI): Rolf Apweiler, Daniel Barrell, Evelyn Camon, Emily Dimmer, Rachael Huntley

HGNC: Ruth Lovering

MGI: Judy Blake, Mary Dolan, David Hill

RGD: Victoria Petri, Simon Twigger

SGD: Rama Balakrishnan, Mike Cherry, Karen Christie, Ben Hitz, Eurie Hong

TAIR: Tanya Berardini, Donghui Li

TIGR: Michelle Gwinn Giglio

ZFIN: Doug Howe

Cambridge University (and GO SAB): Simon Tavare

B. GOC Progress Reports - Judy
Judy explains that we're moving to a yearly reporting structure for the GO, introduces Wiki site for yearly progress reports and for capturing our talks and tutorials.

1. Action item for Judy – post templates for yearly reports on Wiki

C. Reference Genome Annotation Project - Rex

Recapped goals

· broad/deep annotation

· progress metrics

· results display interface

Metrics:

· breadth: percentage genes annotated in a genome, and 

· depth: percentage of annotations with high quality evidence, and percentage of papers associated with a gene that have been curated

Target selection process recap:

The group created a target list based on OMIM morbid map collection, and attempted 20-22 target genes per month, which was probably too many. Progress results are reported in Google spreadsheets.

Annotation process: 

a) Identify orthologs in assigned organism, via Inparanoid, Compara (Treefam), OrthoMCL and Homologene, b) determine number of relevant papers, c) curate for GO annotations, include annotations in file, d) report papers used. It is possible to assert annotations are complete, even if not all papers have been used. At a certain date, the annotator can assert “completeness”. Orthologs and  relevant papers are identified by method(s) judged best by curators. If there are no papers, an ISS annotation is still possible which refers to the orthologs in which experimental work has been carried out. 

Issues 

· rate of progress

· display of metrics

· display of results

Rex enjoins us to make information about this project more readily available to users, as the Reference Genomes are a public resource, especially by providing a user interface that makes the project meta-data immediately available.

Discussed the possibility of some interface to see if a gene has been annotated across all reference genomes. AmiGO is discussed for this purpose. Discussion suggests that extensions to existing tools like AmiGO AND some brand new tools might be necessary.

2. Action Item (Hub): Make proposals for various displays of reference genome data

D. Ontology Content – Midori and David

Ontology development group communication – Wiki, email, regular virtual meetings.

Midori refers us to development group report for specific progress metrics.

Highlights

Immunology terms, CNS development, GO-CL cross products, MIT collaboration, biological process is_a complete, regulation (cross products and regulation).

· GO-CL cross products involve creating cross product definitions in the GO with the cell ontology using a yet to be determined set of new relationship types from the relations ontology – these cross products are initially proposed by OBOL, vetted by humans, and results are fed back to OBOL to improve OBOL guesses – eventually these proposed cross products will be integrated into the GO – project was put on hold as attention was directed to other efforts, but cross-product effort is almost done.

· MIT group including Jonathan Liu, Gil Alterovitz has done information entropy analysis on GO terms, relationships and annotations. This group has identified terms that are “too general” and “too specific” and need to be moved. The “too specific” recommendations usually specify grouping terms that need to stay in place, but the “too general” recommendations seem to be picking out real problem areas of the ontology where some more specificity (new terms) is needed.

David discusses is_a complete in biological process

About 700 terms in biological process were is_a orphans.

Big part of the effort involved making sure everything in biological process is actually a biological process – fair amount of graph reorganization was necessary.

Group met almost every day for an hour or so via Skype and Webex.

In general, non-is_a-complete terms weren't very good terms.

One problem was discrepancy between organismal processes and cellular processes – solved problem by introducing cellular processes, multi-organism processes, multi-cellular organismal processes (these three are disjoint).  This helps solves the old problem of single cells being whole organisms.

Metabolism became metabolic process – homeostasis broken into homeostasis of cells, homeostasis of chemicals.

Added developmental processes (which includes any process in development).

All top level categories are is_a processes, then the children of these terms can be part_of.

Still a few outliers like “photosynthetic water oxidation” that couldn't be cleanly placed, and are left as direct children of biological process.

Biological regulation is now a broken into regulation of molecular function, biological process, biological quality – all of the GO regulation terms should be decomposable into cross products.

David wants tools to make it impossible to add non-is_a-complete terms to the GO .

3. Action item for John – make it impossible to add non-is_a complete terms in OBO-Edit

Chris on regulation

The regulation part of the ontology is a complex tangled DAG.

The regulation graph can be maintained entirely automatically.

When the reasoner is enabled with cross-product defined regulation terms, OBO-Edit can infer a lot more structure to the regulation graph.

Decomposition is done by providing genus–differentia definitions in OBO-Edit cross product edit panel.

A new regulates relationship type has been created to support this decomposition (to be used instead of part_of).

A mini-obol is used to do these decompositions, decomposed file is saved in go-xp.obo.

obol decompositions parse names - “regulation of X” is decomposed only when X is a biological process.

Using disjointness assertion, OBO-Edit reasoner can find bad is_a diamonds (where a term has 2 is_a parents) – there are about 700 mistakes right now.

Eventually, regulation decompositions will go directly into go_edit.obo, removing reliance on heuristic text parsing, curators would maintain logical definitions.

Pros: regulation graph automatically maintained – Cons: reasoner is slow.

Sequence ontology already uses these techniques.

CVS scratch directory contains a list of biological process terms that couldn't be decomposed by OBOL – some of these are parse errors, some may need revision.

E. Software group reports – Chris, Ben & Seth

Apps – AmiGO1, AmiGO2, OBO-Edit.

Database & Perl Tools – subsets slims supported, GO.xrf_abbs, go-db-perl released to CPAN, term enrichment added to API.

Ontology development support - OBO 1.2 released, logical definitions.

Production group report

Installed new servers for AmiGO and GO loading (making them run faster).

Updated filtering associations script – no unprintable characters.

Dedicated servers for GO – no longer on SGD servers.

godatabase.org will be given back to Berkeley, geneontology.org will still come from Stanford.

OBO-Edit working group report

An applications note was submitted to Bioinformatics, and the group is in the process of dealing wth the reviewers' comments.

OBO-Edit now has its own website at oboedit.org.

A release and testing protocol has been established by the group.  The development Wiki has testing drafts, including what the tests are and which have been completed.

There are regular IRC meetings, with technology demos that are not necessarily OBO-Edit specific. 

New features include verification plug-in, with built-in and user-defined checks.

New obomerge utility, allowing 2 collaborators to merge efforts.

Obo2obo is getting more use. Lots of transformations are possible as it has its own scripting language.

Multiple identifiers: What is it exactly do we mean when we talk about id mapping? What do people actually need?

Judy raises issue – we're getting a lot of suggestions for improvements from outside groups – is it possible to integrate these suggestions in parallel, even though many of these efforts involve the same people?

F. Annotation Outreach – Jen and Michelle

Most organisms are not annotated, and biologists want to annotate, but learning curve is steep.

Jen ran a letter-writing campaign to get people started.

Improving documentation to help people get started.

SGD ran annotation camp.

Doing outreach at meetings.

Jen has created an ontology of outreached-to groups.

TIGR

PAMGO held a term jamboree at TIGR; > 500 new terms resulted; once terms are resolved, annotation will begin at full speed.

TIGR holds regularly scheduled prokaryotic annotation courses (4 x/year).

Eukaryotic course set to begin March 2007.

Courses cover manual & automated curation.

Need to see how many course attendees actually continue to use GO.

4. Action item for Michelle – get this info

All day workshop and booth at PAG  (Plant and Animal Genomes conference).

Meeting with Jim Hu of E. coli – they aren't a traditional MOD, so discussion in needed on how to integrate them – may use the TIGR infrastructure.

Found that ready-to-go systems really help – TIGR provides “annotation engine” tool for automatic annotation and initial database creation, Manatee for manual curation – Manatee can suggest GO terms and search the GO.

Eurofungbase Annotation Jamboree on Aspergillus.
· This project had a framework collection grant from the EU designed to bring groups of expert scientists together to do something.

· It was a lesson in setting up a jamboree.

· Created a Wiki to organize tools and documentation, including link to live annotation chat room.

· 45 annotators showed up, each assigned to a GO slim category.

· Manatee used for annotation – people needed to get used to the idea that term definitions and specific, explicit evidence from papers is necessary to annotate.

· 500 new manual annotations were generated in two days.

Issue (Suzi): Who will maintain annotations from one-off efforts like this?

Issue (David): Need to make an effort to standardize how annotations are used as well as annotated.

 Judy suggests that making internal tools more available to users may help. David: maybe paper reviewers should require authors to report their methods (for example to explain how a cluster analysis was done). Rex & Suzi: Maybe GO should provide some guidelines for reporting methods on GO analysis to paper editors. 

5. Action item (David & Chris): create a minimum list of information needed to report methods when doing GO analysis for a publication. 

G. User advocacy (How are users using our data?) – Jane and Eurie

AmiGO 1.0 released, new servers, better search, more accessible, more documentation – next release will integrate inline help.AmiGO 2.0 will be complete rewrite – AmiGO 2.0 will be a tool hub providing access to all available analysis (enrichment analysis, dynamic application of GO slims, complex user queries, multiple download options, chart generation) – improved search, speed, inclusion of IEAs – idea is that users can bring many different types of data or queries to the system, and get GO slims, charts of go term distribution, or other data.

Issue (Judy): how do you distinguish a gene query with no annotations from a bad query in the presentation of the query result – i.e. the gene has been looked at, but no associations found?AmiGO working group was split into 2 groups; a hub group to build a core of functionality to provide something for the larger working group to work with. Eventually hub group and working group will merge again.  

Need a “reference genome’ slot under the tool-hub.AmiGO 2.0 should be available by Dec 2007.

Beta version will be available to reference genomes early for testing.

As functionality is added to AmiGO 1.0, it can be plugged into 2.0, and vice-versa.AmiGO 2.0 discussion

Server-side is CGI that calls perl – server returns OBD XML.

Client is web/javascript.

Much more modularized, easier to develop and maintain.

More communication standards – not tied to a language or platform.

More responsive, better use of bandwidth.

Real client-server architecture.

Easier to create special case clients & reusable components.

Issue: everyone uses graphical views instead of DAG views nowadays.

Issue: Simon comments that p-values should mean something.

Started a newsletter.

Improving web presence, by merging tools and documentation into one website. Attempting to integrate AmiGO completely with GO website.

Started helpdesk with a single email address – rotate one person onto 2-week duty at a time.

H. Operations - Suzi

How well are the new management groups working? Each group should have entered into the Wiki who they are and what their success metrics are.

Project management has been a series of one-offs. Not proposing Gannt Charts or organization software, but there are benefits to writing things down. Suzi looked at lots of tools, and decided they were too much overhead.  NIH wants answers to “how are you managing the project?”

6. Action Item for Suzi and Managers: Proposal for each working group to write down their protocols and currently active projects. Timelines and priorities/roadmap would be useful.  Metrics too.

An example of a project is the is_a complete project.

Types of metrics needed:  How much will the project cost, what are the resources, what features are we going to deliver, how can we be most efficient?

Another example is the roadmap for OBO-Edit development that helped John sort out where the project was going.

I. Piccolo Demo 

John gave a demo of a graph-viewing tool that he is going to incorporate into OBO-Edit as the main visualization tool. The main features seemed to be that it was visually pleasing, it was dynamic, and you can make views and so build up a presentation. He plans to add a sandbox that you can drag terms into. There is a layer that parses the graph stuff. The package could be adapted for web page based viewing.

7. Action Item for Amelia: Post all presentations from the meeting onto the Wiki site.

How well are the management meetings going?

a. If you are not in a group but have a pressing issue it would be good to be invited.

b. Setting up talks between UK and California is tricky, and not working so well. Full-featured conferencing would be good. Transcripts are important. People like the chats as they are recorded and allow multi threading.  Auto emails for action items.

c. There are time constraints on the individuals in each of the groups. 

d. Important to set up agendas/lists to keep conversations on track.

Make sure site managers are keeping track of the priorities for each person (time commitment).

8. Action Item:  GO-top:  Talk with each manager and bring summary reports to the next meeting.

9. Action Item:  Jen and Suzi:  Evaluate and make recommendations for project tracking software that might help with this.

J. Discussions of  Unresolved Topics, and Action Items from previous meeting.

Revisiting Completed items

10. Action Item for John: Add a term creation date to the .obo file.

11. Action Item for Jen: All “sensu XXX” terms will be changed to “sensu the XXX community”.

Parked for later: Update the documentation on using the ISS evidence code to emphasize that annotators must enter something in the WITH field.  In the case of gene products, there must be an experimental evidence code for that gene product which supports the annotation, i.e., we don't want to have circular ISS annotations.  Uniprot IDs, efSeq IDs, or individual MOD gene IDs would be okay to use in the WITH column.  Old ISS annotations that don't have an entry in the WITH column will not need to be retrofitted immediately. [Mike Cherry] Done or In progress?

Parked for later:  Consider what, if any, are the repercussions of renaming the cellular component to cell level entity. [Chris Mungall]

Incomplete action items which are in progress

12. Action item for Midori and David (from 2): Find a way to communicate responsibilities and availability viz ontology working groups. Devise a systematic way to bring closure to outstanding term request items. We've made some plans, but not yet acted upon.

13. Action item for AmiGO Working Group (from 4): The AmiGO Working Group will implement a strategy to incorporate and display the contents of the GO references. 

14. Action Item for Content Group (from 5, low priority): Make actin polymerization a function term. [Content group] In progress, may be done by meeting time; see SF 1621572.

Incomplete action items that remain on current agenda

15. Action Item for GOA (from 1): Talk to Reactome about getting non-TAS evidence. TAS is no longer considered a useful evidence code and will not be used in any consistency measures of reference genome annotation.  Since part of the idea of the reference genomes is to provide a source of IEA annotations for other groups, we strongly encourage reference genome annotators to not use TAS, and instead use experimental evidence codes whenever possible.  The GO documentation should also state this in a clear fashion. [annotation camp participants]

16. Action Item for Judy, Harold, Amelia, Eurie, John Day-Richter (from 3,4,5): Resolve communication issues around obsoletes.

Progress toward 5d has been made with new ability for community users to subscribe to sourceforge digests.

17. Action Item for Chris and Jane (Revisit 7): Remove the word 'activity' from the molecular function terms, and consider renaming the molecular function ontology. [note that later on in the meeting after action item 73 notes state that more discussion on this proposal is needed]

18. Action Item for Jen & Chris (from 8): Assign priorities for contents changes needed to implement sensu plan. Discuss the different aspects of changes to our use of sensu, write documentation on this, and implement the new strategy.  This change will then be announced to the community.

19. Action Item for Amelia (Revisit 10): The monthly archive of the GO will also include Release Notes.  These notes would include the output of the monthly report script, including the relevant SourceForge IDs, as well as human-readable text that summarizes significant additions or changes to the GO file.

20. Action Item for Karen C. (from 11): Add to the documentation that it is okay to use experimental evidence codes for perfectly identical gene products from different strains of the same species.

21. Action Item for Eurie (Revisit 12): No conclusion about how to distinguish large- vs small-scale experiments was reached.  People are encouraged to keep thinking about this issue, which clearly needs more discussion.

22. Action Item  for John: Link OBO-Edit docs to geneontology.org from oboedit.org.

K. Annotation Issues
Annotation 2 Redundancy Checks – MODs & GOA

Some groups are not integrating UniProt annotations to feed back to GO

Judy described MGI's algorithm for doing this – originally: map UniProt ids to mouse ids, append annotations to mouse annotations file, remove duplicates. Now MGI integrates GOA annotations directly into their database.

23. Action item for Mike(?): Change documentation to make clear that annotation file column 1 gives the database from which the identifier in column 2 is drawn, NOT (as it currently says) the id of the submitting authority.

24. Action item for Daniel: Form working group to help groups that are having problems resolving redundancy issues.

Annotation 3 Better access to multi-species resources – 3

The problem is that the un-stripped files are difficult to find. At the moment they are available from the submissions folder.

25. Action Item for User Advocacy Group: Make all multi-species files (UniProt & PDB) readily and obviously available on the GO website. Include obvious and prominent documentation explaining that these multi-species files will contain redundancies with the other files, but don't necessarily contain all annotations from other groups.

Annotation: Blame for gp2protein omissions 

Currently, gp2protein file only lists genes that have GO associations. We need mappings for every single gene product identifier in a database (not just the annotated gps) to a sequence identifier. Do we need sequence identifiers only, or do we also need the sequence itself? There is a need for integrity checks. 

We need to know the general state of the structural annotation to be able to access the functional annotations.

All reference genomes need to provide gff3 files for all their gene products. Of the genomes not currently providing GFF3,  Mouse can get gff3 of transcripts, and ZFIN have Ensembl sequence but also about 1/3 floater genes.

26. Action Item for Mike & Karen E.(?) & Rex: –Work out kinks in getting this data and make it readily available from the GO site.

Do we show SO identifier or terms in column 12?

Resolved: Use the term name.

27. Action item (Mike): Add SO ids for allowed objects to documentation.

Protein Family-Based Annotation Tool Demo – It was well loved.

28. Action item (Suzi, Tanya): Continue developing tool.

Karen E. reports on metrics for describing annotation completeness.

Maturity of annotations – older projects tend to have higher quality annotations (as measured by evidence code use).

Pie charts showing the number of “aspects” (i.e. function, process, component, location) annotated per gene.

If the gff3 data is provided for each gene, it is possible to show graphics of what kind of objects are being annotated in each database, or the average intron length across different organisms.

What does depth mean? (distance from root, distance to a leaf?) Demonstrated various depth measurements.

References per annotation as a metric,

L. Ontology Alignments

Should we have anatomical processes in the GO?

David thinks we should avoid descriptions of gross function and we should be fine.

Resolved: Go for it, create these terms when needed.

Should all reference genomes be capable of creating contextual information with annotations?

Or, should we allow annotation to an on-the-fly cross-product? MGI make contextual structured notes at annotation time, allowing the annotator to be more precise. 

Proposal: Chris wants to allow this by adding a “slots” column to the association file.

It's important to create checks for nonsense in the slots column.

It will use relations like target_of, located_in. These relations will go in RO.

Objection was raised about the slots column increasing the amount of time needed to annotate, but David felt that it doesn't take much longer.
29. Action item (Midori and Rex): Do it, add the column and document the formalism.

This choice also solves agenda item 6 – Ontology Alignment: Karen C. vs. Karen E.

Suzi estimates this will take a year to implement.

Jane proposes restructuring cellular_component ontology.

cellular_component means the same thing as cell_part.

Jane wants to rename cellular_component to cell-level entity, “cell-level component” was also proposed. 

30. Action Item (Content Working Group): Pick a new name for cellular component. [note, this was superceded later with decision not to change this name – see action items 81 & 82].

31. Action Item (Jane): Keep researching CARO integration.

Revisit (low priority).

II. Tuesday, January 9th, 2007

A. Evening Discussions

Report on Bar discussion – Suzi, Judy, Matt, John.

Resolved: We will permit introducing community-specific synonym types in OBO-Edit (after all, it can’t hurt).
Resolved: GO Engineering meeting set for March 16.

Bar discussion from reference genome group.

Can access data from reference genomes via Google spreadsheet (for each gene) and through Mary’s pages (below).

Mary demos comparative graph tool. http://www.spatial.maine.edu/~mdolan/RefGenomeGraphs.

Mary asks for suggestions for her tool.

32. Action Item (AWG): Explore whether this would be a useful addition to AmiGO 2.0.

B. Ontology Content

What should the next content meeting focus on?

AmiGO group reported that most popular AmiGO searches are cell cycle and apoptosis.

33. Action Item (AWG): There should be more tracking of what users are doing in the next AmiGO; explore the options.

Pointed out that most popular searches don't necessarily need more development.

Giorgio & Erika (& David) are interested in muscle development.

David wants experts to take on renal terms.

Cardiovascular meeting probably in June. Muscle meeting should happen some time before, but will probably be in July.

We can take some pressure off of Jane & David at these meetings by having them alternate meetings.

We need to bring an extra person to the next content meeting to train them to modify the ontology as the content discussions occur.

Giving credit for ontology development.

Jane proposes we create a structured comment that includes a reference to the collaborating scientist and the content meeting web page where work on the term was done.

Suzi: Should we always publish a short review article after each content meeting? Suzi would like to promote these notes as an incentive for participation in these meetings, and a reference for these credits.

Resolved Everyone agreed violently to publish short review piece on content meetings.

Appropriate field will be added in OBO Format 1.3 for content contributor instead of simply the dbxref field.

Issue from Karen: How do we credit external experts who did their work outside the context of a meeting?

It was pointed out that even if no publication results from a meeting, a GO_REF abstract would always be filed, so at least we have something to cite for terms that result from the meeting.

34. Action Item (Seth & AWG): Discussed that these changes should be reflected in AmiGO.

Where are we on a history tracking tool?

Karen C. thinks that tracking creation date is enough.

Michael suggested just adding a creation date for each term to a file, and zeroing out all existing terms at today's date.

Amelia suggested including the term creation info in the monthly reports as a starting point.

Important questions are how will it be used, and what will it buy us?

· Improving definitions by checking on sections of the ontology that haven’t been modified in awhile.

· This has been asked by outside users.

· To computationally compare if there’s new granular terms.

35. Action Item (John & Jane): Come up with a  proposal for a history tracking tool, including timeframe and priority, and send out email.

GO Development Training

Midori & David want to be able to hand off SourceForge items to non-editorial office people, so we need to train more people.

Discussion of whether we need more people trained on editing the ontology.

Midori points out that the bottlenecks in resolving SourceForge requests are involved in communication with the submitters and getting all the information necessary to make the changes, not actually entering the information.

Most term requests are coming from inside the GO consortium.

Maybe there should be a tier that can triage the terms, and different people do the work.

Jen likes communicating on Skype to resolve SourceForge request items.

Do we need a tool for submitting term requests? Jane & Suzi say yes, Karen E. says not so much.

AmiGO is discussed for this end.

Michael suggests we have an annual training attached to a consortium meeting. We could invite external users to that meeting.

Part of training sessions should include standards training, definition writing, in addition to the OBO-Edit training session.

Resolved: Hold the first training after the next consortium meeting.

36. Action item (David, Jane): Organize first training meeting.

37. Action Item (Nicole, Jane, John, Mark): Create proposal to group for term submission software, including the “minimum standards for each term”.

Mike notes that the more people we have accessing CVS, the less secure we are, since CVS access grants access to all the resources of the GO. According to the CVS documentation, it is
possible to grant access on a per-directory
basis, i.e. allow write access to some but not
all subdirectories, and we might want to make use of this feature.

C. User Advocacy

Should comments be hidden in AmiGO?

Some arguments as to whether comments are useful to users.

Consensus that structured comments will be necessary.

Discussion on whether comments are necessary when a merge occurs on the same rationale as commenting obsoletion.

38. Action Item (AmiGO Working Group): Change AmiGO to hide (by default) structured comments of certain types. Obsolete comments will not be shown. Structured comments that don’t belong will not be shown.  Have option to hide comments.

Quality control on what appears on GO Tool Page. Should GO promote certain tools?

Should we continue to list tools that aren't necessarily still live (or work at all)? Current policy is to list everything.

Evelyn feels that we need to highlight tools that are useful and still maintained in order to make things easier for new users. Large number of tools is overwhelming.

Suzi wants to rank tools by features and other meta-data.

Eurie would like to create a Wiki page for each of the tools on GO Tools. People really liked the idea.

Michael added on the idea that we could give users the ability to rate and comment on tools.

Jane suggests publishing minimum standards for tools.

Jen would like to create a Google user's group.

Karen E.'s student has done an evaluation of the available microarray tools; she volunteered to make that data available to the group. 

39. Action Item (Karen E.): Send the information to the group

40. Action Item (User Advocacy): Create a Wiki page for each tool on GO tools. GO's official tool recommendations (if we have them) can be posted on the Wiki. Link to a Google user group for tool discussions

41. Action Item (User Advocacy): Publish minimum standards for tools on GO tools. This can just extend the existing questionnaire.

How successful are the users meetings? 

Should they be scrapped? User's meetings are too general, may not be meeting the needs of the community, people aren't showing up (note: Eurie's proposal is available on the Wiki).

User Advocacy proposes to do away with User's Meetings as we've known them.

Suggested that maybe GO is mature enough where user's meetings are no longer useful. Fiona pointed out that GO is not mature for some genomes – maybe what we need is tool demonstrations for communities that don't know as much about the GO.

Simon suggests that GO trainings and outreach are needed at topic meetings.

Proposal is that we should no longer have a single annual user's meeting – We should attend community-specific meetings and educate users about GO. A casual forum should be provided to learn about GO – users should not be required to give a talk.

Eurie presented a number of specific suggestions for doing this kind of outreach (available on Wiki).

Judy suggests we use the Google calendar to list what meetings we're going to. That way, we can assign GO outreach responsibilities as we connect with various communities (calendar is linked from the Wiki).

Suzi suggests we do stuff at the ASM Meeting in Toronto –JGI is doing a workshop before ASM meeting, too bad TIGR won’t be there.

Fiona suggests that we target Human community; also we might do better at smaller, more focused meetings.

Simon suggests doing something at American Society of Human Genetics meeting. MGI and GOA already attend this meeting. He also suggests Bioconductor meeting.

Pascale points out that we need to clearly identify sessions at the meeting, so people can attend sections they're really interested in.

Judy wants to do more outreach to human biomedical community.

Mike says we need to pitch our talks as more biological and result driven, and less technical if we want to be invited to smaller community meetings.

42. Action Item (Everyone): Email suggestions for meetings at which we'll do outreach to Eurie & Jane & Jen.

43. Action Item (Everyone): Put meetings on the Google calendar.

44. Action Item (Eurie & Jane): Create Wiki of meetings gathered from emails.

45. Action Items (Managers): Revisit metrics & priorities.

46. Action Item (Managers): Create structure within working group Wikis to allow people to announce what they are working on.

47. Action Item (Everyone): Create list of projects they are working on, post on Wiki.

48. Action Item (John): Tell everyone I'm worried that we don't have enough of a plan.

The unknown/root merger has been causing confusion. How do we explain this to the community?

49. Action Item (Chris, Karen C.): Publish a succinct paragraph explaining why unknowns were removed. Karen C. will write documentation targeting biologists; Chris writes an explanation targeting software engineers. Publish on website, possibly in newsletter, wherever necessary.

D. Evidence Codes

With column – How is the WITH column to be used for IPI?

Midori & Susan say that the evidence code docs say that IPI and IGI should have the same usage of WITH.

Karen C. claims the documentation is different for each, IPI is ambiguous.

David: MGI can't support two identical annotations with different with field contents.
Issue: What do we do when an author claims there is a protein complex, but they've only explicitly demonstrated a binary interaction? Do we trust the author, or what they've explicitly demonstrated.

Karen C. & David: The ‘with’ column is just a union of all the things that were interacted with in that experiment. We should remove the special meaning of pipes as indicating complexes. If two genes are piped together it means they interact; if you use a comma, the interaction is ternary.

This issue elicited continued discussion and was unresolved. However, it became clear that we were in fact discussing several different problems, these being:

a) What to put in the WITH field, all the pipe and comma discussion. (No longer an action item, see below)

b) What is interaction data and is it something for the annotation file.

c) The current use and definition of the "protein binding" function term.

We have not reached consensus on any of the above items.  We will continue discussion on these 3 items at the Princeton GOC meeting in September.

50. Action Item (MGI, SGD): Change all pipes to commas.

51. Action Item (Chris, Ben): Work through any database implications.

52. Action Item (User Advocacy): Announce in newsletter, “what's new” section of GO site.

When do you use GO_REFs to specify methods versus extending evidence codes?

53. Action Item (Everyone) – Tell code extension advocates to piss off. Attendees voiced strong opinions against extending evidence codes.

54. Action Item (John): Email Simon Twigger OBO-Edit Piccolo/GraphViz source code.

Presentation of evidence code proposals (see included documents)

Karen C. & Pascale suggest that we use practical examples in the evidence code documentation. Change documentation and give examples – direct/genetic evidence.

Midori points out that there is a SourceForge tracker item that contains a number of useful examples to incorporate into documentation. See https://sourceforge.net/tracker/index.php?func=detail&aid=1047963&group_id=36855&atid=605890 .

Discussion about reference genomes refusing to use TAS, because TAS evidence may not refer to the organism of interest. Emily wants TAS to be available as a last resort to reference genomes; Judy says that it's better to have no annotation at all in this case.

Karen C. says that Inferred By Curator is usually a better way of encoding common-knowledge from a textbook than TAS.

Judy remains suspicious of “common knowledge” annotations. Karen C. clarifies: when she says “common knowledge”, she means information that is obvious by inference from other explicitly stated information, not “common knowledge” that just floats around the community without evidence.

David explains that NAS needs to allow “with/from” field, to allow the equivalent of IC statements made by the author of the paper.

55. Action item (Karen C):  makes these statements very explicit in the documentation.

E. Management tools

Heard Alex's Immunology presentation over Skype with WEBEX for screen control. (see slides).
Alex has set up Wiki pages for a list of 1400 identified genes of interest. Wiki pages are designed to encourage experts to fill in requested information on these genes.

There are also Wiki pages for GO terms that are potentially useful for annotating those genes.

Alex is also developing a GO-slim for immunology.

56. Action Item (Rex, Eurie): Create a gene page for each reference gene on Wiki. Use Alex's pages as a template. Link Wiki pages to existing annotations.

WebEx Discussion

Everyone wants it.

57. Action Item (Everyone): Feel good about WebEx, continue to exploit Tanya's account. Continue to use Ready Conference and Skype. Avoid long-term lock-ins.

58. Action Item (MGD): Get a WebEx account.

59. Action Item (Jen & John & Tanya): Research commercial version of Skype to possibly replace Ready Conference.

F. Back to Evidence Codes – ISS & IEA

Mike: It's safe to not require a ‘with’ column with ISS with a new QC check: If you use ISS, you need to use a GO_REF. If you use a GO_REF, you need to put something in the ‘with’ column.

Possibilities: Leave with column blank if the ISS refers to an RNA, OR use a GO ref id, OR add a new evidence code, OR put the program name in the WITH column, OR just use RCA for these cases.
Resolved: Always use a WITH column for IEA and ISS, containing a program name if necessary. For example, make a ref to tRNAscan. If an author says that that they used BLAST, but does not provide the accession for the match, then use TAS code, not ISS.

60. Action Item (Evidence Code Working Group): Develop a decision tree for choosing an evidence code. Present results at next consortium meeting. (large scale/small scale, reviewed/un-reviewed. Similarity/not-similarity etc).

61. Action Item (Rex): Assign programmer to check integrity of WITH field for annotations.

Noted: WITH column required for IEA in 4 months.

62. Action Item (Everyone): Add SwissProt keyword ids to WITH column when appropriate.

63. Action Item (Evidence Code Working Group): Send RCA code back to committee.

64. Action Item (Evidence Code Working Group): Except where contradicted by other action items above, accept recommendations in Evidence Code Proposals Draft.

Should all annotations to “unknown” or root nodes be changed to ND?

65. Action Item (everyone): Change unknown manual annotations to ND, use GO ref or internal reference, don't reference the paper. IEAs to the root term are acceptable.

Sub discussion about whether NOT annotations need to be accompanied by a positive annotation to unknown. SGD does this, no one else does.

66. Action Item (everyone): When annotating NOT, if no positive annotation can be made, the gene product should ALSO be annotated to the root.

67. Action Item (Committee): Update documentation to reflect previous action item.

68. Action Item (Evidence Code Working Group): Send ND back to committee.

Option for committee when discussing this: Make GO database loading script suppress NDs if they are covered by a live IEA. 

III. Wednesday, January 10th 2007

A. Next meetings

Motion to have next meeting in Princeton. Motion was passed.

Meeting will take place in September – tentatively schedule for last week in September, starting on Monday the 24th – SGD can't attend the 19th 20th 21st , Dicty can't attend first week up to the 8th.
Resolved: Meeting at Princeton, last week of September starting Monday the 24th.

There was not going to be a GO camp this year. Instead the GO will direct people to TIGR's two annotation classes (prok and euk).

69. Action Item (Reference Genome): Discuss scheduling for a reference genome meeting/annotation camp.

70. Action Item (Jen, Michelle): Outreach annotation course organization, publicity.

B. Revisit Items

71. Action Item (Everyone): Don't use community-specific (limited to being understood only by that community) terms as the primary term name. Create a community-neutral primary term (structured synonym), and use the community-specific term as an exact synonym. Tag these exact synonyms by community as appropriate.

72. Action Item (Jen): Change all “sensu the XXX community” terms back to "sensu XXX".

73. Action Item (Ontology Editors, high priority): Accept Chris & Jen's proposal to get rid of sensu terms. The few remaining terms should be called “sensu the XXX community”. 

Proposal to remove the word activity has been postponed until the next meeting. Michael felt that the linkage between function/process/component should be worked out first. 

74. Action Item (Chris, Jane, Harold): Create concrete proposal for linking between all GO ontologies, get relationship ontology up to speed, do pilot project in metabolism.

75. Action Item (Amelia): Talk to Stanford about monthly archive release notes.

76. Action Item (Suzi): Come up with a structure for reporting our time commitments.

77. Action Item (GO Top): Get back to Karen C. on proposal to extend evidence code committee.

Resolved: The temporary evidence code committee remains a functioning committee until the next meeting.

Rama: Discussed creation of an official GO brochure to hand out at conference booths.

78. Action Item (User Advocacy): Draft an official GO brochure.

79. Action Item (Mike): Create GO banners.

80. Action Item (Jen): Create Wiki page with a checklist of what to bring/do when advocating GO at a meeting.

81. Action Item (Everyone): Use the word cellular to refer to things related to a cell but aren't necessarily cells or things contained within a cell. Use the word cell to refer to cells themselves or things contained within a cell. (Change cell signaling to cellular signaling, for example).

82. Action Item (Jane): Tweak cellular component definition to clearly distinguish cellular component from cell part.
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