
Minutes from the GEL and SP tracks of the PSI Spring Meeting (San Fran, April 2006)
MIAPE: Gel Electrophoresis (Chair: Frank Gibson)

Seeking to follow principles from MIAPE parent document. Several hands-on authors from different sites; 23 external reviewers.

Process:

1. Requirements gathering – writing based on use cases. 

2. Module testing – apply to data from experiments. 

3. Committee review – committee review. 

4. Release through PSI web site, etc. 

5. Application – made available for journals, databases, etc. 

Phases 1 to 3 complete.  

A range of comments were received from the review process.  Overall support for the level of detail provided – enough but not too much. Various comments received, including definition of crisp terms (really in scope for the model), tool support for submission (not seen as part of the remit for PSI).

The contents of the document were reviewed: General Features, Sample, Gel Matrix and Electrophoresis, Inter-dimension Process, Detection, Image Acquisition, Image,

Questions/issues: 

· Can protocols be referenced rather than included – yes, if at MIAPE level of detail, and can be clearly referenced (e.g. it is a published protocol). 

· Image information requested does not include properties of scanner that indicate how an intensity value relates to the intensity on the gel. This information is required for quantitative proteomics. (Action: Make change to document). 

There was a discussion of the way journals saw the proposal. It was suggested that there was likely to be staged adoption – initially recommending that submissions implemented MIAPE guidelines, and then moving at a later date towards mandating such levels of description once there was more experience with this level of description and tool support was better.

GelML (Chair: Andy Jones)

Initiated at PSI Geneva meeting, September 05.  Milestone 1 in December 2005 – model plus specification document. Seek to support discovery of relevant results, sharing of best practice, validation of results, sharing of data sets.

The contents of the specification were reviewed.

Questions/Issues:

· Should DetectionAction be included as one of the Actions in the Gel2DProtocol. 

· Need to ensure that the outcome from the gel protocols is such that it can be fed into other FuGE protocol applications, for any arbitrary downstream handling. 

· ElectrophoresisStep could either describe the protocol informally as a string or using a collection of defined parameters. A use case does exist that retrieval on specific properties could be valuable. There is also some concern that free text will lead to poor quality descriptions. 

There was discussion about the use of ontology terms. Need to agree some principles for what should be ontology terms and what not. Possible principles:

1. Units of measure should be unambiguously specified wherever possible, and not extensible to support arbitrary units provided through an ontology term. 

2. Ontology terms should be used where searching over the terms is important. 

3. Ontology terms should be used where: (i) there are existing stable lists of terms; (ii) it is practical to create and maintain suitable collections of terms. 

4. Enumerations within the model should be used in preference to Ontology terms where there is a fixed list of legitimate values. 

5. Uncertain: 

a. Where ontology coverage is partial, properties referencing ontology terms should be optional, and there should be a backup description mechanism. 

b. Where ontology coverage is partial, a value should be provided stating the origin of the term as the authority for the term provided (e.g. the URL of the company that made the machine). 

Anticipated roadmap: Update to milestone M2 during May, migrate validating data to M2 and obtain additional data for validation. Hope to submit Version 1 into document process around Fall PSI meeting. Need to have made some progress with CV terms to make the model useable.

spML (Chair: Norman Paton)

The model was reviewed, including modelling style and scope:

· Utility models 

· models for specific forms of sample processing 

· generic models for sample processing 

Questions/Issues:

· "The validation of results": should this be "The evaluation of results" - this is an also an issue for MIAPE parent document, this is a change to consider 

· May need to add more detail about how to load the sample onto the column e.g. by re-using SampleLoadingProtocol from gelML. 

· The development of the MIAPE document has raised issues about the spec of outputFractions in spML. 

· The GenericSeparations part of the model has not yet validated with much data; may be useful to validate with SELDI, bead separations, or standard polar / non-polar separations, given that these are significantly different from Columns, etc. 

· In TreatmentProtocols model, TreatmentProtocol should possibly have an association to GenericEquipment. 

· Should spML cover further upstream processes such as material harvesting? For now focus is on proteomics techniques, but we should try out model with samples to see if a small change could help to capture upstream processes. 

· Discussion about the level at which things should be enforced i.e. in the model or from the MIAPE document – with a more general non-enforcing model.  Issue – we need to decide whether future PSI models should enforce the MIAPE requirements or not, i.e. if something is mandatory in MIAPE should it be mandatory in the model. This is for general discussion with PSI. 

· Roadmap specifies an attempt for version 1.0 by PSI Fall. This is a feasible timescale for metabolomics group as well. 

· There is an issue in relation to getting MIAPE columns through the PSI document before version 1.0 of spML. 

· Discussion of how we plan to develop ontologies for this. 

<!--[if !supportLists]-->-         <!--[endif]-->In the nearer term we will develop CV lists, longer term these will fit into FuGO.

<!--[if !supportLists]-->-         <!--[endif]-->Ontology does not need the same document process as the model; can be developed incrementally.

· Discussion of how to expand the spML team. Would like to get some vendors on board, Chris has started a process of contacting vendors to get them involved in the process, including for validation and controlled vocab terms. 

There was a discussion involving Nigel Hardy from the Metabolomics Society about collaboration over model development. In general, in favour of unifying model with metabolomics group. Meeting planned in Manchester in May to discuss metabolomics use cases.

Nigel Hardy agreed to take the role of co-chair of the SP group

MIAPE: Gel Informatics (Chair: Matthias Berth)

Requirement exists, for example, to overlay gels; in turn this requires warping if images to compensate for changes in Gel runs.  Details of draft reporting guidelines are at: www.proteomeinformatics.net, where there are facilities for accessing, editing and commenting on the document.

Scope is everything from scanned images to numbers and reports: raw images, spots, spot matching, quantities, expression profiles and annotated images. Need to state the results and document how they were produced.

Coverage of MIAPE document: General Features, Description of Image Data (Raw data files, Raw provenance data, Preprocessing, Preprocessed and intermediate images), Image Features (e.g. at least a centre – perhaps an area, annotations), Spot Detection, Reporting Spot Boundaries, Grayscale Calibration, Background level, Normalization, Expression Profiles, Spot Matching, Image Warping, Image Fusion, 1D Gels.

Questions/Issues:

· Use cases exist for a significant variety of data; different use cases require different data. 

Next steps: Checking requirements for 1D Gels, object model and data format, tools such as converters for validation, recruit wider participation. Action: Chris to send contact details of relevant people to Matthias.

MIAPE: Sample Processing (Chair: Chris Taylor)

Current position: both Column Chromatography and Capillary Electrophoresis are at requirements gathering stage (i.e. before submission for formal review).

Contents of Column Chromatography and Capillary Electrophoresis documents were reviewed.  

Questions/Issues on Column Chromatography:

· Fraction description – description of frequency based description was not as obvious as it should have been.  Need to remove “for each fraction” from header of 6(b). 

· Fraction description – some scientists prefer a peak-based view to a fraction based view. Minimal coverage of peak picking at present. 

· No capture of life history of columns; quality of results depends on the age of the column and its past use. 

Questions/Issues on Capillary Electrophoresis:

· Sample descriptions may be repeated – need to seek to be consistent across multiple. 

· Sample solution and some aspects of run processes borrow material from a now revised version of Gels documents. 

General issues:

· Conditions under which a run was done – need to have an opportunity to convey some aspects of Quality Control relating to a run.  For example, running a standard sample through to check behaviour every ten. 

· The MIAPE guidelines currently don’t include an objective of supporting reuse; could be a slippery slope. 

Controlled Vocabularies (Chair: Frank Gibson)

An OWL ontology has been developed by Frank Gibson that describes various concepts in proteomics; the names of instances of certain of the concepts in the ontology could be used to populate OntologyTerm instances.

General issues:

· The presence or otherwise of a PSI policy on the representation of terms (e.g. do terms currently all have to be represented in OBO) needs to be clarified, as does the presence or otherwise of a global mechanism for creating and maintaining such terms. 

