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I. Agenda 
Planning the Vancouver HL7 WGM 

Take as an action item to add a session for updating the pedigree specification in order to add implementation documentation and in particular to elaborate on the way the standard is built on the HL7 v3 foundations (e.g., data types and vocabularies) considering that those descriptions are typically not an inherent part of a v3 spec as they are common to all v3 specs.
Walk-through of the Genetic Variation Storyboards - EGFR testing for clinical practice
Reference :  08 07 15 Genetic Variation Storyboards-clinical.doc
Phil added the Cytochrome P450 use case for clinical research to the storyboards. Amnon suggested changes to the names of the entities in the interaction diagram in order to make them consistent with the HL7 dynamic model conventions. 
a) Discussion points on the Summary section:

Should the EGFR genetic test  be“ordered”  or “selected” from an  EHR test catalog? 
Conclusion : EGFR test will be “ordered” in the EHR application but not electronically to avoid the need to describe the ordering message at this point. The assumption is that the order is sent on paper.

b) Short Discussion of chapters 8 & 9 in the walkthrough document:
Amnon raised the issue of whether HGVS variation convention is a nomenclature or a terminology. It’s not a regular termonilogy because the conventions allow for the description of most of the DNA changes using compositional grammer.
c) Discussion points on the Data section:
Shall we set the observed sequences in the Lab result as optional? 
Conclusion : Take it out for this particular EGFR storyboard but note that the mechanism is available in the model.
Reference to the Domain Analysis Model (DAM) removed from the storyboard.
Walk-through of the Genetic Variation Storyboards - EGFR testing for research
a)  Discussion point on the Data section:

In contrast to the lab message in the clinical practice, the observed sequences are sent along with the lab message.
Action item:

Phil will send out the consolidated and clean storyboard document to the listserver for review.
Review of the Genetic Variation Model Walkthrough – version 20080714
A bird eye view of the Genetic Variation Model is still missing in the walkthrough. Amnon is working on that.
The following Acts were discussed : 
Genetic Loci /Allele/Sequence
Title attribute and Text attribute : Shall we remove the Text attribute? Do labs need big text fields? Conclusion : Text and Title have the same data type i.e. ED, keep both the attributes because they can serve the purpose of rendering the lab result if needed. Amnon noted that in the case when a report is generated using the CDA spec, then it is the best channel for renderable content.
Sequence

Phenotype : Shall we allow a Phenotype CMET linked with the Sequence?

Mollie: In this case we should differentiate between clinical practice and research.

In clinical practice one would use the Interpretation Code attribute in the Sequence Act, whereas in the research setting one would use the Phenotype. Amnon: the Phenotype model is available to use also in clinical storyboards but is not an inherent part of the model. It is a separate CMET that can be optionally used when complex phenotypes need to be described.
Conclusion : interpretation Code is already existent in the Genetic Variation Model.

Make adjustments to the implementation guide.

Genetic Document
We are not allowing any author for a generic document, and we do not have any possibility to explicitly link an author with a document. Shall we add  that?

Conclusion : Add an author that can override the Genetic Loci author.
II. Next conference call

The next conference call is scheduled for July 16th, 2008.
III. Next meeting´s agenda
Review the HL7 V2 topic

Continue  discussions on the storyboards  and the PubDB content
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