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I. Agenda 

Review of the agenda for the WGM in Vancouver
a) Discussion on possibilities of creating a dial-in access for people not being able to attend the WGM in Vancouver for the Wed Q1 session. 
b) Discussion on intergrating the HL7 CG models into the HITSP process in order to improve the adoption of  CG models by vendors.
Mollie – emphasized that it is essential to work with other groups (e.g. LAB) on the extension and incorporation of  CG models. 
If we want that our models will also be recommended by HITSP for the exchange of genetic information, we need to adopt the specific constructs HITSP has identified for interoperability between systems. One construct identified by HITSP is CCD. Mollie referred to her experience on the Pedigree Model which was reviewed for the HITSP use case. She experienced a lot of resistance regarding the Pedigree Model as HITSP was about to drop the Pedigree Model in favour of  CCD. 
Amnon – the development of the  Pedigree Model arose from the evaluation that CG could not express  family history for genetic testing by the CDA. The CCD is not rich enough to represent the family history. 
Conclusion : 
Add a discussion topic to the Wed Q2 : planning for genetic variation in CCD model, if possible, with participation of  Keith Boone.

Add a discussion topic to the Thu Q4 : Planning for Pedigree in CCD

Start  an  active collaboration with Keith Boone, Allen Hobbs, (HITSP co-chairs) and Austin Kreisler (Lab co-chair).
Action item :

Mollie – will contact Keith Boone and ask him whether he would mind participating in the Wed Q2 and Thu Q2 session representing CCD. 

c) OID for human genomic nomenclature standards
Mollie- raised the question whether we have OID registered for the human genomic nomenclature.

HGVS : has an HL7 OID
dbSNP : and the rest has to be clarified.

d) HL7 V2 implementation guide
TSC expressed concern that CG has not explicitly written a project charter for the HL7 V2 Genetic Variation Implementation Guide. CG needs to upgrade the project charter for the Genetic Variation Topic.
Action item : Rick Haddorff will update the project charter on Genetic Variation and send it out for review to the listserver.
Conference call adjourned at 10:19 a.m. EST by Phil.

II. Next conference call

The next conference call is scheduled for August 26th, 2008.
III. Next meeting´s agenda

· Finalize agenda for the WGM in Vancouver
· Discussion around OHT eclipse tools for the development of a Domain Analysis     Model (DAM)
· Project facilitating roles
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