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CPIC INFORMATICS WORKING GROUP CONFERENCE CALL


DATE:  		November 21, 2016
ATTENDANCE:  	Kelly Caudle, James Hoffman, Cyrine Haidar, Andrea Gaedigk, Aniwaa Obeng, Bob Freimuth, Dyson Wake, Michelle Whirl-Carrillo, Josh Peterson, Vojtech Huser, Mark Dunnenberger, Roseann Gammal


	TOPIC
	DISCUSSION/ACTION
	FOLLOW-UP

	Submitting standardized terms to SNOMED
	· James recapped the CPIC term standardization project and our progress with getting the standardized terms integrated into LOINC
· Discussed terminology needs for SNOMED:
· Phenotype level? Or even more detail needed? 
· Phenotype level
· Need to differentiate phenotype vs. activity testing? 
· Ex. TPMT  - may be helpful to distinguish, but applying our terms to activity testing results may be outside our scope
· Most results will be predicted phenotypes 
· Need to distinguish microarray vs. whole genome sequencing results?
· Actual observation vs. “risk thereof”
· Ex. HLA-B/abacavir 
· Most results will be “risk thereof” and not an actual observation – don’t need to distinguish between the two with our terms 
·  “Disease” or “Clinical finding”
· Clinical finding (for categorization in the tree) 
· Current UGT1A1 and HLA-B SNOMED terms provide good examples for tree position  terms are best described as genetic findings, not metabolic diseases 
· Need to consider other groups to give input on our recommendations:
· HL7 Terminology
· DIGITizE of National Academy of Medicine 
· Pharmacy Health IT Alliance 
· AMP
· IGNITE/eMERGE
	· Kelly/Bob/James/Rose – Create a list of SNOMED change requests

	Translation Tables


	· Looking for feedback on the usefulness of the new translation tables 
· Initial feedback:  too many tables
· Not necessarily a problem
	· Further discussion on January call  

	CDS-KB
	· Josh presented on CDS-KB on the last CPIC call 
· Investigating ways to link from CDS-KB to CPIC resources 
	· James to continue to work on linking CPIC resources to CDS-KB 



