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	TOPIC
	DISCUSSION/ACTION
	FOLLOW-UP

	Planning for CPIC Database Content, Functionality, API
	· The purpose of this project is to develop new tools to expand and customize use of CPIC guidelines
· Reviewed current CPIC implementation resources, which are summarized in JAMIA paper (PMID: 27026620)
· Examples of potential use cases:
· Retrieve a summary of the drugs and genes that are associated with a CPIC guideline
· Filter available drug/gene information to specific local needs
· Retrieve all drugs with CPIC guidelines and return a summary of all actionable diplotype/phenotype data with the corresponding CDS alert language
· Reviewed query examples
· Discussion
· How do you anticipate you would use the CPIC database/API?
· Kevin Power (Cerner): How would API interface with EHR?  What use cases are you anticipating?   
· PharmGKB: Will start with keeping separate from EHR with potential to do more integration in the future. Looking for ideas for use cases.
· George Robinson (First Databank): How would the query process work?  
· PharmGKB: Based on genotype/phenotype, can pull a specific recommendation. May have multiple recommendations for different drugs based on gene. All the wording, terms, etc are the same as what’s currently provided in CPIC guidelines. 
	· Contact James Hoffman (james.hoffman@stjude.org) or Michelle Whirl-Carrillo (mwcarrillo@stanford.edu) with further comments/suggestions.






	
	· Allen Flynn (University of Michigan): As cited in JAMIA paper, informatics resources must support long-term re-interpretation of results. Didn’t see the version of the guideline specified in the query examples.
· PharmGKB: Don’t know the answer to that yet. 
· Mary: Might need each field to have its own version. 
· PharmGKB: Where to apply versioning/change tracking is an important decision to make. 
· Josh Peterson (Vanderbilt): How will you be handling various haplotypes and copy number? 
· PharmGKB: Will use what’s in the CPIC tables. Let us know if there is info missing from the tables that would be helpful and we can add that. Some recommendations keyed off of activity score (e.g., CYP2D6, DPYD) rather than phenotype term. 
· Mary: We realize that there are some formatting differences in existing tables.  Challenge to get everything uniform in terms of format. Need to pay more attention to having a more uniform approach to the structure of these tables so that they are more computable in the future. 
· Allen Flynn: How to account for batch processing? 
· PharmGKB: Could do batch processing on local instances of the database. Will look into further. 
· What is top priority to build in the database?
· Vojtech Huser: Starting with VCF file, how can you get to star alleles? 
· PharmGKB: PharmCAT is a project working to address this. Expect to release software this spring when manuscript comes out. Will be open source. API doesn’t have VCF file information because CPIC guidelines start with star alleles. The information does exist in the allele definition table, but it’s not CPIC’s mission to address the translation into star alleles. 
· Kevin Power: How does PharmVar fit in? 
· PharmGKB: We all work together on these initiatives. PharmVar tracks allele definitions. Led by Andrea Gaedigk. 
· Kevin Power: How are you doing codes and concepts in general? Maybe a little more rigor should be applied for appropriate gene names and phenotype names that should be used? What if someone gives you a gene name that isn’t defined in the system?
· PharmGKB: We are expecting users to use specific terms that have already been established and endorsed by CPIC (see PMID 27441996). Part of process is to make sure all terms are standardized.  This is necessary to do and a very important point. 
· Luke Rasmussen (Northwestern University): We have an internally-developed system for processing genomic results. Hand-coded in CPIC info. API would be very helpful. Wanted to provide input from our use-case. Important to have version associated with data so at a future date when guidelines are updated, can go back and get not just most recent version, but previous information that was truth at that time. Think there would be utility in having that capability within the API.
· PharmGKB: We don’t want people to use old recommendations, but you’re right because there are some instances when you may want to know the result from a past point in time. We’ll look into how to make this available in a live system and will keep that in consideration. Key question is will anyone want this info? Seems like it based on comment. Will discuss further with larger CPIC group. 
· Luke Rasmussen: Making most recent recommendation the default makes sense, but would be helpful to be able to go back to past ones if possible. 
· PharmGKB: Could potentially query against past releases. Will look into solutions – more than one way to go about this. 
· Vojtech Huser: Right now recommendation is free text, but can we have formatting applied to it?
· PharmGKB: What’s on the slide is the data interchange format. Would need to know what systems use to format the text to accommodate different systems.
· Luke Rasmussen: Currently within the system we have, we are getting results from an external lab that has HTML markup within it. We want both – we want the HTML markup and HL7 method depending on different situations. 
· PharmGKB: Certain level of decisions about formatting at EHR level, but need to have decisions about formatting at the CPIC level. Interesting discussion that we need to continue to have to make information more semantically meaningful rather than just plain text. 
· What support or guidance would you need to use the CPIC database? 
· How should the CPIC guideline development process change to support these new resources? 
· We will have another call with the larger CPIC community to discuss further. 
· Timeline – We are currently taking existing tables and inputting them into API. A lot of curation needs to be done. Diplotype to recommendation is first thing being worked on.  Aiming to have this done by Spring 2019 for first release. 
· If you want to be an alpha tester, let Ryan, Michelle or James know. There may be enough of the code written by February to have people play around with it and provide feedback. 
	



