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Notes by Karen Thullner 
 
Richard Esmond led the meeting.  
 
CAP Cancer Protocols were updated in February. PenRad has a parser to extrapolate this data. The 
bone marrow was completely redesigned. Some aspects of the breast cancer were also updated. 
There are 101 new structure data capture forms.  
 
Richard pushed forward some of the updates for Modeling Lab.  
 
The Breast Cancer Ballot is due March 23. Lloyd is working at HL7 to get this publishing content 
validated. The site to push the information will be completed this week. Richard will send the URL 
once it is ready.  
 
The Modeling Lab will be hosted on an HSPC Server. Shortly after the upcoming ballot deadline, 
this agreement should be completed. This also includes STC and FHIR resources. The details on the 
process are to be worked out. All parties agree that the common server platform for hosting is better 
as it is a non-profit organization.  
 
There is a link for the Modeling Lab Introduction. It links to a Google Docs. The information 
includes how to use the platform as well as why some items were done in the platform. This is on 
the front page.  
 
https://docs.google.com/document/d/1UfY8xAPzN0y3oixbNuzztFoiJobP4nVYTpiyOU1R6K8/edit 
 
It may be helpful to have user names include the credentials of the user, such as Ph.D. 
 
New forms can be easily added. There is immediate feedback regarding the identifiers. The feedback 
loop helps to create a useable and recognizable field. Every project now has a local definition. In 
breast cancer there are codes that get used in several areas of the Modeling Lab.  
 
The focus for the next 2.5 weeks is to get the IG ready for the May Ballot. There is a published IG 
available on the upper right-hand corner of Modeling Lab. Kurt should have most of this done over 
the weekend. The FHIR profiles are an extension, limiting the customization. This server uses 
Grahams server. This is a smaller subset of the FHIR profiles. The generation of the IG with the 
different terminologies have maps to the various data elements. One of the issues is that the 
terminology sources are numerous. The downside is that if you use a terminology that Graham 
doesn’t support, it shows a handling error. HSPC revealed that a lot of the community is having the 
same issue. A RF2, SOLAR compatible resource, should be able to be added to the content. Scott 
Campbell is working on genomics and cancer. Hopefully, next week’s call can be coordinated to 
solve some of these issues. 
 

https://docs.google.com/document/d/1UfY8xAPzN0y3oixbNuzztFoiJobP4nVYTpiyOU1R6K8/edit


The immediate schedule is to put the content in a spreadsheet. This content has been added to 
Modeling Lab as these items become available. A markdown editor will be added in the next day or 
two. This ballot will show how much of the process can be made smoother. The headings in 
techniques should be generic against all cancer models. The output and structure definitions are 
ready to be analyzed for the revelation of any gaps. The gaps will then be fixed for the September 
ballot.  
 
Kurt Allen and Scott Campbell should be on the call next week.  
 
SNOMED may be giving this work a priority for international release. Ultimately, the goal would be 
publication through the international realm, probably SNOMED.  
 
Next week, the publishing chain for the IG should be available. Kurt is integrating everything into 
the user information. This will be pushed to the main server.  
 
Final ballot content is due March 24. This includes an almost entirely new tooling stack. FHIR IGs 
are also not complete. Richard will be working on this over the weekend. This is a for comment 
ballot. The gaps recognized will be worked on for September. The understanding is that people will 
be looking at the content, not necessarily the process. The CIMI group is interested in the process as 
well as focusing on the content. Outside of CIMI, most are just looking at the content and the final 
output. 
 
The CAP protocols updated in February. The SCCs are being published this week, along with a 
TRG. All the vendor solutions and institutions that use the old checklist will be looking to use the 
new format. Once this is published, the old format will no longer be supported. PenRad has a parser 
that will be updated to convert this data. This way, value sets are not going to be redefined. The 
purpose of Modeling Lab is for the shared content. The processes may also be shared across 
disciplines.  
 
American Society of Clinical Pathology has reached out as a resource to be included. They have a 
quality program.  
 
Richard will have Kurt and potentially Scott Campbell on the call for next week.  


