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Wed Q1, 20 January 2010 
· Review of the Agenda

· Review of the ballot results
· Overview of the current CG activities – Amnon Shabo
CG has currently 3 tracks :
V3 
- Family History (Pedigree) Topic (Family History CMET was created by Amnon and put in the common domains of the CG ballot package. Not still clear whether we need to re-ballot it, what can we do to avoid a re-ballot. Amnon has been asking the HL7 publishing committee not to ballot is as it is an identical model to the Pedigree Topic Model.
- Genetic Variation Topic (Genetic Variation CMET passed the January 2010 ballot)
- Gene Expression – plan to ballot a CMET model
- In general, our CMETs are defined by the Clinical Genomics domain in the past they used to be identical to the Topic models. The CMET that passed ballot is constrained and is supposed to be plugged in the Lab message, , The constraining is that it is eventual, i.e., most of its  moodCode attributes = EVN except for the Sequence class
- CG decided to leave aside the dynamic model of the various topics and focus on CMETs first

V2

- Implementation guide

CDA IG  
- Genetic testing reports 
- joint project with structured Documents Working Group

- follow existing principles commonly used in healthcare

- emphasize interpretation & recommendations

- provide general backgrounds info on tests performs

Common among all the three tracks are :

- DAM for the various topics

- DIM (expressed in V3) aimed at describing common semantics for all our specs
- Semantics alignment among various specs

· Implementations of CG topics in other HL7 domains

HL7 RCRIM Work Group (clinical trials) utilizes the CG models in their new Pharmacogenomics message , which is an extension of the CTlab message

· HL7 annual meeting in Boston

Jill Kaufmann (HL7 board of directors) suggested that the theme for the HL7 annual meeting in Boston will be clinical genomics.. Topics, ideas, guest speaker proposals ?
Wed Q2, 20 January 2010
· Presentation of the NCI caEHR reference implemenation development effort (aligned with HL7 SAEAF) by Charlie Mead.

Next steps : NCI welcomes CG to participate in caEHR effort and in particular - family history.
· Genetic Variation CMET  - Ballot Reconciliation
Going through the ballot comments from the V3_CG_CMET_R10_N2_2010JAN.xls
Issues :

- proposal from Austin Kreisler that the entry point shall hit the choice box and not Genetic Loci to work around an HL7 tooling problem.
- model is bound to root of ActCode domain for the core classes GeneticLocus and need to create concept domains specific to genomic observation
- effectiveTime (comment by Austin Kreisler): bring it in the O&O discussion on Thursday Q1
- in the RIM there are 3 three time attributes: effective time, activityTime, availabilityTime. Question- which one shall be used? Our use case is that the interpretation of the genomic observation is typically done in a different time than the specimen collection time and could be done multiple times. The time a variation was observed foe example could be placed in an activity time while keeping the effective time identical to the specimen collection time.
- discussions around phenotype and interpretationCode – when do we use each of the options?
Wed Q3, 20 January 2010
· CDA GTR IG – major issues

- better to move to machine-processable format

- specimen overriding is not clear

- split out „indications“ from Tests „Performed“

- family history section – should revise „history“ to foward-looking adjective

- dynamic outline or fixed ?

- Genetic counseling in recommendations ?

Yan – proposal to have one parent IG and go down to specific IG or different domains, it would be hard to cover all genetic testing. For example, cytogenetic testing report might have unique requirements that cannot be accommodated by a more generic testing report.
· Version 2 Implementation Guide – Pilot Project Updates (Grant)
- successful pilot on exchanging genetic data between Intermountain and Partners

- exchange  of HL7 V2  results via Variant interface hubs

- input into structured EHR

- next step is collaboration with ARUP Laboratories

- lab reporting system was purchased by ARUP

- next version of HL7 V2 Ig  will include test order definitions, and new tests i.e. gene chips
· Cytogenetics Test Result Reports (Yan Heras)

Yan Hears reported about a joint project between Intermountain Healthcare, the ARUP laboratories and University of Utah mapping of cytogenetic results with LOINC.
- ISCN International System for Human Cytogenetic Nomenclature : gold standard of reporting cytogenetic results by the cytogenetics industry for about 30 years.

- Cyogenetics : common methods  are G-banding (traditional karyotyping), FISH, array- CGH 
Questions :
- How can we implement this work into the:

- CDA IG ?

- V2 IG ?

- how can we harmonize V3 Genetic Variation Model ?

Wed Q4, 20 January 2010
Package

    - sample narratives of family history with graphical pedigree.

    - sample HL7 pedigree messages

    - implementation manual

    - supporting material to explain the core concepts reflected in a pedigree

Primary uses

    - gold standard messages for interoperability testing

    - round trip testing for exchange with legacy system

    - Confirm, or refute, alternative representations such as CCD, vMR, and Clinical Statements are able to capture the full details of the pedigree.

Expectations

    - confirm proper collection of family history

    - provide gold standard messages for interoperability testing

    - capture unusual pedigrees

    - demonstrate any loss of fidelity for legacy systems that do not have precise granularity of family relationships. For example, a system that can capture a grandfather had cancer, without maintaining the precision that it is a maternal grandfather.

Approaches

    - HL7 funding for dedicated resource

    - Collaboration with HHS & their contractor 5AM Solutions.

    - CG WGM on a time available basis

Relevant events

    - HIMSS interoperability by Grant is a demonstration of (My Family Health Portrait -> Health Vault)

- Interested parties

    - CDS as a group

    - Andrew McIntyre (Medical Objects – vMR)

    - Robert Dunlop (InferMed – vMR)

    - Charlie Bishop (HL7 UK Chair – clinical statements work)

    - Keith Boone (GE Healthcare – CDA & CCD)

Thu Q1, 21 January 2010 (joint working group with O&O)
· Specimen Process Step (Joyce Hernandez)
 Scope in last TC fo Bio-Specimen
- Expand current Specimen model with handling attributes for research and healthcare
- Need also support some additional characteristics – such as Genomic Source class (germline and somatic) at both specimen level and at test level

Approach : A separate project statement will be done

· Genetic Sample 

- also support in Specimen Model too?

- vocabulary to define allowed types (initial mapping)

- need to collect information specific to the RNA or DNA; examples: RNA integrity number , A260/A230, A26, Label compound

· Specimen CMET project

- Kai Heitman needs to expand status of Specimen handling in V2 

- issue : we need to clarify how much of covers the Specimen process Step

- GC needs something that identifies the specimen as somatic and germline at the specimen level and at the test level
- areas affected :  RCRIM, HL7 V3 lab
- genetic Observation class : has the capability to carry the characteristics as the RNA integrity number A260/A230
Approach :

There are two possibilities

- Specimen Process Step project : Project Scope Statement for Specimen Process Step  does already exists
- Shall it be a separate project?

- Start with Specimen Process Step
- anything that is affected (e.g. Specimen CMET) will be updated in further projects
- Specimen CMET has the same content and no messaging issues are addressed

- then we can just update the Specimen CMET

- Skip the Specimen Process Step, wait until we have more information from Phil Pochon
- enhance the Specimen CMET

Conclusion :

- Update the Specimen CMET
- Specimen CMET would be broader than Genetics
- Joyce will get a draft project scope statement
- then we will see how can we integrate it

- Austin will get other issue from the Imaging  WG
- Timeline : balloting scheduled for September 2010 
- joint O&O/CG telcos were scheduled to finalize the remaining issues

- new joint  project will get started : „Specimen CMET Release 2 CMET“
- Austin will place change request for O&O artifacts on the O&O wiki page

- Close project 112, and start from the scratch
- need a conversation with Frank Oemig (WG Image Integration), as Frank feels that he doesn’t have enough information in the SPM V2 segment; Specimen movement between labs need to have the ability to track different process steps
· CG Updates (Amnon Shabo)
· Ballot & Issues
- Comments by Austin Kreisler addressed

- activityTime could be used by conveying the time of making the valid observation 
- definition of effectiveTime : clinical time that is biologically valid
- definition of activityTime : time when the observation was made by a physician
- definition of availabilityTime : when information is available
· V2 to CDA Mapping 
- Robert Worden introduced the V2 to CDA mapping

- what is the intention :  info that goes out of the v2 message would be put into the CDA,   to get  consistent semantic checks between V2 message and CDA
- scope : medications and results
Thu Q2, 21 January 2010 (Joint Session with CDS)
· Updates from CDS and CG groups

· Update of CDS activities (Ken)

- OMG DSS specification project

- OMG requires IP 

- DSS is part of HL7-OMG Healthcare Services Specification project (HSSP)- HL7 Dss -   
- DSS was DSTU in 2006
- HL7 vMR project 
- Active Related Standardization Work : 


- finalize OMG Specification

- Harmonize with HL7 DSS and ballot as normatve (target early-mid 2011)


- development of  vMR standard

- develop DSS for relevant scenarios

- DSS profile for Infobutto

- Draft DSS profile for IHE RCG
- DSS input = IHE RCG input

- DSS output = IHE RCG output

See http://hssp-dss.wikispaces.com/file/view/Proposed_OMG_DSS_profile_for_IHE_RG_profile_v2010-01-15.doc
- RCG : Request for Clinical Guidance 
- Extension to Clinical Genomics is the the section : IHE PCC RCG ICP DSS Model Information, Version 1.0
- Open Source Reference Implementation

- facilitae widespread availability of advance decision support capabilities through open-source, collaboratve developmnet of reference DSS infrastruture

- Partners :  Clinica, Inc,  Duke University

·  Update of CG activities (Kevin Hughes)
- Kevin Hughes gave an update on clinical decision support tool for cancer genetics (RiskApps) developed at MassGen Hospital  

Next steps :

CDS and CG will schedule a joint meeting in October

Thu Q3, 21 January 2010 - Joint meeting

O&O/Clinical Statement/Structured Reporting/Clinical Genomics

- discussing the „right hand side“ of the CDA R3 

feedback on  how the „right hand side“ of the upcoming CDA R3 should look like
- 3 alternatives are :

RIM -- : RIM minus some things

CS ++ : Clinical Statement plus some stuff

CDA R2 ++ : CDA R2 plus some stuff

Thu Q4, 21 January 2010
· CG Project documentation 
CG models shall be better represented for domain experts unfamiliar to HL7 
· Planning Rio de Janeiro  
CG meeting will be held in Rio
· Gene Expression Topic 

 LOINC would volunter for Gene Expression topic for answer codes (Joyce, Clem)
· Miscellaneous
- CG ConCalls scheduled for Tuesday, 11 p.m EST
- V3 Genetic Variation CMET Implementation Manual : volunteers needed, outline of manual shall be determined, chapter 6 ist still pending

- CDA and Genetic Reporting : Amnon will create it with the OHT tool (CDA Editor) 
- Genetic Test Description in V2 Message IG : next version IG will include the genetic test description
- Specimen CMET work : Joyce will talk to Phil. They send  messages at each step of the process
- Discussing timing (effectiveTime vs activityTime vs availabilityTime) in the Genetic Variation Model 






























PAGE  
4
HL7 CG WG meeting minutes                                              for more information contact  

                                                                                               marta.jaremek@siemens.com                                                                                  


