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Richard Esmond started the meeting. The discussion started regarding adding more radiologists to 
the panel for confirmation of data. The May ballot may need to have additional concepts for the 
data binders. This will be on the biology and radiology content. This will be with SNOMED 
identifiers. These identifiers were close, but there were several identifiers that were no close. The 
SNOMED or some type of terminology needs to be computer accessible. There is some new 
content should be added as soon as possible to meet the June release.  
 
SNOMED International is looking at an intermediate route to publish work. This is so projects will 
not be held up, since the updating of terminology takes more time and may possibly hold up 
software updates.  
 
Kurt presented the graphic and how to navigate the site. Specification will take you to a few graphs 
to demonstrate the system. The main concentration has been on mammography. The ultrasound, 
etc. are listed as placeholders until the mammography section is completed. There is a section for 
recommendations, i.e. medications or services. There was a risk history, prior studies and previous 
history is listed as “Related Clinical Resources Extensions”.  
 
“Findings” include the Left or Right Breast. Under this heading is where you would find the 
radiology reports. There is a finding for the value set. The codes that define the breast densities are 
from the bi-rad manual. The goal is to reference the ACR manual as much as possible.  
 
The “Foreign Object” has a few codes associated with it. This section has a value set that is defined 
as “Consistent With”. This has several codes for definition. This is consistent with fields that 
PenRad and others have used. There are reporting requirements for the radiologists. The originating 
breast radiology report to align the Value Set. A single pre-coordinated code would be ideal, but 
there is a post-coordination of qualifiers and modifiers. It is possible to add links to a resource. The 



trigger could be an explosible concept as well as hard data. There are items that need to be very 
refined. What would trigger a physical action, such as a needle biopsy? These triggers will have to be 
very distinct.  
 
There are profiles that are only valid for mammograms and ultrasounds. There will be one profile 
for mammograms in the U.S. Profiles for both was creating a very large base. The overlapping 
modalities is not as many as originally thought.  
 
There are two common sections in the resource directory. This is in development. The FHIR 
resource is created as a qualifier component. Some have member observations have a sliced field 
that points to a FHIR resource. The Profile Fragments is shared content and is used to change 
things consistently across of the tooling interfaces.  
 
Mark Kramer gave an update on FSH. FHIR Shorthand is a domain specific language to define 
implementation guides. The spreadsheets are hard to manage in a scalable way. This project 
incorporates CIMPL for the masses. This allows a code interface and allows for meaningful files. 
The FSH files gets complied into SUSHI, then the portions of the IG Publisher. The 
implementation guide is like the menu of how to use and put together. The Hatchery is not available 
yet. This would take existing files and convert them into FSH. Participation from others is 
encouraged. Kurt and Richard have been a part of this.  
 
A medication request was shown from US Core Medication Report. Grammar Review is available 
and includes: Must Support, Cardinality, Data Type Constraints, Value Set Binding. It is basically a 
set of key words followed up by a set of rules. Identifiers contain http://hl7.org/fhir/sid/us-npi. 
Mixins are solutions to a problem in FHIR profiles. This allows the ability to copy constraints and 
extension in another profile thus crossing international lines. This would mixin the US components 
with a location ID. 
 
The SUSHI Roadmap started in October. February 2 and 3 will be a Connectathon in Australia. It 
will be an open IG using FSH. They are currently working on value sets and code systems. Next is 
the GINZU slicing and Invariants. Everything that is inherited from the profile is changed across 
the board, when it is updated. This consists of the files that are used in Source Code Control. It is 
easy to create a profile by setting the LOINC code and binding. There are explicit and implicit Value 
Sets. This is limited due to Intellectual Property restrictions.  

http://hl7.org/fhir/sid/us-npi

