Summary of Antimicrobial Resistance and ELR Working Group Call
Wednesday, January 11, 2017; 1:00-2:30pm ET

 
Discussion of CRE ELR Pain Points

Ann and DJ (Indiana):
· Comments sent in multiple OBX segments (OBX7 “identification and susceptibility”, OBX8 “Testing to follow”)
· Generic LOINC codes make it difficult for system to classify results correctly
· No parent/child linking of susceptibility labs to organisms; requires manual review. For example, 3 organisms were identified in their example with two susceptibility tests, but it’s hard to identify which susceptibility goes with which organism
· Also issues with missing MIC values, categorical results sent in result section and quantitative sent in notes, results sent in comments section 
· Ann is working on an analysis of parent/child relationships and how they are reported
 
Elisabeth (Maryland):
· Suppression of carbapenem MICs, interchangeability of numeric and qualitative interpretation
· Lack of ability to report Kirby Bauer zone diameters
· Reporting of both automated panel and E-test results without clarification on which is which
· Differences in how CRE ELRs are triggered (by test result vs. manual code entry)
· Lack of carbapenemase testing results 
· Scott (MA)- agree with carbapenemase testing issue, receive "showing signs of carbapenemase" but doesn't list test so need to call the lab to find out
· DJ – also don't see carbapenemase testing, but isolates are sent to state lab for testing

Susan (UT) - hospital facilities don't seem to have ability to create additional step of logic needed for sending CREs (looking for both the organism and the resistance to carbapenem). They end up sending everything, and public health has to create the logic in house to comb through them. 
· What proportion of those are actually CRE? Way less than 5%, below 1%. Have to look through everything manually, looking for a needle in the haystack. This is from a Cerner system. 
· We're pretty far along in creating the logic. It’s fairly complex, requires pre-processing in MIRTH and creation of new “child” LOINC codes with logic behind them. If it's something people are interested in, we might be able to put together some slides to show it.
· Is anyone else trying to do this logic or notice that it's a problem? MA realizes it's a problem and would be interested in hearing about this logic on a future call
· Amy- we have a Cerner feed where they're reporting CRE. Problem is they can pick out enterobacteriaceae with resistance but don't send what the organism is, have to call to get it.
· Daniel- that is like an OBX segment with CRE event followed with drug susceptibility OBXs linked thru parent-child to the CRE OBX. We saw something similar with Cerner developing a similar two-phase logic in the past. They also could send additional OBX segments with multiple organisms, which did lead to ambiguity as to which susceptibilities were for which bug. 

Current CSTE definition includes three species (E. coli, Klebsiella spp., Enterobacter spp.)
· NM receives all enterobacteriaceae, which impacts setup of their system
· If making CRE NNC, will CDC want notification for each species in same person? 
· Walter - for VRSA, some labs trigger by changing SNOMED code from staph aureus to vancomycin resistant staph aureus. One way to handle, but requires specific code for the resistant organism
· Scott- we call it MDRO (not CRE) in MAVEN. Ask for E. coli, Klebsiella pneumonia, Klebsiella oxytoca, Enterobacter cloacae, Enterbacter aerogenes, carbapenemase tests, MIC values and interpretation. 
· Scott demonstrated sample messages and issues in MA system. They have 6-7 labs reporting to them now for those 5 organisms, have to follow up with them on getting MIC values
· Issue with OBR from LabCorps, field length is too long and have to manually shorten

Emily and Erica – IL is early in the process of pulling ELR data into their XDRO registry and are having very similar issues. Concerned about data quality and volume. 
· Iterative process for their external registry, which is manual entry now. The dream is to have ELR feed into it, but because it triggers auto-alerts, they don't want it to be overly sensitive. This is why they didn’t update their definition for the new CRE position statement.
 
Other issues to add to the list of issues for the group to address? 
· Susan - working on 2016 data and struggling with facility attribution, identifying whether case was in a facility. We have diagnostic facility in HL7, but that can be interpreted in different ways. Address that comes through ELR is guarantor’s address but not where the patient is residing. This isn’t a technical ELR issue but an important concept for us to think about so we have meaningful information we can act on. 
· Perhaps we need to standardize how diagnostic facility is interpreted. For example, if the address was where patient was living, they could compare to list of LTACs and identify where they are 
· In HL7 message, PV segment has facility information, but not standard how it is interpreted. Variables are there but everyone uses them differently. 
· MA is having the same issue, no real way to figure out where people are coming from/going to.
· Does this fall within our scope for this workgroup?
· IL- Yes, this falls within the dream of a fully automated system. We spend tons of time trying to track this down.
· Yes, we are developing guidance on a standardized approach for CRE ELR 
· For next call we could have someone go over an HL7 message and identify what we are asking for, figure out any additional segments we want to discuss
· TN may be able to present some example messages
· Also for next call, ask Marion for update on the CRE position statement and timeline 
· This relates to eICR as a broader topic, since it will impact all the work we do. It will be discussed at the HL7 meeting next week. 
· John demonstrates Appendix A of HL7 ELR implementation guide, section on culture results and susceptibilities, and walks through example HL7 message in the ELR IG. Gave overview of OBR and OBX segments. 
· Scott can show messages in HL7 parser for next call. This will make it easier for us to look through the messages rather than just the text file. 
 
Future calls:
· Meet at this time every other week. Once we decide on the outputs, it may be a smaller group that meets to work on them. 
· Monica will set up Basecamp, send invites to folks as a place to share information/documents
· Amy, Scott, Monica will look at an outline or template for output before next meeting
· [bookmark: _GoBack]Next call: same time on Jan. 25
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