CP-CRE MMG Content Sub-Workgroup Call
Wednesday, September 20, 2017, 1:00-2:30pm ET

Attendance:

Scott Troppy
DJ Shannon
Rich Melchreit
Wes Kennemore
Joe Coyle
Monica Huang
Caitlin Pedati
Allison Chan
Dan Pollock
Amy Drake
Marla Sievers
Rany Octaria
Andreea Bealle
Alex Kallen


Notes:
· Any questions on CP-CRE position statement or guidance document?
· Need to come up with a process for how to maintain and update the guidance document going forward
· Guidance document can be found in the CSTE publications library: https://www.cste2.org/Publications/CP_CRE_Operational_guidance_20170601.pdf
· CSTE is working on linking these from the position statement page
· PS says that notification using GenV2 MMG would support transmission of basic demographics and epidemiologic information beginning in new MMWR year (Jan 2018)
· All data elements in GenV2 are sent for Nationally Notifiable Conditions
· Condition-specific data elements would be sent when the CP-CRE MMG is developed, won’t be ready in January, goal of this workgroup is to identify that content
· Three types of data elements – required, optional, preferred – depends on what is available and what is needed
· If data elements are already in Generic, we do not need to include in CP-CRE MMG. If there are data elements that are similar but not meeting the specific need, we can add it to the condition-specific MMG as long as it is not duplicative
· Needed data elements from CDC perspective: (*= most important)
· Genus/species*
· Date of collection*
· State*
· Source of culture*
· Age
· Results of phenotypic test (and test)
· Mechanism* 
· KPC
· NDM
· VIM
· IMP
· OXA-48-like
· Other
· Unknown
· Discussion:
· CDC is mostly interested in the isolate information, not clinical, other than these items
· Will be set of valid values for each of these items, can come up with lists for MMG
· States collect a lot of information, but not all of that needs to be sent to CDC
· Are MIC values something CDC would want to receive? Or Travel? 
· Travel is less and less of a risk factor among big 5 carbapenemases because we have transmission in US, but maybe important at state level for investigation
· If easily captured to a set of antimicrobials (would have to think about which ones) would give us an idea of how resistant these CREs are, but would be secondary data element not as critical
· Maybe this is in the STD antimicrobial susceptibility block?
· Is there interest in capturing the response to e.g. the non-KPCs, especially with the tiered MDRO document and tracking whether states are capable of responding?
· There are better ways to capture that information, e.g. via the ARLN
· Keep in mind effort to limit number of data streams states send data to CDC - Should we look at data from ARLN and see if anything is redundant?
· ARLN is real-time alerts for CDC follow-up, need that information for immediate response, different from NNDSS notifications
· Next steps would be to combine this list of data elements with GenV2, look at STD AS block, and fill our value sets, fill out the pre-work spreadsheet template
· Think about whether data elements should be required, optional, preferred
· Think about whether data elements need to be repeating for multiple values
· Susceptibilities would need to be repeating 
· Mechanisms may need to be repeating as well
· Will need to provide description for each of the data elements so MMG team knows exactly what is expected, need plain English phrases
· Also want to go through the GenV2 and STD AS block to understand what is there
· Think about what CDC may want in the future, even if this list is short now
· Advocate for keeping the list simple and short (from CDC perspective), but can include any variables that states would like to include
· Discussion of data element descriptions – see Excel spreadsheet
· Genus and species – PS only includes three – E. coli, Klebsiella spp., Enterobacter spp.
· PS says to create three different condition codes – able to break them out rather than all lumped into CP-CRE
· Genus/species (of the 3) may already be included in the GenV2 message due to the condition code
· If other types of species or genera may be sent, we could include “other” as a response and message would let you enter in the actual findings. 
· Wonder how useful the “other” would be for analysis- convenience sample, etc.
· In IN, have 4 condition codes – big 3, plus CP-CRE other – but within the form they can specify the genus and species, maybe more useful to include those as data elements than relying on condition code
· If there was one condition code for CP-CRE, adding options to the value list would be easier than creating new codes for additional organisms
· In MA they have one condition code for MDROs, have reference list of organisms is added to as needed, plan to map those variables for the MMG
· Andreea: the PS will be implemented with 4 codes- one general CP-CRE, three subtypes with their own codes. Condition codes at the condition level are different from the condition specific data elements. If there is more granular information needed, than an “other” option would be warranted. If there is a one-to-one relationship of genus/species for each code, then no need for other. MMG data element is meant to collect more granular information than the event code. 
· E.g. for Enterobacter spp., there would be one code, but if you want to see if it is aerogenes or cloacae you would need a data element for species in MMG
· Or consider just doing genus and do species as free text? Will be harder to cover all the possible species as testing capacity improves
· Let’s think through the valid values for the species, perhaps there are a few that are most relevant, table this for next time
· Date of collection – date laboratory specimen was collected. We can map this to a standardized question but be clear what is needed
· Specimen source – maybe a standardized reference list from NHSN? Also see list from DJ, standardized HL7 terminology
· Age – GenV2 has age at case investigation and will already be sent. Don’t need to duplicate this in condition specific guide
· Do we want county? Would be nice to have if easily collectible. Problem is which location- Lab where testing done? Residence? Facility where patient is?
· County needs more discussion. Can bring up on next HAI call. Do we want home address or facility that patient was in when they got culture? One or the other or both? 
· Everyone collects home address, but address for facility is one that needs to be discussed. Need that variable in the system to track
· If lab, many use reference labs and will skew county view
· [bookmark: _GoBack]Table the phenotypic tests and mechanisms for next time
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