Agenda - Update on Reporting of Variant Sequencing results
1. Overview - 
a) Slide of variants in US - any changes in variants of concern?
2. Testing
a) CDC contracted labs
b) State contracted labs
3. Reporting
a) Main reporting issues in terms of the messages sent/received
b) Guidance when variant is sent as CWE (coded)
i. Updated PLR codes can be downloaded from this smartsheet in row 21: https://app.smartsheet.com/b/publish?EQBCT=b585e5a5e0c2430398db60b0f0d5c72e  – this file provides the information to use in OBX-5.1 (Code), OBX-5.2 (Preferred Name) and OBX-5.3 (code system)	Comment by Merrick, Riki | APHL: Addresses this question: . Where is the centralized location that all other labs may use to access this code list?	Comment by Merrick, Riki | APHL: Addresses this question: 1. OBX 5.1
* Standard for PLR codes (or other coding system) that may be used in OBX 5.1.	Comment by Merrick, Riki | APHL: Addresses this question and also under ST: OBX 5.2
* Standards for naming convention for test itself in OBX 5.2 would improve data consistency
ii. Smartsheet allows sign up for update notifications	Comment by Merrick, Riki | APHL: Addresses this question: What is the mechanism for informing all other labs when updates occur to those codes?
c) Guidance, when variant name is sent as ST (no code): Use the same text as proposed in the PLR codes file under preferred name column – it gets constructed like this ‘SARS-CoV-2’ <lineage designation> ‘lineage’
4. GISAID and other IDs
a) Lab assigned Sequence ID - LOINC 98062-3
i. Does the HL7 result message include the lab assigned sequencing ID reported to the repository?
ii. Is that sequencing ID uniquely identified with the LOINC 98062-3 in an OBX including both the 98062-3 LOINC value and lab assigned ID value?
iii. Can CDC / data repositories provide consistent explanation of the relationship of the repository assigned sequence ID to the lab assigned sequence ID?
iv. For example, for some labs, the GISAID repository appears to add a set character string prior to the lab assigned sequencing ID
v. What other transformations are performed by the repository to generate the repository sequence ID form the lab assigned sequence ID?
b) Two main repositories -- GISAID and NCBI (?)
c) what do these IDs look like?
i. GISDAID: [image: Text, letter, email

Description automatically generated]
1. Formula:
ii. Genbank ID:
1. Formula:
d) How do we get the ID if not provided by the lab?
e) What type of review should be done to reconcile differences in these IDs and results (WA state analysis).
f) What effort at the state side would it take to capture these additional IDs and transform them?
g) HL7 messages currently do not specify which repository was used. What is the recommended location for repository name to be specified?
i. Recommended is to send the ID as a CX datatype, which includes the assigning authority
ii. Also the LOINC is specific to the database:
1. 96766-1^GISAID sequence accession number^LN
2. 87396-8^GenBank accession number^LN
h) Issues retrieving results from repository based on sequencing ID provided by lab in ELR
i. * NTE?
1. 
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