PVS1 related comments
The VCEP have changed the strength for ">= 1 pathogenic variant(s) upstream of closest potential in-frame start codon" from N/A to PVS1_Moderate as suggested. However, they have also changed the "No pathogenic variant(s) upstream of closest potential in-frame start codon" from PVS1_Suppl to PVS1_Moderate. Is it the VCEP's intention have to have these strengths the same?
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Antibody Deficiencies VCEP response
The VCEP members agreed with the reviewer comment and concluded that it is confusing to retain a part of the flow chart that says "No pathogenic variant(s) upstream of closest potential in-frame start codon" for this CTLA4, given that an established disease-causing variant upstream of the closest potential in-frame start codon (Met38) was classified Pathogenic as part of the pilot. This section of the flow chart has been deleted, leaving only the more appropriate ">= 1 pathogenic variant(s) upstream of closest potential in-frame start codon" option with PVS1_Moderate strength indicated.
