
 AJHQda RI IARC PHHWLQJ 90, DHc 20WK, 2021 

 In attenda  nce:  Ayelet Peres, Gur Yaari, Andrew Collins,  Martin Corcoran, William Lees, 
 Mats Ohlin, James Heather (guest) 

 1.  ASSURYaO RI PLQXWHV RI PHHWLQJ 88 
 Approved 

 2.  ASSURYaO RI PLQXWHV RI PHHWLQJ 89 
 Approved 

 3.  AP'V ZHb LQWHUIacH IRU JHUPOLQH JHQH UHSHUWRLUH aVVHVVPHQW RI AIRR-VHT 
 daWa  (FXQcWLRQaO JURXSV UHIHUHQcH bRRN) aQd LQWHJUaWLRQ RI LQIRUPaWLRQ 
 ZLWK RXWSXW RI OGRDB 
 New features including e.g. thresholds that have been set for all alleles in 
 “Functional groups reference book´. 
 Summary of all alleles have been added to “Functional groups reference 
 book´ 
 Discussion on how IGHD genes could be used for haplotyping, including 
 deletion polymorphisms. 
 Report on upcoming information in VDJbase describing the status of novel 
 alleles. 

 4.  AddLWLRQaO QRYHO aOOHOHV LQ VDJbaVH, VWXd\ P1 
 VDJbase P1 study carries a number of other novel alleles that have not been 
 affirmed in the past. Two of these are 

 a.  IGHV4-30-4*01_a70g_a107g  (tentatively assigned to  level 1 when 
 pre-assessed at meeting 62) (VDJbase: P1_I41, P1_I49) 
 Identified in two haplotypable data sets. The quality of data is best for 
 P1_I41 with many reads and a high frequency of perfect matches to 
 the inferred allele. 43  % frequency of assignments  made to alleles of 
 G35 of this subject in “Functional Groups Reference Book´ (date: Dec 
 20  Wh  , 2022) (the other allele of G35 in this genotype  is IGHV4-31*03; no 
 allele of IGHV4-30-4 in this genotype is assigned to G34, but one allele 
 of IGHV4-30-2). Both IGHV4-31*03 and IGHV4-30-4  *01_a70g_a107g 
 associate only to IGHJ6*03 (IGHV4-30-2*01 associate to both 
 haplotypes). 



 b.  IGHV3-15*01_a313t (or rather  IGHV3-15*01_a313t_c317g)  (VDJbase: 
 P1_I64) 
 Allele was not found in a haplotypable data set. Good quality data in 
 P1_I64, many unmutated sequences, high diversity in CDR3. 28% 
 frequency of assignments made to IGHV3-15 in “Functional Groups 
 Reference Book´ (date: Dec 20  Wh  , 2022) (the other  allele of this 
 genotype is IGHV3-15*01). OGRDB stats is convincing up to and 



 including base 319 but defines base 317 as G rather than C, i.e. the 
 inference is IGHV3-15*01 A313T C317G. This finding sparked a 
 discussion of how IgBLAST identifies allelic variants at the end of 
 sequences. AP will conduct further studies. 
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