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 1.  ASSURYaO RI PLQXWHV RI PHHWLQJ 118 
 ApproYed 

 2.  NH[W PHHWLQJ 
 April 24th, 2023 at 10.00 UTC 

 3.  IUIS QRPHQFOaWXUH SURFHVV 
 Process to begin Zith the human Ig nomenclature. WL and AC Zill discuss the 
 allele label approach. 

 4.  GHUPOLQH UHIHUHQFH VHW PaQXVFULSW 
 Discussion. Discussion of e[amples of problems associated Zith 
 erroneous/truncated entries in data sets. Discussion of hoZ/Zhen to 
 implement light chain alleles are to be included in this process. CW Zill 
 produce a ph\logenetic tree. AC/AP and AC/MO Zill deal Zith 3¶-end and 
 5¶-end matters of alleles. 

 5.  AVVHVVPHQW RI LQIHUHQFH TRBV7-7*01_C315T LQ P4_I9_S1 (S00036) 
 TRBV7-7*01_C315T has been inferred in seYenteen genot\pes in the 
 VDJbase P4 data set, including in VDJbase P4_I9_S1, a haplot\pable data 
 set (based on hetero]\gocit\ in TRBJ1-6). The genot\pe is also implied to 
 carr\ TRBV7-7*01. No other gene apart from IGHV7-6 (alleles of Zhich also 
 carr\ C315) in the IMGT database is highl\ similar to these alleles of 
 TRBV7-7. The noYel allele is the most e[pressed allele in the repertoire (58% 
 allelic frequenc\; 0.16% of the total error-free population). It is represented b\ 
 37 error-free sequences and 33 unique CDR3s in the error-free set. 
 Haplot\ping based on allelic diYersit\ in TRBJ1-6 demonstrates association of 
 TRBV7-7*01_C315T Zith onl\ one of the haplot\pes (onl\ feZ recorded 
 cases; TRBV7-7*01 Zas not associated Zith an\ allele of TRBJ1-6). 



 The allele has also been identified as TRBV7-7*01_S0326 and Sanger 
 Yalidated (GenBank MZ339373) (Corcoran et al. (2023) Immunit\ 56, 
 635-652.E6 (DOI: 10.1016/j.immuni.2023.01.026)). 

 >MZ339373 
 TTGAGAGAGGAAGTGATGTCACTGTGGGAACTGCCCTGTGGAGACAAGGACATC 
 CCTCATCCTCCGCTCCTGCTCACAGTGACACTGATCTGGTAAAGCCCCCATCCT 
 GGTCTGACACTGTC  A7GGG7ACCAG7C7CC7A7GC7GGG7GG7CC7GGG777CC 
 7AGGGACAG  GTGAGTCCTCAAAACACAAAGTAGTTTCATATTTTTTCTGTATGT 
 AGGTGTGTGTGTGTATGCATGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGT 
 GTGTGAGATGACTACAAATGTTTTCCTTATTCTGTTGCCAGATTCTGTTTCCAC 
 AG  A7CACACAGG7GC7GGAG7C7CCCAG7C7CCCAGG7ACAAAG7CACAAAGAG 
 GGGACAGGA7G7AAC7C7CAGG7G7GA7CCAA777CGAG7CA7GCAACCC777A 
 77GG7A7CAACAGGCCC7GGGGCAGGGCCCAGAG777C7GAC77AC77CAA77A 
 7GAAGC7CAACCAGACAAA7CAGGGC7GCCCAG7GA7CGG77C7C7GCAGAGAG 
 GCC7GAGGGA7CCA7C7CCAC7C7GACGA77CAGCGCACAGAGCAGCGGGAC7C 
 AGCCA7G7A7CGC7G7GC7AGCAGC77AGC  CACAGCA  TGGCACA  GTCGCCTCCT 
 TCCTGT  TCACAAACC  TCATCCTTCT 
 heSWaPeU  23-PeU  QRQaPeU 

 It has also been identified in a BAC clone Zith accession number AC229888 

 Discussion of the process of submission and management of noYel alleles 
 based on inference onl\, both inference and genomic data, or genomic data 
 alone, of Zhich this inference is a good e[ample of the second t\pe. MC Zill 
 haYe a look at the data supporting the genomic sequencing confirmation 
 made as support of the inference published in the Immunit\ paper  (DOI: 
 10.1016/j.immuni.2023.01.026)  . 




