
 MLQXWHV RI IARC PHHWLQJ 118, MDUFK 20WK, 2023 

 In atte  ndanc  e:  A\HOHW PHUHV, GXU YaaUL, AQdUHZ CROOLQV,  MaUWLQ CRUcRUaQ, WLOOLaP LHHV, 
 CRUH\ WaWVRQ, MaWV OKOLQ, JaPHV HHaWKHU 

 1.  ASSURYDO RI PLQXWHV RI PHHWLQJ 117
 ApproYed 

 2.  NH[W PHHWLQJ
 April 3rd, 2023 at 10.00 UTC 

 3.  PURRIUHDGLQJ RI QRYHO OGRDB HQWULHV
 Done. Affirmed seqXences haYe been pXblished on OGRDB. 

 4.  DLVFXVVLRQ RQ WKH AIRR-C E[HFXWLYH SXE-FRPPLWWHH - SSHFLDO MHHWLQJ 
 ZLWK :G/SC CR-OHDGV RQ MDUFK 16, 2023  Update and discXssion. 

 5.  DLVFXVVLRQ RQ WKH AIRR-C JRYHUQDQFH GRFXPHQW
 DiscXssion. Te[t amended.

 6.  GHUPOLQH UHIHUHQFH VHW PDQXVFULSW  DiscXssion. AC  Zill proYide data to
 AP/WL/CW to generate Xpdated figXres. DiscXssions Zith potential additional 
 contribXtors Zill be initiated (AC). 

 7.  TRB95-6*L01

 This seqXence noZ has genomic Yalidation that proYides the 3¶-most base 
 that is missing in the inferred seqXence. 

 >MZ339401.1 HRPR VDSLHQV T-FHOO UHFHSWRU TRB ORFXV
 TRBV5-6*01_S3655 JHQH, SDUWLDO FGV
 GGCAGGACAGGTAGAGAGTCCAGTGTCCTGGAGCACTAGACCTAAGGAAGGCTGCAT
 GGGGAGGACAAAGGACAGTGACATCACAGGATACCCCTCCCATCAGGAAAATCAAGG
 CCCAGAACTCACTCGGCTCTTCCCCAGGAGAACCAAGCCCTGAATCAGATGCAGTGC
 TTCCTGTCCCTCTGTGCCATGGGCCCCGGGCTCCTCTGCTGGGCACTGCTTTGTCTC
 CTGGGAGCAGGTGAGTCCTGGGCACAGGACAGCAGCCCCATTCTCAGCTTTCCCACC



 CCTGTGTCCTCCACTTTACCTTGGGGAGGACCTCCAGGCTGTCCCTGTGCTCATCCT 
 CCATCTGCTTTTCCCACAGGCTTAGTG  GACGC7GGAG7CACCCAAAG7CCCACACAC 
 C7GA7CAAAACGAGAGGACAGCAAG7GAC7C7GAGA7GC7C7CC7AAG7C7GGGCA7 
 GACAC7G7G7CC7GG7ACCAACAGGCCC7GGG7CAGGGGCCCCAG777A7C777CAG 
 7A77A7GAGGAGGAAGAGAGACAGAGAGGCAAC77CCC7GA7CGA77C7CAGG7CAC 
 CAG77CCC7AAC7A7AGC7C7GAGC7GAA7G7GAACGCC77G7GGC7GGGGGAC7CG 
 GCCC7C7A7C7C7G7GCCAGCAGC77GG  CACAGCC  CATCAGAGTCACTGACGTTCTG 
 T  ATATAAACT  TCCTGCCTTAGCTTTGCCTTGAGAGCTGCAGGCCCCACCCAGATTTC 
 ACTCCTTCAAGGGAAGC 

 IARC decides to Xpdate the seqXence of TRBV5-6*i01 Zith the 3¶-terminal (G) 
 base based on the information of this genomic record. 

 8.  CRQVLGHUDWLRQ RI LQIHUHQFHV ZLWK OLPLWHG LQIHUHQFH-VXSSRUWLQJ UHDGV WKDW 
 KRZHYHU DOVR KDYH JHQRPLF VXSSRUW. 

 On meeting 97 it Zas decided not to affirm or consider inferences like 
 TRBV6-9*01_A303G in P4_I31_S1 and TRBV12-2*01 T187C in P4_I16_S1 
 that had Yer\ feZ sXpporting seqXences. There are, hoZeYer, genomic 
 seqXences in sXpport of tZo of these inferences. 

 Genomic sXpport e[ist for TRBV6-9*01_A303G: 
 >MZ339402.1 HRPR VDSLHQV LVRODWH KI T-FHOO UHFHSWRU TRB 
 ORFXV TRBV6-9*01_S0733 JHQH, SDUWLDO FGV 

 GGAGACTGAGGTCTCAGAATGACTCCCTTGAGAGTCCTGTTCCCCTTTCATCAA 
 TGCACAGACCCAGAAGACCCCTATGTCCTGCAGCCCCTGCC  A7GAGCA7CGGGC 
 7CC7G7GC7G7G7GGCC7777C7C7CC7G7GGGCAG  GTGGGTCCTGGGCAGAGC 
 CCCTTGCGTGGATGTCAAGGCCCATCCCCTTTCCACTGGGGCTGCAGCATCAGC 
 TTTGTTCTTCTCTGCAG  G7CCAG7GAA7GC7GG7G7CAC7CAGACCCCAAAA77 
 CCACA7CC7GAAGACAGGACAGAGCA7GACAC7GCAG7G7GCCCAGGA7A7GAA 
 CCA7GGA7AC77G7CC7GG7A7CGACAAGACCCAGGCA7GGGGC7GAGGCGCA7 
 7CA77AC7CAG77GC7GC7GG7A7CAC7GACAAAGGAGAAG7CCCCGA7GGC7A 
 CAA7G7A7CCAGA7CAAACACAGAGGA777CCCGC7CAGGC7GGAG7CAGC7GC 
 7CCC7CCCAGACA7C7G7G7AC77C7G7GCCAGCAG  77A77C  CAC  AGCG  CTGCA 
 AGCCTGTCTCCTCTCTGC  ACATAAAGG  CA 
 KHSWDPHU  23-PHU  QRQDPHU 

 Genomic sXpport e[ist for TRBV12-2*01 T187C: 
 >AC233282 (SDUW RI D VHTXHQFH RI D BAC FORQH) 

 CCTGATTCATCTCCCAAAAATGTAGTCTGCCTGATTCATCTCCCAAAAATGTAG 
 CCTCCGCTTAAAGGAGCTTTCAAGTTGGGGGTGGTGGGCCATTCAGTGTTGTCA 



 CTAACAGATGCATCTTGTGGGGGTAAAATGTCCCAAAGTATCTTTTCTTGCTTA 
 TGTTCATAAGGGCGCTGGTCTGGAATGTGCCACATCTGTTCTCACTCTGCCATG 
 GACTCCTGGACCCTCTGTGTGTCCCTTTGTATCCTGGTAGCGAGTGAGTCCTCA 
 TGTATTTATCATCCTCATGCTGGGCCTCTGTATAGATGACTTCCTGTATTTTCC 
 TTATTCTGTTTCCTAATTTTGCGTTCTTTTATAGCATGCACA  GA7GC7GGCA77 
 A7CCAG7CACCCAAGCA7GAGG7GACAGAAA7GGGACAAACAG7GAC7C7GAGA 
 7G7GAGCCAA77777GGCCACAA777CC7777C7GG7ACAGAGA7ACC77CG7G 
 CAGGGAC7GGAA77GC7GAG77AC77CCGGAGCCGA7C7A77A7AGA7AA7GCA 
 GG7A7GCCCACAGAGCGA77C7CAGC7GAGAGGCC7GA7GGA7CA77C7C7AC7 
 C7GAAGA7CCAGCC7GCAGAGCAGGGGGAC7CGGCCG7G7A7G7C7G7GCAAG7 
 CGC77AGC  CACAGCG  CTGCAGAATCTCCCCCTCCCTGT  GCAGAAACT  CTGGTGC 
 TTCCTCTTTTCCTCACAGCTCCCAGCAGTCCTGAGCAAAGTCTTTCCC 
 KHSWDPHU  23-PHU  QRQDPHU 

 It Zas decided that these seqXences Zill be assessed b\ IARC giYen the 
 additional sXpport from genomic seqXencing data. FXrther assessment of 
 criteria mXst be set from a polic\ standpoint. 

 9.  AVVHVVPHQW RI LQIHUHQFH TRB97-7*01BC315T LQ P4BI9BS1 (S00036) 
 TRBV7-7*01_C315T has been inferred in seYenteen genot\pes in the 
 VDJbase P4 data set, inclXding 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 freqXenc\; 0.16% of the total error-free popXlation). It is represented b\ 
 37 error-free seqXences and 33 XniqXe 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) ImmXnit\ 56, 
 635-652.E6 (DOI: 10.1016/j.immXni.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 
 KHSWDPHU  23-PHU  QRQDPHU 

 It has also been identified in a BAC clone Zith accession nXmber AC229888. 
 This inference Zill be fXrther discXssed at the ne[t meeting. 




