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 1.  ASSURYDO RI PLQXWHV RI PHHWLQJ 108 
 Approved 

 2.  FXQFWLRQDO JURXSV UHIHUHQFH ERRN - XSGDWH 
 Manuscript is in process. 

 3.  6XEPLVVLRQ RI GDWD IRU IGL92-14*L02 (IGL92-14*04) DQG RI GDWD IRU 
 DGGLWLRQDO LQIHUUHG IGH9 P1 VHTXHQFHV LQ 9DJEDVH WKDW KDYH QRW \HW 
 EHHQ DIILUPHG (H.J. IGH93-30*04 C2017 G317A (IGH93-30*18 G113C 
 C1147) (P1BI70), IGH93í13*01BG290AB7300C (P1B10), IGH94-61*01 
 A41G (P1BI23)) WR ENA/GHQBDQN - XSGDWH 
 Submission  of IGHV approved b\ ENA and submission to OGRDB is 
 pending. 

 4.  IARC - NRWeV RQ deYeORSPeQW Rf hXPaQ IGH geUPOLQe VeWV WhaW aUe RSWLPL]ed 
 fRU XVe LQ AIRR-VeT aQaO\VLV. 
 Discussion. WL will create a table defining the different gene set t\pes. CW 
 and AC will summari]e data from OR¶s publications. AC will focus on details 
 of valid sequences of Matsuda germline genes. MO will upload VBASE data 
 in Drive for review. 

 CW raised the question on where to host the sets, possibl\ OGRDB. 
 Discussion of the role of AIRR-C in the process, whether AIRR-C endorses 
 the process and IARC is responsible for the sets. 

 5.  AVVHVVPHQW RI LQIHUHQFH 75B912-4*01BC877 LQ P4BI24B61 (600036) 
 TRBV12-4*01_C87T has been inferred in nine genot\pes in the VDJbase P4 
 data set, including in VDJbase P4_I24_S1, a haplot\pable data set (based on 
 hetero]\gocit\ in TRBJ1-6). The genot\pe is also implied to carr\ 
 TRBV12-4*01. No other gene apart from TRBV12-3 in the IMGT database is 



 closel\ related to these alleles of TRBV12-4. The novel allele is the most 
 expressed allele in the repertoire (72% allelic frequenc\; 1.47% of the total 
 error-free population). It is represented b\ 499 error-free sequences and 467 
 unique CDR3s in the error-free set. Haplot\ping based on allelic diversit\ in 
 TRBJ1-6 demonstrates perfect separation from TRBV12-4*01. 

 Further discussion of the future process of affirmation of challenging 3¶-end of 
 heavil\ trimmed alleles based on transcriptomic data. It was suggested to 
 affirm what is immediatel\ obvious from the data but also to explicitl\ 
 recommend use of likel\ full length sequences for man\ applications where 
 short sequences pose an anal\tical problem. 

 The inference will be further discussed at the next meeting. 

 >7RB912-4*01BC877 
 GA7GC7GGAG77A7CCAG7CACCCCGGCACGAGG7GACAGAGA7GGGACAAGAAG7G 
 AC7C7GAGA7G7AAACCAA777CAGGACA7GAC7ACC7777C7GG7ACAGACAGACC 
 A7GA7GCGGGGAC7GGAG77GC7CA777AC777AACAACAACG77CCGA7AGA7GA7 
 7CAGGGA7GCCCGAGGA7CGA77C7CAGC7AAGA7GCC7AA7GCA7CA77C7CCAC7 
 C7GAAGA7CCAGCCC7CAGAACCCAGGGAC7CAGC7G7G7AC77C7G7GCCAGCAG7 
 ..... 

 Consensus plot of 3¶-end:  All data: 



 6.  NH[W PHHWLQJ 
 Monda\ Nov 21st at 11.00 UTC. 




