Supplemental Table 1

Mab Name V-allele D-allele J-allele CDR3 amino acid
8.9D Heavy chain | o009 | 'SR | iaHuaoz | TT Y ETIDRAY
6.4C Heavy chain | o079 | 1S | igHuaop | TTY ELIDRAY
10.9D Heavy chain '?:\é‘? '?;'gf' GHJar02 |17 \é "&ETI 2 3 AY
6.1C Heavy chain | 079" | 1SPDS | ighuaoz | TTYETT O SAY
13.6A Heavy chain '?:\é‘? '?;'gf' GHJar02 |17 \é "&ETI 2 \S(A Y

?Non-templated nucleotides added at the DJ junction.
® The replacement to silent mutation ratio found in the framework regions.
¢ The replacement to silent mutation ratio found in the complementarity-determining




Number of

DJn by iunction Mutations |Frequency of| R/Sratio | R/S ratio
nucleotides® : from Mutations FR® CDR°
Germline
ATAGAGCCTACG .

23 ATGCAGGGAGC 26 8.84% 13/5 8/0

22 Algggfggg':%(; 38 12.93% 13/12 10/3

11 GCAGGGATCGG 13 4.42% 4/4 5/0

11 GCAGGGATCGG 12 4.08% 3/4 5/0

11 GCAGGGATCGG 11 3.74% 4/2 5/0

regions.




