VH germline Gene VL germline gene VH germline Gene VL germline gene

Number of Number of
Clone isolated V Gene D Gene J Gene CDR3 VH V Gene A or K Clone isolated V Gene D Gene J Gene CDR3 VH V Gene X or K
clone clone
2-5 45 4-34%01 2-21%02 2%01 ARALEVTAPLYWYFEL 2-14%01 X 89 36 3-43*01  2-2*01 6%02  AKEGGVVPDEGYYYHYGMDV 1-51*01 X
2-1 2 1-69%01  3-10%01 4*02 ARGDLYHTSGSYRGREDY 2-28%01 K 8-16 1 3-43%*01  2-2*01  6%02 AKEGGVVPDEGYYYHYGMDV
2-6 1 1-69*01  3-10%01 4*02 ARGDLYHTSGSYRGREDY 8-17 29 3-43%*01  2-2*01  6%02 AKEGGVVPDEGYYYHYGMDV
2-14 27 3-30-3*01 3-22%01 4*02 ARDLLRDYYDSSGPEDY 2-14%01 PN 88 6 3-33*01 6-19%01 6*02  ARDLELPPFSFSSGHSWGMDV _ 2-14*01 X
2-2 18 1-69*01 3-10*01 6*02 ARGDGYYFGSGSGLDV 1-39*01 K 8-18 5 3-33*01 6-19*01 6*02 ARDLELPPFSFSSGHSWGMDV
2-7 12 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 8-20 10 3-33*01  6-19*01 6*02 ARDLELPPF SFSSGHSWGMDV
2-8 10 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 8-10 3 4-4%02 2-2*01 5*02 ARVTSDCSSAGCSSYNWEDP 1-39*01 X
2-9 8 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 8-12 5 4-59%01  7-27*01 3*01 ARDDTGISRLNAFDV 1-39*01 X
2-10 7 1-69%01  3-10%01 6*02 ARGDGYYFGSGSGLDV ) T 3-7702  6-13%01 4702 VRAIGAAGSY 151701 N
2-13 3 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 9-1 2 3-9%01 5-24*%01 3*02 AKDIYHLLEMATEPYAFDT 1-39*01 K
2-14 3 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 9-4 31 3-66*01 5-18*01 3*02 ARGGEVTGWGFGAFDI 3-20*01 K
2-17 1 1-69%01  3-10%01 6*02 ARGDGYYFGSGSGLDV 9-6 25 3-66%01 5-18*01 3%02 ARGGEVTGWGFGAFDT
2-18 1 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 9-3 1 3-30%04 3-22*01 4*02 ARDLLRDYYESTGYHDY 2-23%02 A
2-19 1 1-69*01  3-10*01 6*02 ARGDGYYFGSGSGLDV 9-5 13 4-59%01 1-14*01 3*02 AREYRYNPQLLSYFDAFDI 1-39%01
2-20 1 1-69%01  3-10%01 6*02 ARGDGYYFGSGSGLDV 9-7 8 4-59%01 1-14%01 3+%02 AREYRYNPQLLSYFDAFDT
2-11 7 1-69%01  3-10%01 6*02 ARSDGYYFGSGSGLDV 10-1 1 1-8%01  5-24*01 6%02  ARGSGDGYYNAEIYYYSGMDV  2-11*01 N
2-12 4 1-69*01  3-10%01 6*02 ARSDGYYFGSGSGLDV To-8 > 3-33%01  3-10%01 3702 ARDMDTODAFDT T-40%01 ~
2-15 1 1-69*01  3-10%01 6*02 ARSDGYYFGSGSGLDY 10-10 17 4-39%01  2-2%02 4*02  ARHDCDNIGCYTEVYAHPLDY  1-47*01 Iy
2-16 1 1-69*01 3-10%01 6*02 ARSDGYYFGSGSGLDV 10-12 2 4-39%01  2-2%02 4*02  ARHDCDNTGCYTEVYAHPLDY
2-3 1 1-69%01 3-22%01 4%02 AGHPYYYDTSPLST 1-27*01 K To-i1 3 1-34%01  1-1701 502 ARGSSATGEYNWEDD 7-14%01 N
3-9 1 4-4%02  3-9%01 4*02 ARDLGYDILTGEYGYEDY 2-14*01 X 10-14 5 4-34%01  1-1%01 5%02 ARGSSATGEYNWEDP
3-11 6 4-31%03  3-9*01 4*02 ARGGLVDILTGYPLDY 1-12%01 K 10-17 1 4-34%01  1-1%01 5%02 ARGSSATGEYNWEDP
3-12 1 4-34%01  2-8%02  6%02 ARVGGGLVDYYYYGMDV 1-40*01 N 10-13 s 4-34%01  6-6%01 5%02 ARGSSAVGEYNWEDP
3-14 6 4-34%01 5-24*01 6%02 ARGGTITEYYYYGMDV 1-40%01 N 10-15 3 4-34%01  6-6%01 5%02 ARGSSAVGEYNWEDP
3-18 2 4-34*01  5-24*01 6*02 ARGGTITEYYYYGMDV 10-16 N 4-34%01  6-6%01 5%02 ARGSSAVGEYNWEDP
3-1 3 1-2%05  6-13*01 6%02  AREVKRDSSSWYNNYYVMDV 1-39%01 K T0=3 3 39701 3-22701 4702 R CVADCI R T-20%01 x
3719 1 1-2%05  6-13*01 6*02  AREVKRDSSSWYNNYYVMDV 10-2 92 1-46%01 4-17%01 1*01 ARAGDGDYGSWWYFQH T-39%01
3-20 1 1-2%05  6-13*01 6%02  AREVKRDSSTWYNNYYVMDV 10-18 11 1-26v01  4-17+01 1*0L ARAGDGDYGSWWYEQH
3-10 1 4-4%02  3-22*01 6%02 ARYSPSEYYYDSSANYYHGMDV  1-39%01 K 10-19 1 1-46%01  4-17*01 1%01 ARAGDGDYGSWWYEQH
3-13 1 4-34*01  3-9*01 4*02 ARVGPDIFTDYSKYYEDY 2-14*01 N T 3 502700 =100 5702 PEVED LR E DT T =
3-7 1 1-69%06 2-21*01 4*02 ARSPHIYPPYYFDS 1-5%03 X 114 4 4-30-2%01 4-17+01 3%02 ARVNGDYVEPWMSAFDT
3-16 2 5-51%01  3-9%01 4%02  ARLLRGGTYYDILIGYPELGY  1-44%01 PN 11-5 1 4-30-2%01 4-17+01 3%02 ARVNGDYVEPWMSAFDT
3-22 L 5751*01  3-9%01 4*02 ARLLRGGIYYDILTGYPELGY =2 21 7-31%03  3-9%01  5%02 ARGHLQDILIGYWEDP T-12701  x
3-6 65 1-69%04  2-2%01 602 ARGAGCTSTSCYVGDMDV 2-28*01 X 11-10 1 423103 3-9%01  5%02 ARGHLODILTGYWFDP
T tmomw e mememew Dm0 r L om oowmosm o sewons
33 T T-69%01 3-10%01 6%02 ARGIDYYGSSPLDYV T27+01  x e 2 4731703 3eroL 5r02 ARGTLDDILTGYPLDE
11-8 1 4-31%03  3-9*01  5%02 ARGTLDDILTGYPLDP
L S & R —— i
25 . Locor0l  1-26%01 4+0s ARGRNYYIDYFEY 11-11 1 4-31%03  3-9*01  4*02 ARGGLDDILTGYYFDY
ron N L_eo%0l  3-16%01 4+0s ARGRNYYUDFFES 11-12 1 4-31%03  3-9*01  4*02 ARGGLDDILTGYYFDY
35 18 T-60%01 3-22+01 4*02 ARSSGYHFTSNYEDY 1-39%01 X -l s 1718704 3722%01 3702 SEDLEeo I D TEGREDT imadrol A
11-14 3 1-18%04  3-22*%01 3*02 ARDLAQSITLITEGSFDI
3-28 1 1-69%01  3-22%01 4%02 ARSSGYHFTSNYFDY
. N L_6ov0L  3-22%01 4%02 ARSSGYHLTSNYFDY 11-15 1 1-18%04  3-22%01 3*02 ARDLAQSITLITEGSFDI
13-4 77 3-33%06 4-17+01 1*01 AKDPAYYGDYVSLGYFQH 1-12%01 X
3726 = 1769701 3-22v01 4%02 ARSSGYHITSNYFDH 13-6 4 3-33¥06  4-17*01 1+*01 AKDPAYYGDYGSLGYFQH
3-17 25 5-51%01  3-9%01 4*02 TSSKPILRYEGWQLPPPEDS 2-14%03 N
320 1 5-51%01  3-9%01 5+01  ASSKPILRYFDWQLPPPFDS 13-3 1 3-9%01  3-22*01 5%02 AKGDAYDSSGYQLNWFDP 1-40%01 N
-1 51 3-9%01  3-22%01 5%02 AKGDSYDSSGSYWNNWEDP T-40%01 Py 1372 30 1718701 3-10%01 6703 ATNYYGSGSDLDV 1740701 A
13-7 17 1-18%01 3-10%01 6*03 ATNYYGSGSDLDV
42 30 379701 3722701 5¥02 AKGDSYDSSGSYHNNIEDD 13-1 10 T-8+01  3-10%01 6703  ARVIGYYGSGIYLEGYYYYMDL  1-39%01 X
a4 ! 3-9%0L 3-22701 o0z AKGDSYDSSGSYHNNWEDP 13-8 8 1-8*01 3-10*01 6*03 ARVIGYYGSGTYLEGYYYYMDL
a3 2 37901 3722701 5702 AKGDSDSSGYYYRNWFDE 13-9 1 1-8%01  3-10%01 6*03 ARVIGYYGSGTYLEGYYYYMDL
a3 > 3001 3-22r0l 502 ARORSVDSSCHPAVNIEDE 13-5 7 7-34%01  3-9%01 502 ARGNPQLOYFDWORRPLDP 2-8%01 x
5-1 22 S=ES il 3-16*01 6*02 AKDIGGPASDYYYYGMDV 2-14*01 A
<3 1 To0%01  3-10%0  6+02 AKDISGPAGDYYYYGMDY 14-2 27 3-30%04 2-2%01 5%02  ARHACRSTSCPSPVDNWFDP 1-39%01
SH G0 SO0L 2201 6102 MDIGGEASYIGHY e e T
58 2 3790l 2-2rol 6r02 REDTGGPAGDYYYYGMDY Ta-4 70 7-4%02  3-3*01 6703 ARGTIFGEYYFYYYMDV T-40%01 x
5-7 1 3-9%01  2-2%01  6%02 AKDIGGPAGDFYYYGMDV
55 5 32901 2-2+01  6+02 AKDIGGPAADYYYYGMDY 14-6 12 4-4%02  3-3*01  6*03 ARGTIFGEYYFYYYMDV
= 5 O ARl GEO T P = 14-1 11 3-21%01 3-16*01 6%02 AREGADANY YYYAMDV 1-39%01 3
5-8 13 3-9*%01 4-23*01  6*02 AKDIGGPTDYYYYGMDV 14-7 2 3-21*01  3-16*01  6%02 AREGADANYYYYANMDV
5-10 1 3-9%01  4-23*01 6+%02 AKDIGGPTDYYYYGMDY 14-8 6 3-21*01  3-16*01 602 AREGADANYYYYAMDV
5-9 2 3-9%01  4-23*01 6+%02 AKDIGGPTDYYYYGLDV 14-9 1 3-21*01 3-16*01 6*02 AREGADANYYYYAMDV
6-1 70 1-34%01  3-10%01 3%02 ARGPTLIMVRETAFDI T-44%01 x 171 67 4734%01 4-23%01 502 ARAGLMITVGWEDP 2714%01 A
6-2 21 4-34%01  3-10%01 3%02 ARGPTLIMVRETAFDT 17-2 61 4-59%01 3-10%01 4%02 ARDAPTPYGSGLYFEDY 3-25%01 Iy
63 5 4-34%01  3-10%01 3%02 ARGPTPTMVRDAAFDT 17-3 5 4-59%01  3-10*01 4%02 ARDAPTPYGSGLYFFDY
6-4 1 4-34%01  3-10%01 3%02 ARGPTPTMVRDAAFDT 17-4 6 4-59%01  3-10%01 4*02 ARDAPTPYGSGLYFFDY
7=3 T 3-21%01  5-12701 3702 AKTLGRLRFPPEDAFDT 2-14%01 x 17-5 1 4-59*01 3-10*01 4*02 ARDAPTPYGSGLYFFDY
7-13 1 3-21%01  5-12%01 3%02 AKTLGRLRFPPEDAFDI 18-8 25 5-51%01  3-9*01 3%02 ARHGLEDFEPNLGGEDI 1-47*01 N
=12 s 1-39701  3-9701 4702 ARRVLDDILTGSGEDY T 5707 = 18-4 1 4-31%03  3-9*01  4*02 ARNPLDDILTPGYFDY 1-12*01 X
o1 T 3-9701  6-19+01 3+01 ARDYSSGWDADAENY 10701 N 18-5 2 4-31%03  3-9*01  4*02 ARDTLDDILTPGYFDY 1-12*01 X
o) 31 32001 6-13%01 4%02 AREDFLAAARSADDY 147701 ~ 18-2 2 3-11*01 6-19*01 5%02 ARDQWYTSDWTELHWEDP 1-40*01 x
7-15 1 3-20%01  6-13%*01 4*02 AREDFLAAARSAPDY 18-1 2 3-9%01  3-22%01 5%02 AKGDSYDSSGHYWSNWEDP 1-40*01 x
7-14 14 3.00%01  6-13%01 4*02 ARODLLAAAGGAPDY 18-3 14 3-33%06  3-9%01  4%02 AKDLGARDIMTSDVEDY 1-44*01 x
7-4 10 3-23%01  4-17%01 4*02 AKDLPYGDEHPREGY 1-39%01 3 18-10 3 3-33%06  5-12%01 4*02 AKDLGARDIMPSDVFDY
7-16 1 3-23%01  4-17+01 4*02 AKDLPYGDEHPRFGY 18-6 1 4-39%01 2-15*01 3%02 ARLSRIMSLDLRIYAFDI 2-14*01
78 T 1-32%01  3-10%01 5702 ARGDTMVREKVWEDD 3-14%01 N 18-7 18 4-59%01 1-14*01 3*02 VRDDTGISRVNAEDL 1-39%01 X
E) 33 1-34701  4-17%01 5702 ARAGDYLINVGDNWEDD T-40%01 N 19-1 88 3-7%01  3-9%01  4%02 ARADHYDILTGEWGWSDY 1-40%01 Iy
7-17 3 4-34%01 4-17%01 5%02 ARAGDYLTNVGDNWEDP 19-4 3 3-7%01  3-9*01  4*02 ARADHYDILTGFWGWSDY
7-19 1 4-34%01  4-17+01 5%02 ARAGDYLTNVGDNWEDP 19-2 2 3-20%01 3-10*01 5%02 ARVDHYASGSYEGWEDP 1-40%01 N
7220 1 4-34%01  4-17+01 5%02 ARAGDSLTNVGDNWEDP 19-3 5 3-21%01 3-10*01 6%02 ARGGIGELFYYYYGMDV 3-19%01 N
7-18 2 4-34%01  4-17%01 5%02 ARDGDFLTNVGDNWEDP 20-5 4 3-9%*01  2-2*01 5%02 AKGDNYGSSMSWLNNWEDP 1-40%01 N
"6 > 1-0%02  1-23%01 €02 ARRGUIPSYYYHGMDV T-35%01 = 20-11 3 3-20%01 6-19*01 5%02 ARVDAYSTGWYVGWEDP 1-50*01 N
7-21 1 4-4%02 4-23%01 6*02 ARRGVTPSYYYHGMDV 20-13 2 3-53*01 6-19*01 3*02 ARAESSGWTDAFDI 1-40*01 A
7-10 2 4-39*01 3-9*01 4*02 ASGRLSDILTAYYFDY 1-5%03 K 20-18 2 3-53*01  6-19*01 3*02 ARAESSGWTDAFDI
7-11 45 4-39%01  3-9*01 4*02 ARHPLVDILTAWPEDY 1-5%03 X 20-4 1 3-9%01  2-2*01 4*02 VKDGGTVVVPPDLYSCEFDY 1-40%01 x
7-22 2 4-39*01 3-9%01 4%02 ARHPLVDILTGWPFDY 20-17 31 4-59*01 3-22*01 5*02 ARGEAYYDTTGYENWEDP 1-44*01 A
8-5 1 3-9%01 3-22%01 5*02 AKGDAYDSSGYQANWEDP 1-40*01 A 20515 1 4-34*01 3-16*01 6*02 ARELGQWVEYYYAMDV 2-14*01 A
8-6 2 3-9*01 6-13*01 5*02 AKGDAVAAGHWVMNWEDP 1-40%01 A 20-12 22 3-33*01 5-12*01 4*02 ARDTGRVDIMPTGDLDF 2-8*01 A
8-17 46 3-21*01 B0l BE0R ARLAYNYGPRAENWEFDP 1-44%01 A 20-7 1 3-9*01 3-22*01 4*02 AKDYTFEYDSSGYLDY 1-39*01 X
8-1 1 1-18%01 6-19*01 5%02 ARIVGYSSGWYGWEDP 1-40%02 x 20-16 8 4-39%01  3-16*0 3%02  ARHVVPLDQDYPTQTGAEDI 1-5%03 X
8-3 3 3-9%01  2-2%01  6%02 AKDIGGPAYDYYYYGMDV 2-14%01 N 20-8 66 3-9%01  3-22%01 5%02 AKGDSYDSSGYNPNWFDP 1-40%01 N
8-13 1 3-9%01  2-2*01  6*02 AKDIGGPAYDYYYYGMDV 20-20 49 3-9%01  3-22%01 5%02 ARGDSYDSSGYFPNWFDP
84 1 3-9%01  2-2%01 6%03 AKDMRILPDTVVNIMDV 2-14*01 x 20-2 1 1-18%01 3-22%01 4*02 ARDYYDSSPMGY 1-40%01 x
8-14 1 3-9%01  2-2%01  6*03 AKDMRILPDTVVNIMDV 20-1 27 1-2%02  6-19*01 4*02 ARDKGRVGESGGWYSFDY 3-21*01 Iy
811 2 4-34%01 2-21%02 3*02 AKEGLVTEISAFDI 1-51%01 X 20-3 1 1-69%01 3-22%01 4*02 AGHLYYYDTSPLST 2-14%01 Iy
8-15 1 4-34*01  2-21%02 3*02 AREGLVTEINAFDI Total 1962

Supplementary Figure 1. Summary of clones isolated from eighteen Ab-encoding libraries. The number of the clone,
the germline V-, D-, and J-encoding region of the V-encoding gene, and the amino acid sequences of the respective
CDR3 regions are shown. Representative clones analyzed in this study were highlighted in blue. An equivalent
analysis of the germline genes in the V| -encoding region of representative clones also is shown.



