VH nt Vi nt

CDR H3 changes changes Jregion sequencealignment

Length (%) (%)
IGHJ1*01 n/a n/a n/a - - - 66FCGAAFIACTTCCAGCACTGGGGCCAGGGCACCCTGGTCACCGTCTCCTCA
IGHJ2*01 n/a n/a n/a - - 66¥AGCF¥Fese-)|. ... G. T. T. . . . . . . .GT. . . . . . . .« .« . . . . T.
VRCO1 12 91/288 47/267TACAA.TGGG.....G.A.A........G........C.....T......A.

(32%) (18%)
04/288 471267
VRCO1b 12 TACAA.TGGG| .. ... .A.........GG.......AC.
(33%) (18%)
101/288  49/267

VRCO1c 12 @35%) 18%) TAICAAL|ITGGG|. |. ... GCA. . .||« v ALl e e e s AL
VRCO1d 12 12:;;8)8 12132”/6)7 TIAICIAIA|. [TIGIGIG]. [- |- |- |- G. A . = . [ | |- [ |- G- |-|T| || |-|C| || |- | | =- |- || |- |A]
4 o,
96/288 48/267
VRCOle 12 (33%) 18%) TACAA. TGGG|. ... .GGA. . ... ... ..G. .. T....C. ... ... .....A.
95/288 48/267
VRCO1f 12 (33%) 18%) TACAA. TGGGl. . ... G.A. .. .......G...T7T....C. ... ........AC.
97/288 471267
VRCO01g 12 (34%) 18%) TACAA. TGGGl. . ... G.A. ... ... ...G........C.....T......A.
VRCO1h 12 98/288 491267 TIAICIAIAL. [TIGIGIG]. [- |- |- |- & A . & [ |- [ @ |- |T |- [ | IC]- ||| [ & |- |- |- |- |A]

(34%) (18%)
VRCO1i 12 9(32202? ‘ggjzTACAA.TGGG.....G.A..........Gc..T.
VRCO1j 12 g(gﬁ;:? ‘22;2)7TACAA.TGGG.....G.A..........G...T....c............A.
VRCO02 12 9(?2202? 5;12)202)7TACAA.TGGG.....G.A..........G...T....C............A.
NIH45-177 12 1&%’;38 ﬁ;z;TACAA.TGGG.....G.A.A........G...T....C............A.
NIH45-243 12 9(22202? ‘Zﬁz;TACAA.TGGGA.A.,G.A.A.A.A.,..G...T.A.,C.....A.A.,..A.
VRCO7b 16 92‘3‘;2? ‘:iﬁz:TACAA.TGGGA.A.,G.A.A.A.A.,..G...A.A.,......A.A.,..T.

87/288 40/267

VRCO7c 16 (30%) 15%) TIAICAALL [TIGIGIG]. |. |- |- |- G. A. . .|| ||| G. .| ||| |- (Cl ||| e | ||| A
VRCO7d 16 Ezgﬁzt; 12/5202)7TATAA.TGGG,....G.A.4.,......G...TG...C.....,......AC.
VRCO07e 16 Ezgﬁzt; Z12/52;;)7TATA/’-\.TGGG.....G.AT4........G...4G...C............;’-\C.
VRCO7f 16 Ezgﬁfo? ‘:2/52;;)7TATAA.TGGG.....G.A..........G.,.TG...C...,........AC,
NIH45-46 16 90/288 401267 TIATIAIAL [TIGIGIG]. |- |- |. |- ©&. A. . [ | |- [ || @i | |TIG| [ |.|C| [ ||| [ = || [ | |A]

(31%) (15%)
VRCO3 14 igﬁz;; ‘?28202)7TTTC.CTGG»-----..AT.......T.........G.C...GT......G.
VRCO3b 14 8(‘2”9202? 5(%202)7TTTC.CTGG»-----..AT.......T.........G.C...GT......G.
VRCO03d 14 8;@2? ﬁgﬂzzTTCCACTGG»-----....AT.....T........AGCC...GT......TG.
VRCO03e 14 ig’li;:? S(glzzl’z;TTTC.CTGG------..ATA......T.....T...G.C...GT......GC.
VRCO3f 14 522’1202? 55/9202)7TTTC.CTGG------..ATA.A.A.AT.....A.A.G.C...GT.A.A..GC.

801288 54/267

VRCO3 14 Tlrirlel lelvlele)- - - -2 mTe Ll L el el el L] (el
9 @Gl%)  (20%)

98/288  60/267

VRCO3h 14 ooy | eme Tl Tlelmlelel P T Ll el | et Eal ||| lele)

) 96/288  62/267

VRCO3i 14 e | eme Tl Tlelmlelel bl s e el el el L el

88/288 471267

VRCO06 15 (31%) 18%) TTccA. TTC-}-----G.A. . T...........T..AGCC...GT......GG.
90/288 50/267

VRCO06B 15 (31%) 19%) TTCCACTGG-|-----..A. . T.....T7........A..C...GT......GA.

VRCO6¢c 15 91/288 51/267TTCCA.TTC»-----G.A..T...........T..AGCC...GT......GG.

(32%) (19%)
89/288 46267
VRCO6d 15 (1%) argy TTCCACTTC-[ - ---6G. ... T.... ... ... ... . AGCC...GT.. ... .0GG.
90/288  50/267
VRCO6e 15 31%) qowy TTCCA.TTC-|----G. A . T.. ..... ... T . AGCC...GT......GG.
90/288  54/267
VRCO6f 15 31%) ooy TTCCA.TTC-|----G. A . T. . ... .. ... . T.. A CC...GT......GG.
07/288 541267
VRCO06g 15 (34%) ooy TTCCA. TTC-l----G. . T.T.. ... ... . T .AGCC...GT... ... GA.T
00/288 531267
VRCO6h 15 (31%) oowy TTCCA.TTC-|----G. A . T. ... .. ... T, . AGCC... GT......GG.
79/288  60/267
VRCO08 23 @7%) @y TTCAA.TGGGL . ... AL, ... ..., 6G.... . A ... .T.. . 6..TC.G

97/288 71/267

VRCO08c 23 (34%) @7%) TTCAA. TGGG|. . .. TG.AT. .. ....T.....G.....C....T......T*TCcC.
96/288 73/267

VRCO08d 23 (33%) @7%) TTCAACTGGG|. ... TG.AA. T. ... .T.....6G.....C. ... T......TC.

VRCO08e 23 98/268 71/267TTCA/’-\.TGGG,...TG.ATC.,....T.....G.....C....T......TC.

(34%) (27%)



