Document downloaded from http://www.elsevier.es, day 04/07/2025. This copy is for personal use. Any transmission of this document by any media or format is strictly prohibited.

Supplementary Figure 1 legend

Supplementary Figure 1. Deduced amino acid sequence analysis of the HBsAg. Aligments of the deduced
amino acid sequences obtained from ten S gen sequences of OBI patients. The aligment was performed using
one reference HBV sequence genotype H (AY0954.1) with the CLCbio software. The colors shadow in the first
line indicate the HBsAg domain. Residues identical to the genotype H reference consensus are indicated by
dots. Mutations in red boxes.

Alignment of amino acid sequences deduced from OBI-39 sample clones

20 &0 &Q
AY030454.1 MENITSGLLG PLLVLQAVﬁIIf LLTKILTIPQ SLDSWTSLI:I FLGVPPGCPG QNSQSPISNI-II 60
OBI3BCC2 . vvuvivnse snneserale tuneserans ausssenans s stsnans . B0
OBI-39P1aa .......... e e Y e e e e e 60
CBI-39P3aa . ......... T . B0
CBI3OP5SA3 .o svsvnsns srasae12T s suaerersns a1 nassensns narsssnnns seassaara e B0
OBI-39P7a8a . ......... e Y e e . 60
OBl-39PBaa . ......... T et e 60
OBL39PY 83 . . .ovvvvnn wunene Yo i e B.. ... . 60
OBI3gP10aa . .. .... ... ... ... .Y e e e e . B0
OBI-39P12aa .. ..o uus T e e maaaaaaaas 60
OBL3GP1383 . . ove e e Y e e e . 80
OBRISPI4aa & o s e v v v s s raassrsaT s s asessnsns s astssnans sassaaas14 sessas s s OO
I!Ilﬂ liIK‘ t2|0
AY080454.1 LPTSCPPTCP GYRWMCLRRF II1FLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
L= 1 e e e s 120
OBI-39P1aa ....R..... e e e e P 1]
OBE3IPIEA © 2 v vie i e ie e e e e e e e e 120
OBEBIPEEE & v i v it ittt e e e e et e P Fli]
OBE3IPT A2 . v vt it i e it e et et e m e e e et e e ... 120
CBI-389PBaa .......... S A S A e RE B AEA@sEaEEd mEasEEEE . f s s e saas saecEsas s 120
OBI39PI aa . ......... e R e A, 120
Lo 1= B I 1 - Y P (1]
OBI-39P12aa .. ..v v ves e R Rk e s e a4k E R At e I 1]
OBI3IPI3EE .« i v vt ittt et ee et s e e e e e e | S 1]
OBLBIPIAEA . . o v ittt ie e ia it it e et e et i P V1]
e o i
AY0904541 CKTCTTLAQG TSMFPSCCCT KPSDGHNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
OBIFFGCZ & o v it et i e e e e e e e e e e e 180
L0 = e T e e e e e e e e e 180
OBI3IPIEA . v v v a s i it st i s e e maa s aaaaaaeaa aaaaaaeaas 180
L B T T N 180
OBI39PTaa . ......... ..... B. ... e e 180
OBIBIPBAA + v v vt n i sn tr i inea i e e ee e e aeaa e 180
OBE3IPI 83 . . it ittt e e e e e e 180
OBI-3OPI0@E . . . v v v v v i et s s asanss s s saasas i waaaaae e B e E e B s e B4 Gk a R 180
L= L e - - 180
OBIL39P13aa ... ...t .. Mo e e 180
OBL3IPT4EE o v v v v st et et ntnnn s ma e mae e e e aeaaae s 180
??D 22|ﬂ
AYDI0454,1 [QWCVGLSPTV WLLV IWMIWY WGPNLCSILS PFIPLLPIFC YLWASI 226
OBI3OCCZ . ... it i i s s s e s e s maaeaaEaaa waaaas 226
OBI3APTAA .+ ot i vt et it et e P | 226
OBI3OPIAA . . . . h s it vt s s i s s s i s e e P | 1 226
OBI3IPEAA « v v ive et it m et e e e e e 226
OBIBIPTAA « ot ittt ittt et e e e e e e e e 226
OBIOPBEA + v v vv v ne s vtne e e E e 226
oI T 226
OBl-38P10aa ........ e e e e e e e e e e e e e e e e e e e e 226
L= e T 226
OBEBIPI3EE o v v vt ittt ettt e e e e e e e e 226

L= B T I o T 226
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Alignment of amino acid sequences deduced from OBI-41 sample clones

20 40 &0

I 1 I
AY0904541 MENITSGLLG PLLVLOQAVCF LLTKILTIPQ SLDSWWTSLN FLGVPPGCPG QNSQSPISHH 60
Lo = T N o 60
OBI1 003 .. ui v aveta wsaasera¥Wo wuossaseus o asssasasa s oaadasans [P 60
OBIIPZ ... ..o cneenoeaY i oatieiueeane asnseseasas osesessaes aaasaensnsaas 80
L e T 80
L e &0
L 1 e e e T (1]
= L e s v T 60
L= 60
L T T T 60
L 1 . 80
OBl-1 P40 . .. ... ... R......... 80
L e 80

l2|0

AY0904541 LPTSCPPTCP GYRWMCLRRII’ PGSTTTSTGP 120
OBIM4TCC2 . .t i v it v r h e e et it e e e e e feli]
OBI41CC3 v o v s v o v st 1 1ot oreraas sssesarane oowas
OBl-41P2 ... .......

sa s e s s s assasses sasassss s 120

s s s s s s st e s s s s aassses aasasss s 120

OBI4TPE it v vt vt te et ettt e e e e e e 120
OBIAT BT vt v e vttt e ettt e e e e e e e e e e 120
Lo =T T 120
Lo = T 120
Lo =T - 120
OBl-41 P24 120
OBI-41 P25 120
OBI-41 P40 120
OBl-41 P47 120
AY030454.1 180
OBI-41 CC2 180
OBI-41 CC3 180
OBI-41 P2 180
OBI-41 P5 180
OBI-41 PY 180
OBl-41 P11 180
OBI41- P12 180
OBI-41 P21 180
OBI-41 P24 180
OBI-41 P25 180
OBI-41 P40 180
OBI-41 P47 180
AY020454.1 |
OBI-41 CC2 P ..
0BI-41 CC3
OBl-41 P2
OBI-41 P5
OBI-41 PT
OBI41PI1T  « v e nennn T 226
OBI41-P12 .o v vvennn 1 226
OBI41P21 v v n v wnn Y 226
OBITP24 ..o v i i e v aMou e e e e e e e s e e s 226
Lo T e >
OBI41P40 .. ... ..., T 226
OBI-41 P47 ... i unn .. T ....P.| 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-43. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-43 sample clones

20 40 B
AY0804541 MENITSGLLG PLLVLQAUCII: LLTKILTIPQ SLDS\MNTSLI\II FLGVPPGCPG QNSQSPISNI‘II &0
OBl-3 . ... .. i oo O G0
OBI3P1T .. it i e i &0
OBIM3P5 . ... ... i B T P &0
OBI-43P17 ... ..o ivs c i s naan T &0
OBI-43P19 . ... ... ... ... e &0
OBIL3 P34 . .. . .. ..ot o I &0
CBIM3P36 . ......... ....c00.. L cee.....D. 60
CBIM3P3T .. ........ ........ . &0
OBI43P40 . . .. o vt v s v e e e e e e e et e e e e e &0
OBI43P42 . ..t v e v e e e e e e e e e e e e e &0
OBIM3IP43 ... ... cnh v nanas L I N T TN &0
”r” ® i
AY090454.1 LPTSCPPTCP GYRWMCLRRF I I1FLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
L0 = 120
L = 120
OBIM3P5 . ... et e e e e e e e M e e 120
L e M. .. .o 120
Lo = Yoo i 120
CBHIP3 . ..ottt aus st e s s s T aaa et s e B a s s b a s 4 s s a s b ks e 120
OBIHM3IPIE ... ... .. .. ..icciiiis sacesmcaiaa marasaamss masaareasa mamaaaanan 120
OBIM42 P37 . ... ...... L e e e e e e M. .. ... 120
L = 120
Lo = - T T 120
CBIM3PA3 . . . . .. . . e e e e et e e e e e e ee e e e e e e 120
i ' "
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
L0 1 L 180
L0 T e e e e ... 18O
OBIM3PS ... ....... T S 180
QBIM43P17 . ......... R R N T T 180
L= o - 180
OBI43P34 . ....... .. e e e et e e et e e e e et e C. ... 180
COBI43P36 ... ....... R R T T I 180
L= e 180
OBIM3P40 . . L L e e e e e i e e e e e e e e e e e 180
OBl-43P42 . ... ... ... e e e e e e e e e e e e e e e e e e e e e e 180
OBI43P43 . ... ... ... B e e s e s e e s e s e ha s e e s e e e s s s b s saaea s 180
2([]0 2TD
AY080454.1 QWCVGLSPTV WLLVIWMIWY WGPNLCSILS PFIPLLPIFC YLWASI 226
OBI43 ... ....... T T T I vaen . 226
QBMH43P1 ....... 1 T 226
OBIMIPS ... . i i e i e i e e e e 226
OBIM43PIT ..o cvv v e e et e e e e e e e 226
OBl-43P19 ... .... M. . «civevivnae satessians sownssvaas suanae 226
OBIM3P34 . .. . it i i i it i e e e e e e e 226
OBIL43P36 . ......... e e e et e e e e aaaa a e e e 226
OBIL43P37 ... ....... Pe s et s e e s ar e s s aesaaeaa s waaaas 228
OBI43P40 ... ....... e et ees 4 eeaa s A M e aaaaar 4w 226
L= 228
OBI43P43 . . ... ..... e e e e e e e e e e e e e e e e e 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-43. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-44 sample clones

20 40 60
AY0904541 MENITSGLLG PLLVLQAVC]I: LLTKILTIPQ SLDSWWTSLI\II FLGVPPGCPG QNSQSPISNIEI 60
OBl-44 . ... ... ... ... Y e e e e e e e e e e e e e e e e e e 60
OBIAPE o .ovvinie e e e e e 60
OBMAPIT v titiie oo, 27 60
OBI4P12 .. i i v i v v e v e s P 60
OBI-44P14 ... .. it h i Y e e e e e e e e e e e e e e 60
OBIH4PIT ... it ie v i e L 60
OBI4API® o\ nes vennenns Y e e e 60
L0 1 60
T S 60
OBI-44P26 . ... ... ... .«....... Y e e e e e e e e e e e e e e e e e e e e e 60
OBI4P30 . ... ... .. o D 60
BIJJ 1?0 12|0
AY090454.1 LPTSCPPTCP GYRWMCLRRF IIFLFILLLCTLIFLLVELDY QGMLPVCPLL PGSTTTSTGP 120
oL T 120
[ ]2 120
L] 2 B 120
OBIAPAZ vt e ettt et e e e e e 120
OBIAPIE o\t ettt e et e e e e e 120
L0 120
L0 2B 120
OBIAP20 & 00t v a i u a6 oo s s s s sa wassssaadas o osaassoss sassesoss st besauassoes 120
L= T . T 120
L0 B . 120
OBIAP30 o oottt et e e e e e 120
170 H?O 1B|0
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
L 180
OBIMAP8 . ... ... it i et i e et e S e e 180
[ 180
OBIAPIZ Lottt et e e e e e e e e e e 180
OBIAPIA .\ttt e et i et e e e e 180
L8] S 180
OBIMA P12 . . i i i it i it et e e e e e e e et e e e e e e e e e e 180
T S e e 180
OBM4P22 .. .vvnen o, R ot e e e e e 180
[0 180
OBI44 P30 . . . .ttt e e e et e e haeee e e e 180
i “°
AY090454.1 QWCVGLSPTV WLLV IWMIWY WGPNLCSITLS PEIPLLPIFC YLWASI 226
T 226
o 226
10 = e 2286
OBI4 P12 . ... it it it i e it et e e e e st e b aaaaa e aaaaaa 2286
[0 = 1 . N e T 226
[0 = 1 s I 226
T 226
OBIAP20 .o\ttt et e e e e 226
OBI44 P22 . . . i it e e e e e e e e e e e e e e 226
OBI44 P26 v v v v v v v v vt v e e e e e e e e 226
T 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-44. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-50 sample clones

20 40 &0
AY030454.1 MENITSGLLG PLLVLQAVCII: LLTKILTIPQ SLDSWWTSLII\I FLGVPPGCPG QNSQSPISNI‘II 60
OBI-50 . . o e it e e e e i e e e e e e e e e e e e 60
OBISOPT . ......... ....... A.. i e e H. ...E...... .. .. .. 60
OBISOP3 L . . e i e e e e e e e e e 60
OBISOPE . . . .. oo i e e e e RK... ........ H. ...E...... ....... ... 60
L8] = N e 60
OBI-SOP15-1T . . . o ittt e e R...K .. e e 60
OBI-SOP17T . ....... P. ... ... oo RK. .. . e e e e 60
OBI-S0 P22 . L o e e e e e e e e e e e e e e e e e e e e e e e e e e e 60
OBI-BOP24 . . v v v v i i s v et s r s e s s e a e s e saa e e s s rer s 60
OBI-S0P28-1 ... ..... 60
OBI-S0P32 .......... L 60
EIO 1[I:0 12:3
AY090454.1 LPTSCPPTCP GYRWMCLRRF IIFLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
OBI-BD . . o e e e e e e e e e 120
L1821 120
OBIBOP3 .. vt iie sttt et er s e i e s e e it e aa s e s e G e e 120
L8 2 120
L0 = 1 o 120
L] 0 T 120
L0 1= 1 e 120
L= 0 e 120
L0 120
L2 T -y *. 120
L2 U 120
mlm 1l|30 18:]
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
oBI-SO ..... ... 180
OBISOPT .. ... - 180
OBIS0OP3 ........ H. o e s i e e P N 180
OBI50P6 . ....... H. o e e e e oD 180
OBISOP13 .. ...... H. ...L...... ...... G... .......... e D e 180
OBI-SOP15-1 ... ..... H. o s s e oD ....85..P.. 180
(0= T 180
OBI-SOP22 ........ H. ...L...... ..., G... ..o P N 180
OBISOP24 .. ...... H. o e e e R 1 180
Lo T T N 180
1012 T o 180
2?0 2:]20
AY090454.1 QWCVGLSPTV WLLVIWMIWY WGPNLCSILS PEIPLLPIFC YLWASI 226
L= 226
OBRSOPT ... s i e e e aea e e 226
OBLSOPI . ......... P Y ... 226
OBI-SOPE .. ........ RO UM L e e e 226
OBI-SOP13 .. ........ P 226
OBISOP1S-1 ... iiian vu o alli it id it it iaans ten i anae e 226
L T 226
OBISOP22 . ......... T 226
OBlSOP24 .. ........ oW ML V.. e 226
oBI-5OP28-1 ...... .. .. e 226
OBIEOP32 ... viiinne aoeofle v es antesuusne sanassanaa anraaa 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-50. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-54 sample clones

| | I
AY0904541 MENITSGLLG PLLVLQAVCFE LLTKILTIPQ SLDSWWTSLN FLGVPPGCPG QNSQSPISNH

0BI-54
OBI-54 P9
OBI-54 P10-1
0BI-54 P14
OBI-54 P15
OBI-54 P22
0BI-54 P28
0BI-54 P29
0BI-54 P31
0BI-54 P32
0BI-54 P37

0OBI-54
OBI-54 P9
OBI-54 P10-1
0BI-54 P14
0OBI-54 P15
OBI-54 P22
OBI-54 P28
OBI-5B4P29 ....R.....
0BI-54 P31
0OBI-54 P32
0BI-54 P37

oBI-S4 ... .. ... H.
CBIS4P9 ... ... L.
OBI-54P10-1 . ... .. .. H.
OBI-S4P14 .. ... ...,
OBI-54P15 . ... .... H.
oBl-s4P22 ... ... ...
OBl-s4P28 .. ...... H.
OBI-S4P29 . ....... H.
OBI-S4P31 . ....... H.
OBI-54P32 . ....... H.
OBI-S4P37 .. ... .....

I
AY090454.1 QWCVGLSPTV WLLV IWMIWY WGPNLCSILS

OBI-54
OBI-54 P9
OBI-54 P10-1
OBI-54 P14
0BI-54 P15
OBI-54 P22
0OBI-54 P28
OBI-54 P29
OBI-54 P31
OBI-54 P32
OBI-54 P37

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-54. Residues

20

140

200

..... R...K
..... RKM

..... R -K
..... R...K
....... M..
..... R...K
..... R...K

40

.......... N
.......... B 1
.......... N
.......... B 1
.......... B
220
PFIPLLPIF(l: YLWAS'I| 226
................ 226
................ 226
..... * P ... 226
................ 226
................ 226
................ 226
................ 226
................ 226
................ 226
................ 226
................ 226

&0
60

120

120

180

identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-62 sample clones

20 40 &0
AY080454.1 MENITSGLLG PLLVLQAVCII= LUTKILTIPQ SLDSWWTSLN FLGVPPGCPG QNSQSPISNIEI 60
o 60
OBIBZPE o\ttt e it e e e e e e e 60
OBIB2ZP221 v ottt e e e e e e e e 60
OBIBZPB0 v v vt e et e e e e e e 60
OBIBZPB  « v v et et e e e e e e e 60
OBIBZPIZ 4 v v vv et bt e e He oo i 60
OBIBZP25 M. v vt e e oottt it e e e 60
OBI62P6 .GD..... P e e e R e e e 60
OBI62P151 ... ... E..K .. P...G.8. W.' 't i e e 60
OBI62P21 . ..... E. K . P . G.8. Wet i e e e 60
OBI-62 P28 ...... E..K .. P...G.8. W.'' i it e e 60
Ei{) |l|]0 12ID
AY090454.1 LPTSCPPTCP GYRWMCLRRF IIFLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
o 120
OBIBZPY « v v vt e e e e e e 120
OBIBZP221 v et e e et e e e e e e e 120
OBEB2P30 v vttt i e e e e e e e e 120
OBIBZPB o v vt et et e e e e e e 120
OBFB2P12 v v vttt vt v e e e e e e e 120
OBIBZP25 v v vt e e et e e e e 120
OBIBZPB  « v v e v et et e e e e e e e 120
OBIBZPI5T 4 v e ve e et et e e e e 120
o T 120
OBIB2 P2ZB . o oot te e et e e e e e e e 120
1‘|10 1ISD 1E«|D
AY0904541 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
OBI62 . ....... He e e e e D 180
OBl-62P2 ........ H. ....... R.. .. i e 1 180
OoBl62P22-1 ... ..... 2 T 1 180
OBI-62P30 . ....... L S e D 180
OBI-62P8 . ....... R N 12 P S. e 180
OBI-62P12 .. .. ... ... PR | | I 180
OBI-62P25 .. ...... H. ..T...... A L e R 1 180
OBI-62P6 . ....... He ool (S D 180
OBI-62P151 . ....... P e D 180
oBl-62P21 .. ... ... o 1 180
OBI62 P28 .. ...... A e D 180
a =
AY090454.1 QWCVGLSPTV WLLV IWMIWY WGPNLCSILS PEIPLLPIFC YLWASI 225
o= 1 226
OBFBZPY oo vttt ee i e e e 226
OBIBZP22-1 oottt ee ettt e e e ¥ oo 226
OBIBZP30  « v v oot vt et e e e e 226
L0 B - Y 226
L0 2 T e 226
OBI-62P25 . ......... M e e e 226
OBI62P6 . ......... T 226
OBI-62P151 ... ....... B 226
oBl-62P21 .. .. ... ... O 226
OBI62 P28 - . ... ... e M e e e e 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-62. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-75 sample clones

20 40 60
AY090454.1 MENITSGLLG PLLVLQAVCII: LLTKILTIPQ SLDS'-'W‘-'TSLI“IJ FLGVPPGCPG QNSQSPISNI—II 60
L= L 60
OBI-TS P2 . L e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e 60
OBI-TSP3 .. ...... P. L.....ooov oo R...K i e s e i e 60
OBI-75P4 ... ..... B B-- 0 i [ 60
OBI-7TSP7 . .. v v i v i en t e n i aaans S P L 60
L0 2 L 60
OBI-TSP8 . ... ... ... ... S I 60
OBI-TSP10 . ... .. v i it i et i e e S, L 60
OBI-75P11 . ... ... ... L......... pe . e e e e i et it i e e e s e e ae i aea e 60
OBI-75P12 ... ..... 2 60
OBITSPIB .. v v v ittt i ettt aaae st s aaaaas - 60
aln 1?0 12;':
AY0%0454.1 LPTSCPPTCP GYRWMCLRRF I1IFLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
L 1 120
L= T = 120
OBI75P3 Q. ..ttt i i i e e e R e e e e e 120
OBI75P4 Q. . ... ... it e R i e e e e 120
L8 T 120
OBITSEPE . .. . it e e e V.o o e P ... ... ... 120
1 = B T - 120
OBI-TSP10 & v v v v e vt es tes s st aa s st s s aaaes s aa e aea e s resaseres eeaaaaeees 120
OBITSPIT & o v s s s s 6 s 8 6 5 8 8 58 8 3 3 5 8 5 5 8 8 8 5 59 86 & 58 8 8 6868 868 & 8% 8868885 56 ewaa e 120
L0 = e 120
L = i . 120
'.=I:u 1?0 1s|0
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
OBI-75 ........ H. i iieiie sdtnasanasas ansessannae saallecnnce antannaaaa 180
L = T 180
OBI-TSP3 . ....... H. ... oo o, M. .. ... LD e 180
OBI-TSP4 . ... .... H. ... ... 0 .. M. .. ... T 180
OBI-7T5P7 . ....... o 1 180
OBIF-TSPE . ..o v v v ofas e e e e e D.ovevvn v R.. 180
OBI-T5P8 .. ...... H. i iiaiis st natnaans assasnaana L 180
OBI-75P10 . ....... H. e e e e e Do vi i 180
OBI-75P11 .. .. .... 180
CBI-75P12 . ... .... H. i e e 180
L0 ] B T L 180
200 220

OBI-TS . ......... M e e e e e e 226
OBI-TSP2Z . ... ven vanalliccin wvunan G. .. i e e 226
OBI-7SP3 .. ........ T 226
OBI-7T5P4 ... ....... T 226
OBI-TSP7 . ... ... ... P R.... ... .. oo 226
OBI-T5PB ... ....... M. o e e e e Y ...... 226
OBI-7TSP8 .. ........ P R. ... i i 226
OBI-7SP10 .. .... ... T P R. ... i cieea 226
OBI-75P11 .. ........ PO . S 226
OBI-75P12 ... .... ... e 226
L0 2 T s | 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-75. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-106 sample clones

40 &0
AY09045¢.1 MEN | TSGLLG PLLVLIQAVCETLLTKILTIPQ SLOSWWTSLN FLGVPPGCPG QNSQSPISNH 60
(0.2 1 T 60
OBIOBP2 . oo oot e et e e e e e e 60
OBIOBPA v\t e et ettt e e e e 60
OBII0BPB v v v e et et e e e e 60
oL T T . 60
OBMOBPY . ovvvvnn o (I RK. L ottt o e 60
OBI0B P12\ vt ettt et e e et e e e e e e e 60
OBIIOBPI3 .. vt ittt et e et et e e e e e e 60
OBIO0BP7 .. ...... I R e e e 60
OBIOBPI6 v v vveveen e (I RK. L ottt e e 60
L0 = T L1 P....... 60
Bll) W(IRJ 12|0
AY090454.1 LPTSCPPTCP GYRWMCLRRF IIFLFILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
OBE10B  « ottt vt et e e e e e 120
OBIMOB P2 & o v v it et e e e e e e e e e e 120
OBI0BPA o v vttt ettt e e e e 120
OBHI0BPE v v v v v et et e e e e e e e 120
oL T . A P 120
OBMI0BPY . o\ttt et et e e e e e G.R. 120
OBIOBPIZ . oot it oot e e W 120
18]S T 01 T T 120
L= L I 120
OBII0BPIE « v v v v vt et et et e e e e e e G.R. 120
OBII0BPI8 . v vt o v vt e et e e e e e e e e e 120
i ° 7
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
OBI106 ........ He ottt e e e e e 180
OBI-M0B P2 . ot i s et i e e e e it e e e e e e e e e e e e e e e e e P 180
OBI-106P4 .. ...... e 180
OBI06P6 .. ...... Hoe e e e e e 180
OBIM0BPB . . v vt e il ettt e e e e 180
OBI06P9 .. ...... He e e e N 180
OBI06P12 . ....... He e e [ 180
OBI-106P13 ........ H . e e e e e e e e e e e e e e e e e 180
OBI106P17 . ....... Hoe ottt e e e e 180
OBI-106 P16 . ....... He et e e N 180
OBI-106P18 . ... .... T - P D 180
Z(ISO ?}I"O
AY090454.1 QWCVGLSPTV WLLV IWMIWY WGPNLCSILS PFIPLLPTEC YLWAST 226
OBMI0B  « v v v vee st e et e e e 226
OBI06P2 .. ........ T 226
OBI06P4 .. ........ ML e 226
OBI-106P6 .. ........ ML e e e 226
L=y 1 - 226
OBI06PY .. ........ M e e e 226
OBIOBP12 .. vvuv.. T 226
OBIO6P13 . ......... M e e e 226
OBIOBPIT v vv oo el e e e e 226
OBI-106P16 . ... ... . e 226
OBI06P18 . ...\ ... . 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-106. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.
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Alignment of amino acid sequences deduced from OBI-112 sample clones

20 40 &0
AY090454.1 MENITSGLLG PLLVLQAVCII: LLTKILTIPQ SLDSWNTSLI‘: FLGVPPGCPG QNSQSPISNIII: 60
OBI-12 ... ... ... oL, Y e e e e e e 60
OBI-112P3 .. .. ... .0 Lo PP 60
OBI-112P10 .. ........ ........ K 60
OBI-112P11 .. .. v v s i e K 60
OBI-12P12 .. ........ ........ Y e e e e e e e 60
OBI-12P13 ... ... o Lo e 60
OBI-112P4 ... ....... ... ..., L 60
OBILT12P .. . . i il e e e e 60
OBI-12P15 .. ..o v i i vt ea e Y e e e e e e 60
3I0 1?0 1?ID
AY090454.1 LPTSCPPTCP GYRWMCLRRF I TFLEILLLC LIFLLVLLDY QGMLPVCPLL PGSTTTSTGP 120
OBI12 o i ittt vt tes it saaas sstaait et sasdestiee denareeaEe st eneue e 120
1= P 120
OBI-TI2 P10 . L e e e e e e e e e e e e e e e e e 120
L0 1= 1 B 1 120
0 = by T 120
8 = by T 120
OBI-12 P4 L L e e i e e e e e 120
L0 b e 120
OBI-112P15 .. ........ ..... Bl . .. i et e e e e e st ees daa e e 120
o "-:-° "
AY090454.1 CKTCTTLAQG TSMFPSCCCT KPSDGNCTCI PIPSSWAFGK YLWEWASARF SWLSLLVQFV 180
102 L 180
2 o 180
L = o L 180
OBI12P11 . it i it it i ittt e s sa s st s st es se s e e ea saseaesses s e ee s 180
L] = B N v P 180
[ = o 180
18 ) o T T 180
L 2 e 180
L= b e PP 180
?[I!O 22I0
AY090454.1 [QWCVGLSPTV WLLV IWMIWY WGPNLCSILS PFIPLLPIFEC YLWASI 226
oBl-112 .......... Y T 226
OBI112P3 . ......... D 226
OBI-112P10 . ... ...... B (T 226
OBI-112P11 . ... .o oo u D 226
OBI-112P12 . ... ... ... B T 226
OBI-112P13 . ... ... ... R 226
oBI-112P4 . ... ... ... e 226
oBl-112P8 . ..A...... B T T T S S 226
OBI-112P15 . ... ... ... L 226

Supplementary Figure 1. Alignment of amino acid sequences deduced from sample clones OBI-112. Residues
identical to the genotype H reference consensus are indicated by dots. Mutations in red boxes.



