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1 1333 | TOCAGTTOGOTTCACCTCTGCACGT 1583 1381 | ACCAATTTATGCCTACAGCCTCCTA 1788 L] n2

z 181 | TGGACTTCTCTCAATTTICTAGGGO %3 23§ | GATARCCAGGACAARTTGGAGQACA 388 t 103

3 1487 | CTTTTTCACCTCTGCCTAATCATCT 1825 1535 | COAMATTCTTTATAMGGRTCAATGT 1830 2 108

] 89 | CATCAGGAYTCOTMGGACCCCTHCT m 138 | AAAATTGAGAGAAGTCCAGCACGAG m 3 101

5 8 | CATCAGGAYTCCTMOGACCCCTHGT m 144 | GAAAATTGACAGAAGTCCACCACGA m 3 o2

L] 1148 | TYTACGTCCCOGTCROCGOTGAATCO 1427 1224 | COGOGTAAAGAGAGGTGCGMCCCGT 1538 3 m

7 1731 | TYGGAGTGTGGATTCGCACTCOWCC Fral] 17190 TCTTCTT GG 2088 3 e

] 1731 | TYGGAGTGTGGATTCGCACTCOWCC 274 1785 | GTYTOCOAGGCGAGGOAGTTCTTCT 87 3 24

] 1818 | CCTMGAAGAAGAACTCCCTCGCCTC 275 1875 | CCACCTTRTGWGTCCAAGGRATACT e 4 m
10 811 | TTYTCGCCAACTTAYAAGRCCTTTC 1009 874 | CCAGTGGGGGTTGORTCAGCARAGA 1200 ] 101
" 1173 | OTCRGOGOTGAATCCHGOGGACGAC 1437 1224 | CCGLOTAAAGAGAGGTGCGMECCAT 1538 4 101
12 215 | TGTOYTGGCOWAAATTYGCAGTCGC il 288 | AGQAAKATOATAAAACGCCGCAGAC 400 L] 1o
11 185 | GTCT GTGGACTTOTCT 49 218 | TOG TTGGTRAGT! 350 4 10
1L} 1807 | AOAAGAACTCCCTCOCCTCGCARAC o 1891 | ARTTTCCCACCTTRTGWGTCCAAGG 2482 4 1o
15 172 | GACTCGTGOTGGACTTOTCTCAATT 8B4 241 | ACAARTTOOAGGACARSAGRTTGGT 58 4 1
18 184 | CTAGACTCGTGGTGGACTTCTCTCA 251 232 | AGGACAARTTGGAGGACARSAGHRTT a5 4 108
17 457 | CTCAAGGMAMCTCTATGTWTCCCTC 40 £22 | ACGORCTOAGGCCCACTCCCATAGG 858 4 18
18 1772 | CACMAAATGCCCCTATCYTATCMAC o 1841 | ATCTTCTGCOACGCGGMOATTOAGA, 77 4 "
18 1711 | TSTCYTTYGGAGTGTGGATTOGCAC 2288 1790 | GGOGAGGGAGTTOTTCTTCKAGGGG 2388 4 22
0 408 | AAGGTATGTTGCCOGTKTGTCCTCT 458 473 | TGGGAATACARGTGCARTTTCCATC 603 4 144
n 68 | AYYRCATCAGOAYTCCTMGGACCCC a7 157 | TTOAGAGAAGTCCACCACGAGTCTA 268 5 i
22 380 | TGOAYTAYCAAGGTATGTTGOOCGT 450 444 | GGGAWACATAGAGKTHCOTTGAGCA 554 5 04
2 1508 | TKTTGAAGCCTCCAAGCTATGCSTT 1866 1860 | ARAARTCAGAAGGCAAAAAHGAGAG 1w L] 108
4 80 | AYYRCATCAGGAYTCCTMGGACCCG 187 144 | GAAMATTGAGAGAAGTCCACCACGA m 5 106
5 385 | TTGGTTCTTCTGGAYTAYCAAGGTA 440 444 | GGOAWACATAGAGKTKCCTTGAGCA 554 5 114
28 1000 | TGCCGATCCATACTGCGGAACTSOT 1262 1087 | CAGCACADCCKAGCAGCCATGGRAA 1388 5 126
b 1772 | CACMAAATGCCOCTATOYTATCMAG 210 1850 | GAGATKSAGATCTTOUTGCGACGCGG 2438 5 27
8 24 | AYYTYCCTOGCTGGTGGCTCCAGTTGC 54 #5 | TGTGAGGATTYTTGTCAACARAGAAA 230 5 178
28 1348 | CT TYRCAT CC 1588 1381 | ACCAATTTATGCCTACAGCCTCCTA 1785 5 187
30 1330 | GCTTCACCTCTGCACGTYRCATGGA 1581 1388 | GCTGGTGMRCASACCAATTTATGCC 1807 ] e
n 1784 | CAGGDCCCCTMOAAGAAGAACTCCC 2308 1877 | RTGWGTCCAAGORATACTAACATTG 2480 [ 1 101
n 207 | BGTATCYTGGOOWAAATTYGOAGTC w7 293 | GAAKATOATAAAACGCCGOAGACAC 98 L] 101
n 1773 | YAGACGCACMAAATGCCCOTATCYTA 2305 1814 | GAGAYCTKCGTYTGCGAGGCGAGGG 2408 L] 1o
M 881 | GGGCTTTCCCCCACTATYTGGCTTT no 711 | GAYAAMARAAAATTOGTAAYAGMGE ni L] 103
k] 1774 | CCCCTATCYTATCMACRMTTCCOKGA ms 1841 | ATCTTCTGCOACGCGOMGATTGAGA u7 L] 109
* €81 | GOGCTTTCCCCCACTGTYTGGCTTT 710 723 | CCCAVAGAYAAMARAAAATTOGTAA L] (] 108
n a7 | TOATCTTCTTRTTGGTTCTTCTGGA LFi] 432 | TKOCTTGAGCARGARTBGTGCAGGT £40 L] m
38 24 | AYYTYCCTGCTGGTGGOTCCAGTTC (2] 82 | AGMAGOGOTCCKAGGARTCCTOATG 187 L] 139
n 24 | AYYTYCCTGCTGGTGGCTCCAGTTC L] 73 CoTGA (L] L] 135
40 407 | GCCCOTKTOTCCTCTVMTTCCAGGA 469 477 | GGATGOGAATACARGTGCARTTTCC 606 ] 137
“ 407 | GCCCGTKTGTCOTCTVMTTCCAGGA 469 483 | ATGUGATGGGAATACARGTGCARTT L) L] 140
47 466 | GCTCAAGGMAMCTCTATGTWTCOGT 539 614 | TCOCATAGOWATYTTSCSAAAGCCO 640 7 L]




43 1038 | GOYTOGYTTYGCTCGCAGCMOGTCTG 12 toar | T A TG 1382 7 101
a“ 18 | MCCRBGTGTCYTOGCOWAAATTYGO 83 264 | ATGATAAAACGCCGCAGACACATCC I 7 m
45 158 | COTCACAATWCCAMAGAGTCTAGAD m 29 | GTRAGTGAYTGOAGRTTRGGGACTG ™ 1 m
L] 160 | ATGCT QTCTAG f] 205 | TRAGTGAYTGOAGRTTRGGOACTGC a2 ? 102
47 B80S | ARGCTTTYRYYTTYTCGOCAACTTA 1088 B892 | GGGTTGCRTCAGCAAACACTTGGOA e 7 108
48 1472 | CCTCTGCOTAATCATCTYWTGTWCA 53 1541 | YAGWMGCTCCAAATTCTTTATAMGE 1838 7 108
48 408 | AAGGTATGTTGCCCOTRTOTCCTCT 456 455 | WACARCARCADOAGGOAWACATAGA 587 7 08
50 B0S | ARGCTTTYRYYTTYTCGCCAACTTA 1088 Ba4 TGC ACACTT 1"er 7 o8
1] 471 | GMAMCTOTATGTWTCCOTOMTGYTG 548 522 | ACGGRCTGAGGCOCAGTOCCATAGG 58 7 na
52 117 | CRGCGCTGAATCCHGCGOACGACCS 1438 1254 | GOMACASRCOGOGOAGWCCGOOTAAA 1554 7 15
2 1774 | CCCOTATCYTATCMACRMTTOCKGA nn 1850 | GAGATKSAGATOTTCTGOGACGCGG 2436 7 na
54 1668 | GRCAAYTATTRTGGTTTCAYATWTC e 1757 | ATARGATAGGOGCATTTRGTQUTCT 2 7 120
55 T | TCOCTTTWTRCCKGTRTTACCAATT e T8 | GAAAGGYCTTRTAAGTTGGOGARAA ms 1 ki
56 1913 | GGADWCAYAAGGTGGOAAAYTTTAC M 1987 | AWGGTGACCCROAAAATGADGCGCT 2824 7 354
57 808 | YRYYTTYTCGCCAACTTAYAAGRCC 1085 m TGCRT AACACTTO 1188 [ ] o
58 335 | TGGTTOTTCTGAAYTAYCAAGGTAT 4 438 | GKTRCCTTOAGCARGARTHGTGCAG 547 u o
58 1745 | ACTC AYA A o 1802 TCTTCTTCKAD 202 8 102
60 1782 | RMTTCCKOARAMTROTOTTGTTAGA 235 1850 | GAGATKSAGATCTTCTGCGACGCGO 2438 [} 102
L1} 856 | TCOCOCACTGTYTGGCTTTYAGYTA 8 723 | COCAVAGAYAAMARAAAATTGOTAA L1 ] [ ] 102
&2 353 | ATCCTGCTGCTATGCCTCATCTTICT LAk 422 | TYY CCE0 TRGT 518 L] 03
L=] 1529 | GCCTCCAAGCTGTGOCTTOGGTGGT 1873 1573 | W T AGGOARA 1818 B 106
B4 218 | MCCRBGTGTCYTGGOCWAAATTYGO o] 285 | GOAAKATGATAAAAL 308 B 108
85 1518 | TCAAGCCTCCAAGCTGTOCOTTGAOG 1868 1573 | NOAMGORRARAARTCAGAAGGCAAA 1878 L] 1o
L] 1043 | GYTTYGCTCGCAGCMGGTOTGGRGO 1295 1082 | CCKOGHAKOATOCAGTTGOCAGUAC 1407 ] nz
67 1677 | TATTRTGGTTTCAYATWTCHTGYCT 2208 1757 | ATARGATAGGOGCATTTKOTOATCT brred L] 1
63 1000 | TOCCOGATCCATACTGOGGAACTSCT 1202 1063 | CACADCCKAGCAGCCATGGRAANGA 1388 L] 123
L] 385 | TTGGTTCTTCTGGAYTAYCAAGGTA 440 455 | WAL ATAGA 58 ] 127
10 440 | RAACK TCYTGC AGO 522 537 | ORCTGAGGCCCACTCCCATAGGWAT 653 ] m
n 1355 | HVTTRYATAAKAGGACTMTTGGACT 1851 1381 | ACCAATTTATGOOTACAGCCTOCTA 15 L} 144
T2 1355 | HVTTRYATAAKAGGAOTMTTGGACT 1851 1470 | GATGATTAGGOAGAGOTGAAAAAGT 1840 ] 189
73 1345 | CTCTGCACGTYRCATGGARACCVGE 1588 1386 | GCTGOTGMRCASACCAATTTATGCC 1aa7 ] 208
T 2014 | YTGOGAACAMGAKCTACAKCATGGG 837 CoYT TCCMOCCCA 3osz L] 55
75 2006 | GGTCACCWTATWOYTGGUAACAMGA 2824 W53 | COVTGWGMC JCOA 3092 [} 68
7 1985 {TCATTT TA 809 CCYTGWGMCTGAQGGCTCCMCCOCA 082 § W
7 433 | CAGYACSGOACMMTGCMRRACCTOC 505 477 | GOATOGOAATACARGTGCARTTTCO 608 L] m
8 628 | TGTTCAGTGGTKCGYMGGGCTTTCC 4 0 | AAYAGMGGYAWAAAGOOAYTCAMGA ThE ] 12
ki ] 437 | GYACSGOACMMTGCMRRACCTGCAC 507 481 | ATOGGATUGUAATACARGTGCARTT 008 § 102
B0 1201 | ACGACCCBTCYCGNGGYCGYTTOGE 1457 1751 | CAGATGAGAAGGMACASRCGGGGAG 1584 L] 107
L1 1001 | CWC TCOATAGTGE ACT 12%9 1067 | CKAGCAGOCA G ATA 131 L] 120
L+ 1668 | GRCAAYTATTRTGGTTTCAYATWTC 2o 1755 | GOAAKYOTKGATARGATAGOGGCAT 2332 1 ] 130
[~} 133 | TGCACTTCGCTTCACCTCTGCACGT 1583 1363 | TOHKYAAAHAMACAGTCYTTGAWGT 178 L 143
B4 1641 | TRATGAMYYTRGCYWCCTGGGTGGG 2103 1888 | GAGTGCGAA ARGA 2288 ] 183
L] 1572 | TRCTCTCOTTTTTGCCTTCTGAYTT 1953 1862 | AWATRTGAAACCAYAATARTTGYCT v L] FL
L] 732 | CCAATTTTYTKTTRTCTEBTGOGYAT L) THE | CAAAGGYCTTRTAAGTTGGOGARAA s ] 309
w7 417 | GTTGCCCGTKTGTOCTOTVMTTCCA 465 455 | WACARC ATAGA 587 n 101
L] 1828 | CGCOTOGL TCAATC 204 1805 | TAVAGHCCVGTAAARTTTGCCACCT 485 1 m




8 440 | RRACCTGCACVAYTCYTGCTCAAGG 522 518 | CCCATAGGWATYTTSCSAAAGCCCA 638 ] "7
80 427 | TTCCAGGAWCNWCRACMAGCAGYAC L] 471 | GOATGGGAATACARGTGCARTTTOC 608 10 130
a T84 | AATGTGGWTAYCCHGCHYTMATGOD 1037 28 | CGTTGOCKRGCAACGOGGTAAARGGT 1158 10 121
a2 1367 | ACTGTKTDTTTRMDOAVTOGGARGA 1me 1420 | GATGATTAGGCAGAGOTOAAAAAGT 1840 10 121
9 427 | TTCG MACCAGYAC 486 48] | ATGGGATGGGAATACARGTGCARTT 608 [} 121
94 1677 | TATTRTGGTTTCAYATWTCHTGYCT 2208 1755 | GGAAKYGTKGATARGATAGGGGCAT 2382 ] 124
[ L] 1355 | HVTTRYATAAKAGGACTMTTGGACT 1851 1418 | GTOGAAAAAGTKRCATOCGTGCTOGGTG 1825 o T4
9% 1641 | TRATGAMYYTRGCYWCCTGOGTOGO o 1701 | CDGGWGGAGTGCGAATCCACACTCG e 1] V88
§7 1585 | TTTTGOCTTOTGAYTTYTYYOCKTG 1982 1667 | AWATRTGAAACCAYAATARTTGYOT 2217 0 285
] 1551 | TTGAYCOKTATAAAGAATTTGGAGEC 187 1652 | TTARRCCCATRTKARYRTTRACATA 2187 10 270
] 4 | YTOGGAACAMOGAKCTACAKCATGGN 2837 2077 | ACYKVCOGATTGGTRGARGCAGGAGG N4s 10 308
100 720 | TOCOTTTWTRCCKCTRTTACCAATT 87 800 | AAGTTGGOGARAARRYRAAAGCYTG 1103 10 8
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TGTGCACTTCGCTTCACCTCTGCACGTTGCATGGAGACCACCGTGAACGCCCATCAGATCCTGCCCAAGGTCTTACATAAGAG
A GACTCTTGGACTCCCAGCAATGTCAACGACCGACCTTGAGGCCTACTTCAAAGACTGTGTGTTTAAGGACTGGGAGGAGCTGG
GGOAGGAGATTAGGTTAAAGGTCTTTGTATTAGGAGGCTGTAGGCATAAATTGGTCT
TGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCACCGTGAACGCCCACGGGAGCTTGCCCAAGGTCTTGCATAAGAG
B GACTCTTGGACTTTCAGCAATGTCAACGACCGACCTTGAGGCATACTTCAAAGACTGTGTGTTTACTGAATGGGAGGAGTTGGE
GGAGGAGGTTAGGTTAATGATCTTTGTACTAGGAGGCTGTAGGCATAAATTGGTGT
TGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCACCGTGAACGCCCACCTGGTATTGCCCAAGGTATTGCATAAGAG
c GACTCTTGGACTCTCGGCAATGTCAACGACCGACCTTGAGGCATACTTCAAAGACTGTGTGTTTAAAGACTGGGAGGAGCTGAG
GGAGGAGATTAGGCTAAAGGTCTTTGTACTAGGAGGCTGTAGGCATAAATTGGTCT
TGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCACCGTGAACGCCCACCAATTCTTGCCCAAGGTCTTGCATAAGAG
D GACTCTTGGACTCTCTGTAATGTCAACGACCGACCTTGAGGCATACTTCAAAGACTGTTTGTTTAAGGACTGGGAGGAGTTGGG
GOAGGAGATTAGATTAAAGGTCTTTGTGTTAGGAGGCTGTAGGCATAAATTGGTCT
TGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCACCGTGAACGCCCACCAGATCTTGCCCAAGGTCTTACATAAGAG
E GACTCTTGGACTCTCTGCAATGTCAACGACCGACCTTGAGGCATACTTCAAAGACTGTTTGTTTAAAGACTGGGAGGAGTTGGG
GOAGCAGACTAGATTAATGATCTTTGTACTAGGAGGCTGTAGGCATAAATTGGTCT
TGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCACCGTGAACGCCCCCTGGAGTTTGCCAACAGTCTTACATAATAGG
F ACTATTGGACTTTCAGGACGGTCAATGACCCGGTCAATGACCTGGATCGAAGAATACATCAAAGACTGTGTATTTAAAGACTGG
GAGGAGTTOGGOGAGOAGATTAGGTTAATGATCTTTGTACTAGGAGGCTGTAGGCATAAATTGGTCT
TGTGCACTTCGCTTCACCTCTGCACGTTACATGOAAACCGCCATGAACACCTCTCATCATCTGCCAAGGCAGTTATATAAGAGG
G ACTCTTGGACTGTTTGTTATGTCAACAACCGGGGTGGAGAAATACTTCAAGGACTGTGTTTTTGCTGAGTGGGAAGAATTAGGC
AATGAGTCCAGGTTAATGACCTTTGTATTAGGAGGCTGTAGGCATAAATTGGTCT
TAGTGCACTTCGCTTCACCTCTGCACGTCGCATGGAGACCCCCGTGAACGCCCCTTGGAACTTGCCAACAACCTTACATAAGAG
H GACTCTTGGACTCTTATGTAACCGGTCAACGACCTGGATTGAGGAATACATCAAAGACTGTGTATTTAAGGACTGGGAGGAGTC
GG( AGGAGTTGAGGTTAATGGTTTATGTATTAGGAGGCTGTAGGCATAAATTGGTCT
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#10 HBVH /L7 ALRERAA) Iv—
Ganotype | PrimerName HEREN Langth
HBY A1l TGTGCACTTCGCTTCACCTCTGCACGTTGCATGGAGA a7
HBY A12 TCTGATGGGCGTTCACGGTGGTCTCCATGCAACGTGCAGA 40
HBV A3 CCGTGAACGCCCATCAGATCOTGCCCAAGGTCTTACATAAG 41
HEBV Al 4 CTGGGAGTCCAAGAGTCCTCTTATGTAAGACCTTGGGCAGGA 42
HBV_ ALS AGGACTCTTGGACTCCCAGCAATGTCAACGACCGACCTTG 40
& HBV_ ALS ACACAGTCTTTGAAGTAGGCCTCAAGGTCGGTCGTTGACATTG 43
HBV_ALT AGGCCTACTTCAAAGACTGTGTGTTTAAGGACTGGGAGGAGCT 43
HBV_A1 8 CCTTTAACCTAATCTCCTCCCCCAGCTCCTCCCAGTCCTTAAAC 4
HBY_ A1 S GOGGGAGOAGATTAGGTTAAAGOTCTTTGTATTAGGAGGCTGTAGGC 47
HBV_A1_10 AGACCAATTTATGCCTACAGCCTCCTAATACAAAGA 36
HBV B1_1 TGTGCACTTCGCTTCACCTCT 21
HBV B1.2 GOGTGGTCTCCATGCGACGTGCAGAGGTGAAGCGAAGTGOA 40
HBV B1.3 CGTCGCATGGAGACCACCGTGAACGCCCACGGGAGCTTGC 40
HBY B1.4 AGAGTCCTCTTATGCAAGACCTTGGGCAAGCTCCOGTGGG 40
d HBY B1 5 CAAGGTOTTGCATAAGAGGACTCTTGGACTTTCAGCAATGTCAACG 48
HBY B1 & GAAGTATGCCTCAAGGTCGGTCGTTGACATTGCTGAAAGTCCA 43
HBY_ BI1.7 ACCGACCTTGAGGCATACTTCAAAGACTGTGTGTTTACTGAATGGG 48
HBY B1 8 CCTCCTCCOCCAACTCCTCCCATTCAGTAAACACACAGTCTTT 43
HBV. B1.9 AGGAGTTOGGGGAGGAGGTTAGGTTAATGATCTTTGTACTAGGAGGC 47
HBV B1_10 ACACCAATTTATGCCTACAGCCTCCTAGTACAAAGATCATTAACCTAA 48
HBY.C1.1 TGTGCACTTCGCTTCACCTCTGE 23
HBY. C1.2 ACGGTGGTCTCCATGCGACGTGCAGAGGTGAAGCGAAGTG 40
HBVY C13 CGCATGGAGACCACCGTGAACGCCCACCTGGTATTGCCCA 40
HBY.C1 4 CCAAGAGTCCTCTTATGCAATACCTTGGGCAATACCAGGTGOG 43
HBV.C15 AGGTATTGCATAAGAGGACTCTTGGACTCTCGGCAATGTCAACGA 45
€ HBV.C1 8 TGAAGTATGCCTCAAGGTCGGTCGTTGACATTGCCGAGAGT 41
HBV C1.7 CCGACCTTGAGGCATACTTCAAAGACTGTGTGTTTAAAGACTOGGA 46
HBV.C1 & TCTCCTCCCCCAGCTCCTCCCAGTCTTTAAACACACAGTCTT 42
HBV.C18 GOAGCTGGGGGAGGAGATTAGGCTAAAGGTCTTTGTACTAGCAG 44
HBV_C1.10 AGACCAATTTATGOCTACAGCCTCCTAGTACAAAGACCTTTAGCCTAA 485
HBV D13 COGTCGCATGGAGACCACCGTGAACGCOCACCAATTCTTGE 40
HBV D1 4 AGTCCTCTTATGCAAGACCTTGGGCAAGAATTGGTGGGCGTT 42
HBV D15 CCAAGGTCTTGCATAAGAGGACTCTTGGACTCTCTGTAATGTCAACGA 48
HBV.D1 6 TGAAGTATGCCTCAAGGTCGGTCGTTGACATTACAGAGAGTCCAAG 48
? HBV_ D17 CCGACCTTGAGGCATACTTCAAAGACTGTTTGTTTAAGGACTGGGA 46
HBY D1 8 CTAATCTCCTCCCCCAACTCCTCCCAGTCCTTAAACAAACAGTCTT 48
HBV_ D19 GOAGTTGGGGGAGGAGATTAGATTAAAGGTCTTTGTGTTAGGAGGC 46
HBV_ D1 10 AGACCAATTTATGCCTACAGCCTCCTAACACAAAGACCTTTAAT 44
E HBV E1_1 TGTGCACTTCGCTTCACCT 19
HBV_E1.2 TGGTCTCCATGCGACGTGCAGAGGTGAAGCGAAGTGCACA 40
HBV E1.3 ACGTCGCATGGAGACCACCGTGAACGCCCACCAGATCTTG 40
HBV E! 4 GAGTCCTCTTATGTAAGACCTTGGGCAAGATCTGGTGGGCGTTC 'y
HBV E1 5 CCCAAGGTCTTACATAAGAGGACTCTTGGACTCTCTGCAATGTCAAC 47
HBV E1 8 AAGTATGCCTCAAGGTCGGTCGTTGACATTGCAGAGAGTCCAA 43
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HBV.EL7 GACCGACCTTGAGGCATACTTCAAAGACTGTTTGTTTAAAGACTGGGA ']
HBV E1 8 GTCTCCTCCCCCAACTCCTCCCAGTCTTTAAACAAACAGTCTTTG 45
HBV.ELS GOAGTTGGGGGAGGAGACTAGATTAATGATCTTTGTACTAGGAGGCT 47
HBV_E1.10 AGACCAATTTATGCCTACAGCCTCCTAGTACAAAGATCATTAATCTA 47
HBV.F1.1 TGTGCACTTCGCTTCACCTCTGCACGTC 28
HBV.F1.2 GCGTTCACGGTGGTCTCCATGCGACGTGCAGAGGTGAAGE 40
HBV F1.3 GGAGACCACCGTGAACGCCCCCTGGAGTTTGCCAACAGTC 40
HBV F1.4 TCCTGAAAGTCCAATAGTCCTATTATGTAAGACTGTTGGCAAACTCCAGG 50
HBV F1.5 TTACATAATAGGACTATTGGACTTTCAGGACGGTCAATGACCCGGTCA 48
£ HBV.F1.8 TGATGTATTCTTCGATCCAGGTCATTGACCGGGTCATTGACCG 43
HBV.F1.7 ATGACCTGGATCGAAGAATACATCAAAGACTGTGTATTTAAAGACTGGGAGG 52
HBV.F1.8 ACCTAATCTCCTCCCCCAACTCCTCCCAGTCTTTAAATACACAGTCTT 48
HBV.F1.9 AGTTGGGGGAGGAGATTAGGTTAATGATCTTTGTACTAGGAGGCTGTAG 48
HBV F1.10 AGACCAATTTATGCCTACAGCCTCCTAGTACAAAGATCATTA 42
HBV.G1.2 CGGTTTCCATGTAACGTGCAGAGGTGAAGCGAAGTGCACA 40
HBV.G1.3 CTGCACGTTACATGGAAACCGCCATGAACACCTCTCATCATCTG 4
HBV. G1.4 AAGAGTCCTCTTATATAACTGCCTTGGCAGATGATGAGAGGTGTTCATGG 50
HBY.G1.5 CCAAGGCAGTTATATAAGAGGACTCTTGGACTGTTTGTTATGTCAACAACCG 52
G HBV.G1.6 AGTCCTTGAAGTATTTCTCCACCCCGGTTGTTGACATAACAAACAGTCC 48
HBV.G1.7 GGGTGGAGAAATACTTCAAGGACTGTGTTTTTGCTGAG TGGGAAGAATT 4
HBV.G1.8 TCATTAACCTGGACTCATTGCCTAATTCTTCCCACTCAGCAAARACAG 48
HBV G1.§ AGGCAATGAGTCCAGGTTAATGACCTTTGTATTAGGAGGCTGTAGGE 47
HBV.G1.10 AGACCAATTTATGCCTACAGCCTCCTAATACAAAGG 36
HBV HI.2 GOBTCTCCATGCGACGTGCAGAGGTGAAGCGAAGTGCACA 40
HBV_H1.3 ACGTCGCATGGAGACCCCCGTGAACGCCCCTTGGAACTTG 40
HBV H1 4 GAGTCCTCTTATGTAAGGTTGTTGGCAAGTTCCAAGGGGCGTTC Ee)
HBV HI 5 GCAACAACCTTACATAAGAGGACTCTTGGACTCTTATGTAACCGGTCAAC 50
H HBY H1 8 CTTTGATGTATTCCTCAATCCAGGTCGTTGACCGGTTACATAAGAGTCCAA 51
HBV_H1_7 GACCTGGATTGAGGAATACATCAAAGACTGTGTATTTAAGGACTGGGAGG 50
HBV H1 8 TCAACTCCTCCCCCGACTCCTCOCAGTCOTTAAATACACAGT 42
HBV_H1 9 AGTCGGGGGAGGAGTTGAGGTTAATGGTTTATGTATTAGGAGGCTG 46
HBV H1_10 AGACCAATTTATGCCTACAGCCTCCTAATACATAAACCATTAACC 45

# 11 HIV-1 Genotype LB T 51 v —RE MRS/ LEHEES

Accession | Genotype | Definition Length
ELBB1977 A HIV-1 isolate 60000 from Italy complete gename 9781
AY835761 B HIV-1 Isclate 5048-81 clene pbf16 from USA complete genome 9824
AF321523 c HIV-1 clone MJ4 from Botswana complets ganome 9913
AF133821 D HIV-1 isolate MB2059 from Kenya complete genome 10035
AY 173957 F HIV-1 isolate BZ126 from Brazil complete genome 9030
AF084936 G HIV-1 subtype G from Democratic Republic of the Congo complete genome 8707
HIV-1 isolate VI88! from Belgium Gag polyprotein (gag) Pol polyprotein (pol) Vif (vif)
AF190127 H Vpr (vpr) truncated Tat (tat) Rev (rev) tr ted Vpu (vpu) lope glycoprotein 9056
precursor (env) and Nef (nef) genes complete cds
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# 12 HIV-1 Genotype 3t 751 ¥ — (4L 228 F DA FER)

Prime B | Prime By | 751
bl BRI 1 2 T bl B I e iy Lr b
ad) ard) ra) ersa) | oy MR’

1 1834 | OTOTGGAAAGGTGAAGGGS 2381 | 1887 | ACCTGCCATCTGTTTTCCATA 243 = ] 108

§ | 1634 | CTCTOGAAAGGTGAAGGGG 2381 | 1682 | AXCACCTGCCATOTGTTTTC s 1 1"

8| 183 | CTCTGGAAAGGTGAAGGGO 2381 | 1702 | CATCOTGTCTAGYTGCCACAC un ' 137
20 | 1003 | GGAAAGGACCAGUMAARGT 2333 | 1867 | ACCTGCCATCTGTTTTCCATA u3 2 128
Fy 31 | ACTAGE T GGAG 8 3% | ARCTCYCTGCTTGCCCATAC 154 2 148
30 18 | AGGACTCOGCTTGCTGA 4 38 | ARCTCYCTGOTTGCOCATAC 154 2 123625
32 | 1887 | GGCAGGAAGAAGCGGA 1884 | 2007 | COAGCTRTCTTCTGCTCTTTOYCT %18 2 257128
41 1803 | GGAAAGGACCAGOMAARCT n» 1682 | AKCACCTGCOATCTGTTTIC us a 133
51 1579 | GRTACAGTGCASGGGAAAGAATA 2250 | 1804 | TTHGCTGGTCCTTTCCAMA 1338 3 il
54 523 | ACYCTTTGGCARCGACC 0na 576 | CCTCCAATTOCYCCTATCATTT "ws t] 147875
-1 31 | ACTAGCGGAGGCTAGAAGGAGA L1 4 | YARCTCYCTGCTTGOCCA 5 3 148
88 | 1571 | ARATGGCAGTATTCATYCACAATT 2200 | 1804 | TTRGCTGGTCOTTTCCAAA 238 3 188
75 | 1587 | MAACTARAGAAYTACAAAAACAAAT 2080 | 1867 | ACCTGCCATCTGTTTTCCATA 36 3 m
79 | 1028 | CRRCAYAGCAGAATAGGOATT 2818 | 1877 | COGCTTCTTCOTGCOAT 2881 3 202
a3 507 | RCYAGRGCCAACAGCCC b 540 | CTAATACTGTATCATCTGCTCCTGT e 3 203875
L3 18 | AGGACTCGGCTTGCTGA 4 44 | YARCTOYCTGCTTGOCCA 158 1 226825
100 1721 | TGTGOCARGTAGACAGGATGA 1776 | CTCCATTCKATGOABACYCC b3/ 3 241
102 568 | CAGOAGCAGATGATACAGTATTAGA (1] €37 | TTACYGGYACAGTKTCAATAGGACT 1001 3 43
104 1887 | GGCAGGAAGAAGCGGA 2084 | 2000 | CACTRTCTTCTGOTUTTTCYOTWAT 211 3 254125
" 482 | RGGGYTGTTOGOARATQTOG 4 540 | CTAATACTGTATCATCTGCTCCTGT e ] 326375
125 530 | YTCCOTCARATCACYOTTTGG L1k 552 | TCYTCTAATACTGTATCATCTGOTC " 4 101875
139 | 1507 | COCTACAAYCCCCAAAGYCA 2120 | 1548 | ATACTGCCATYTGKACTGCTATC 2183 4 1"e
148 B08 | CCACARGOATGGAAAGGATC 1238 836 | CTACATAYAARTCATCCATRTATTG nun 4 17125
181 1547 | CORGGRRGYCAGCCT 2847 | 1977 | CCOCTTCTTCOTGOCAT 88 4 125825
188 | 1949 | ATCORGGRRGYCAGCC 2846 | 1977 | CCGCTTCTTCCTGCCAT 2881 4 126.625
195 | 1463 | GCAGGMAGRTGGCCAGT 2051 | 1504 | CRCTTTGGGGRTTOTAGGO e 4 125
213 | 1217 | CAGACTCACARTATGCAWTAGGAAT 1744 | 1265 | TTGTTCATTYCCTCCAATYCO 1797 4 141
235 | 2288 | ATAGTGCAACAGCARARCAATYTG 397 | 23%0 | TTCCAGAGCARCCCCAA s 4 160
238 | 1098 | ACTAATGATGTAARRCARTTAACAG 1546 | 1103 | AAACTCCCAYTCAGGAATCCA L 4 180
243 | 21 | ATTGTOTGGMATAGTGOAACAGO 377 | 2380 | TTCOAGAGCARCCCCAA £l 4 m
248 | 1507 | COTACAAYCCCOAAAGYCA 2120 | 1574 | CTTTCCCSTGCACTGTAYCS na 4 1
248 | 1384 | GGACAAGTAGAYTOTAGYCCAGG 1950 | 1473 | CTGGCCAYCTKCOTGCTA 062 4 178
258 507 | RCYAGRGCCAACAGCCC %0 548 | CTGTATCATCTGOTCCTGTRTCTAA L] 4 197.87%
284 508 | SAGROYAURGCCAACAGC m 340 | CTAATACTGTATCATCTGCTCCTGT w32 4 205875
204 | 1548 | GCTOARCAYCTTARGACAGCAGT 2188 | 1804 | TTKGCTGGTCCTTTCCAAA 21 ] 214
W 500 | GATAGGRAGGAATTGGAGGYTT 2 656 | CCATCCATBCCTOGOTT 1028 4 216
04 | 2008 | GAA 4 GoMAL 2930 | 2067 | ACARGCATGTGTRGCCCA 2090 4 2385
327 507 | RCYAGRGCCAACAGCCC T80 578 | CCTCCAATTCCYCCTATCATTT {11 4 281875
330 | 1133 | GATTCCTOARTGGGAGTTTGT 1833 | 1183 | TGAGTCTGTYACTATRTTYACTTCT m 4 283
1 182 | RGGGYTGTTGGARATGTGG m 548 | CTGTATCATCTGOTCCTGTRTCTAA i 4 320375
361 1987 | GGOAGGAAGAAGCGGA L 2044 | YTGOWTOTYYCOACACAGO 2082 4 403825
3 31 | ACTAGCGOAGGCTAGAAGGAGA 9 98 | YTORTGTACCATTTGYCCYTG m 4 4535
386 | 2304 | ACRGTCTGGGGYATYAARCA 3428 | 2350 | TTCCAGAGCARCCCCAA 8 5 1
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369 1133 | GATTCCTGARTGGGAGTTTGT 1833 1148 | CTGCYOCATOTAGATAGWARGTYTC 1653 § 102
m 1507 | CCTACAAYCCOCAAAGYCA naw 153 | ACTGCTGTOYTAAGRTGYTCAGT 2158 5 o2
m 188 | GGRGOOACYCCACAAGA 348 224 | ATTCWGCAGCYTCMTCATTOA I 5 108
376 | 2311 | MRCTCAGROGTCTGGGGYAT 3435 | 2350 | TTCCAGAGCARCCCCAA 3484 5 107
83 107 | CARGGROAAATGGTACAYCA 248 158 | ATAATGCTOWRAACATOGGTATTAC ] 5 08
380 | 1133 | GATTCCTGARTGGGAGTTTGT 1833 | 1152 | CTRYTWGCTGCYCCATCTACATAG 1836 5 110
306 1571 | ARATGGCAGTATTCATYCACAATT 200 1507 | TTGTTTTTGTARTTCTYTAGTTRGT 2275 5 m
459 107 | CARGGRCAAATGOTACAYCA 249 182 | GOOYCCYTOTGATAATACTG iz 5 124
4% 172 | ATACCOATGTTYWCAGCATTATCAG a8 224 | ATTCWOCAGCYTCMTCATTGA k) 5 125
a8 | 1217 | CAGACTCACARTATGCAWTAGGAAT 1744 | 1251 | YTTRTGYGOTGGTACCCATG 178 5 1
491 507 | RCYAGRGCCAACAGCCO T80 511 | CCAAAGRGTOATYTGAGOOA B0 5 127
520 | 1228 | GCAWTAGGAATYATTCARGCACA 1755 | 1265 | TTGTTCATTYCCTCCAATYCS 1197 ] 135
538 107 | CARGGRCAAATGOTACAYCA ke 181 | TOTTGTGGRGTGGOYCO 338 5 138
598 1578 | GRTACAGTGCASGGGAAAGAATA 1258 1622 | COTTCACCTTTCCAGAGDAGYTT 2360 L] 158
610 1489 | HGCMTGTTGGTGGGE 094 1548 | ATACTGCCATYTGKACTGCTGTC 183 § 161
L+ 18 | AGGAGTCGGCTTGOTOA 4 34 | CKYAACCKRATTTTYTOCCA 133 § 166,625
838 588 | CAGOGAGCAGATGATACAGTATTAGA 888 821 | ATTATRTT TCCTA 963 5 168
639 2253 | GCAGGAAGYACKATGGGD 3346 | 2305 | AGOACTCTTGYCYGOAGYTG 420 ] 170
645 848 | AATAYATGOATGAYTTRTATGTAGG 1288 927 | ACTGTCOATYTRTCAGGATGGAG a2 5 m
40 1056 | ACTAATGATGTAARRCARTTAACAG 1548 1ME | GGGGTRATTRACAAACTCCCA 1814 | 172
658 | 2253 | GOAGGAAGYACKATGGGC 3346 | 2325 | TATCTTTCYASAGCYAGGACTCTTG 3450 5 180
887 500 | GATAGGROGAATTGGAGGYTT L] 837 | TTACYGGYACAGTETCAATAGGACT 1001 5 188
B6E 1688 | GGRGCOAQYCUACARGA 3ag 288 | AGTAGYTCCWGCTATRTCACTTCCC 451 L] 188
683 506 | SAGROYAGRGCCAAGAGC kil ] 548 | CTOTATCATCTGCTCCTGTRTCTAA Bl 5 199875
684 25 | RCWCRGCAAGAGGCOAD 58 I | ARCTCYCTGCTTGCCCATAC 154 § 201.625
687 421 | ATGACAGCATGYCARGGAGT 855 462 | CCAACARCOCYTTTTYOTAGG 00 8 202875
80 1038 | AAAATCTRAARACAGORAARTATOC 1528 11083 | AAACTCOCAYTCAGGAATCCA 1802 ] 04
693 1571 | ARATGGCAGTATTCATYCACAATT 2200 1622 | COTTCACCTTTCCAGAGDAGYTT 2360 3 205
L] 1278 | TTGGAGGRAATGAACAAGTROGATAA 1815 1364 | CATGCAWRGCTTCYOCTTTT 1,7 5 208
m 1463 | GCAGOGMAGRTGGCCAGT 205 1530 | ACTGOTGTCYTAAGRTGYTCAGC 2158 5 218
™ 1582 | ATAKCAWCAGAYATACMAACTARAG 2282 1887 | ACCTGCCATCTGTTTTCCATA 2438 5 mn
730 1488 | HGOMTGTTGGTGGGC 2084 15374 | CTTTCCCSTGCACTGTAYCC 2243 s Fal ]
T42 1507 | COCTACAAYCCCCAAAGYCA nm 1587 | TTGTTTTTGTARTTCTYTAGTTKGT 2275 L] @
T45 1820 | TYRYHCATTTCAGAATTGGGTG 2802 1877 | CCOCTTCTTCCTGCCAT 2681 5 ™!
T48 1924 | GTTYRYHCATTTCAGAATTGGG 2806 1677 | COGCTTCTTCOTGGOAT 2881 5 228
49 928 | CTOCATCCTGAYARATGGACAGT 1373 905 | TAGAATYTCCOTRTTYTCTGCCA 1482 5 226
764 1842 | ARGAYAGATGGAACRAGCCC 2688 1908 | YORCACCCAATTCTGAAATG am 3 238
781 1701 | GMTGATWGTGTGGCARGTAGACA 2472 | 1776 | CTCCATTCKATGGAGACYCC 7574 5 247
183 482 | ROGGYTOTTGGARATGTGO m 513 | COAAAGRGTGATYTGAGGGA BOO 5 485
g 1976 | ATYTMOYATGGOAGGAAGAAGT 2880 2007 | CCACTRTCTTCTGCTOTTTCYCT 018 5 2000125
520 506 | SAGRCYAGRGCCAACAGC 779 578 | CCTCCAATTCCYCCTATCATTT Bes | 263878
830 1133 | GATTCCTGARTGGGAGTTTGT 1633 1184 | AYTGTGAGTCTGTYACTATRTTYAC 1720 § 07
B44 | 2478 | GGARCCTGTGCCTYTTCAG 3837 | 2503 | AGCCCTOTCTKATTCTTSTRGGTAT 3878 5 s
B45 1889 | GOOATACYTGGRMRGGRGT 769 1977 | COGCTTCTTIOCTGOOAT 2881 5 m
B4y 483 | ROARGOMCAYCARATGAAAGA 128 540 | CTAATACTGTATCATCTGCTCCTOY 832 5 302375
B83 23585 | GGGGYTGOTCTGGAAAR 3488 2421 | GTGARTAKCCCTRCCTRACTOTATT a5 5 35
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875 | 1987 | GGCAGGAAGAAGCGGA 2894 | 2037 | YYCCACACAGGHACYCCATA 2955 5 IW4625
882 2355 | GOGOYTGCTCTGOAALA 3489 2443 | KCTCKCCACCTYCTTCTTOKAT 3800 3 434
825 | 1628 | CRROAYAGCAGAATAGGCATT 2819 | 2007 | COACTRTGTTCTGCTCTTTGYCT 2918 ] £35.125
&85 238 | AKGARGCTGOWGAATOGG 408 255 | CTAGTAGYTCCWGCTATRTCACTTC 440 L] m
Bsa 175 | GARGTAATACCCATOGYTYWCAGCA ne 211 | AACATTTGCATDGCTGCYTG an ] m
800 | 1542 | GCTGARCAYCTTARGACAGCAG 2158 | 1578 | ATTATRTCTAYTATTCTTTCOCSTG 2253 L] 101
910 198 | GRGCCACYCCACAAGAYTT 350 224 | ATTOWGCAGCYTOMTOATTGA 3 L] 10a
e 143 | CTAGRACYTTRAAYGCATGOGT 288 181 | TCTTGTGGRGTGGCYCC k51 [} 108
828 | 1582 | ATAKCAWCAGAYATACMAACTARAG 2282 | 1804 | TTKGCTGGTCOTTTCCAAA 2338 [ 107
[H] 813 | GAAAGGATCMCCRGCARTA 1243 838 | CTACATAYAARTCATCCATRTATTG 121 8 107,125
932 2286 | ATAGTGCAACAGCARARCAATYTO 397 2335 | TATCTTTCYASAGCYAGGACTCTTG b L] L] 108
835 1587 | MAACTARAGAAYTACAARAACARAT 2280 1622 | CCTTCACCTTTCCAGAGDAGYTT 2380 L] 108
843 2271 | RTTGTCTGOHATAGTGCAACAGT unn 2305 | AGGACTCTTGYCYGGAGYTG p 1] L] o8
846 2450 | RAATMGAAGAAGRAGGTGGMGA 3608 7481 | GGTARCTOGAARAGGCACAGG 624 L] 1o
a87 628 | CTCCATOCTGAYARATGGACAGT 1373 ¥75 | SATAAATYTGRCTTGCCCA 1434 L] 14
&n 1228 | GCAWTAGGAATYATTCARGCACA 1755 1251 | YTTRTGYGCTGGTACCCATG 1783 L] "ns
878 | 1316 | ATTGGARARCAATGGYYAGTGA 1867 | 1388 | GROTACARTOTACTTGTGCATGOA 1926 & 115
m2 21N | ATTGTCTGOHATAGTGOAACAGS ann 2325 | TATGTTTCYASAGCYAGGACTCTTG L L] 18
1045 1278 | TTGOAGORAATGAACAAGTRGATAA 1815 1310 | CACTRRCCATTGYTYTCCAATT 1880 L] 23
nm 508 | SAGRCYAGRGCCAACAGC m 513 | COAAAGRGTGATYTOAGGOA ] L] 125
15 1384 | GGACAAGTAGAYTGTAGYCCAGO 1950 1444 | TOYCCTGTYTCTOYTGORAT 202 L] 128
1161 1380 | GCATGGACAAGTAGAYTGTAGYCC 1948 1444 | TGYCCTGTYTCTGYTGGRAT 20M ] 132
1183 1578 | GATACAGTGCASGGGAAAGAATA 2258 1802 | GOTCCTTTCCAAABWGGRTC 3% L] 134
1203 203 | CARGCAGCHATOCAAATGT 385 266 | AGTAGYTCCWGCTATRTCACTTCOC 45 ] 138
1212 806 | CCACARGGATGGAAAGGATC 1238 841 | CTATTTCTAARTCWOANGCTACATA 1278 [] 135,125
1235 1549 | GCTGARCAYCTTARGACAGCAGT 2168 1587 | TTGTTTTTGTARTTCTYTAGTTKGT 2275 [ ] 137
1zn B48 | AATAYATGGATOAYTTRTATGTAGG 1288 B82 | CATCOAAAGRAATGGDGGTTC 133 L] 141
1287 1721 | TGTGGCARGTAGACAGGATGA 2495 1742 | CTAVTGGRATRTGTACTTCTGARCT 2528 L] 145
1308 B48 | AATAYATGGATGAYTTRTATGTAGG 1288 597 | ATAHCCCATCCAAAGRAATGG 1341 L] \LH
1307 1489 | HOCMTGTTOGTAGGC 2064 1538 | ACTGCTGTCYTAAGRTGYTCAGEC 2158 ] 147
1313 2251 | GOAGGAAGYACKATGGGE 3348 2300 | YTTRATRCCCCAGACYGTGAG 344 L] 149
1322 1407 | ATATGGCAAYTRUATTGYACMCA wn 1473 | CTGGCCAYCTKCCTOCTA 2082 L] 151
1338 1248 | CATGGGTACCAGCRCAYAA 177 1310 | CACTRRCCATTGYTYTCCAATT 1860 ] 153
1343 | 1278 | TTGGAGGRAATGAACAAGTRGATAA 1815 | 1328 | YTTTGCTACYAYRGGTGGCA 1878 ] 154
1351 750 | AMARATCAGTAWCAGTAYTRGATGT 1185 BOS | GATCCTTTCCATCCYTGTGG 123 L] 155.125
130 2018 | GAA GG, AGAYAG A 2830 2044 | YTGCWTCTYYCCACACAGG 2083 L] 1615
1401 421 | ATGACAGCATGYCARGGAGT 655 453 | GYCCTKCYYTGCCACA 680 ] 163,875
1418 1278 | TTGOAGGRAATGAACAAGTRGATAA 1815 1337 | CAGYTRGCYACTATTTOYTTTGCTA 18se L] 188
1450 1680 | AAAACAGATOGCAGOTOMTG 2467 1742 | CTAVTGGRATRTGTACTTCTGARCT 828 8 170
1478 1687 | AYTATGGAAAACAGATGGCAGGT 2458 1742 | CTAVTGGRATRTGTACTTCTGARCT 526 L] 174
1453 1448 | CARCAGARACAGGRCARGA 2028 1504 | GRCTTTGGGOGRTTGTAGGG Falll L] 1
1504 198 | GGROCCACYCCACAAGA 348 264 | CTATRTCACTTCCCSTWGGKTC 443 ] 180
1508 1571 | ARATGGCAGTATTCATYCACAATT 2200 1002 | GGTCOTTTOCAAABWGGRTC 0 (] 181
1522 1248 | CATGGGTACCAGCROAYAA 1779 1328 | YTTTGCTACYAYRGGTGGCA 187 ] 184
1525 2431 | ATAGAGTYAGGMAGGGMTAYTCACC 588 2461 | GOTARCTGAARAGGCACAGG 384 (] 185
1529 199 | GRGCCACYCCACAAGAYTT 350 266 | AGTAGYTOOWGCTATRTCACTTCCC 451 ] 185
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1531 1828 | CARCAYAGCAGAATAGGCATT m 1953 | COATRGMARATGOCTAAGCT 2857 186
1533 1601 | CAAAAACAAATYWYAMAWATTORAA e 1667 | AGOTGCCATCTGTTTTOCATA 2436 "
1545 | 1001 | GGCAGARAAYAGGGARATTCTAAA 1468 | 1048 | TTAAYTGYYTTACATCATTAGIGYG 1538 188
1580 | 1158 | ARACYTWCTATGTAGATGGRGCAGC 1883 | 1210 | TTCCTAWTGCATAYTGTGAGTCTGT 1738 192
1572 1783 | GGROTCTCOATMGAATGGAG 2588 1812 | COAARTAYTGTARRGATCCTACCTT 2048 w2
1607 | 1248 | CATGGGTACCAGGRGAYAA 1778 | 1337 | CAGYTRGCYACTATTTCYTITGOTA 1888 198
(L11] 1851 | AGRGARCCMYACAATGAATGO 2708 1908 | YGRCAGCCAATTOTGAAATG & 197
L1k} 1253 | GCAGGAAGYACKATGGGS 3348 2330 | ROTKTTOATCCYKTAGGTATCTTTC 3455 187
a2 580 | GATAGGRGGAATTGGAGGYTT "2 641 | GGCTTYAATKTTACYGGYACAGTY 1009 198
1623 1158 | CAGYAGARACYTWCTATGTAGATGG 1661 1210 | TTCCTAWTGCATAYTOTOAGTCTGY 1738 198
1628 331 | GACATAARACARGGRCCAAARGA 540 391 | GRCATGCTUTCATCATTICYTC 624 188
1832 172 | ATACCCATGTTYWCAGCATTATCAG 36 264 | CTATRTCACTTICCCSTWGGKTC 448 199
1878 25 | RCWCRGCAAGAGGCGAD 58 44 | YARCTCYCTGOTTGCCCA 158 104 625
1684 188 | GGRGCCACTYCCACAAGA 348 268 | TGTTCYTOMAGGSTACTAGTAGYTC 454 W05
13 568 | CAGGAGCAGATGATACAGTATTAGA (1Y 828 | RGTRCARCCMAKYTOAGTCAA 581 w07
ez B06 | COACARGGATGGAAAGGATC 1238 76 | ATCTGGTGTAKWRAATOCCCA n? 207025
1764 407 | CAHTAGAROAAATGATGACAGCATG a4 462 | COAACARCCOYTTTTYCTAGO 700 211,875
1786 421 | ATGACAGCATGYCARGGAGT 55 488 | KYCCACATYTCCAACARCC T06 214875
mm 1038 | AAAATCTRAARACAGORAARTATGO 1528 118 | GGGGTRTTRACAAAGTCCCA ALIL) 216
1788 732 JARGAYTTY 1143 808 | GATCCTTTCCATCCYTGTGG 1239 21825
iz 2227 | TRARRRACAATTGGAGAAGTGAATT 3280 2268 | GCTGTTGCACTATDCOCAGACAA 368 225
1815 1721 | TGTGOCARGTAGACAGGATOA 2485 1774 | CMTGMCCCARDTGCCA nn bl
1830 | 1548 | GUTGARCAYCTTARGACAGCAGT 2186 | 1622 | CCTTCACOTTTCCAGAGOAGYTT 2160 m
1845 933 | GGGOTATGARCTCCATCCTGA 137 985 | TAGAATYTOCOTRTTYTCTGCCA 1482 238
1850 573 | TRYMAGGAARATGGAAACCAAAA L] 656 | CCATCCATECCTGGCTT 1028 238
1875 2016 | GRATWAGRGAAAGACCAGAALAYAD %28 2067 | ACARGCATOTGTROCCCA H9 455
1885 T3 | GAGRAAATTRGTRGAYTTCAGROA nme B08 | GATCCTTTCCATOCYTGIGG 1239 5125
1880 1124 | ARTGGGAGTTTGTYAAYACCCC 1824 1183 | TOAGTCTATYACTATRTTYACTTCT m? 254
1ges 1878 | ATYTMCYATOGGCAGGAAGAAGT 2880 2000 | CACTRTCTTCTGOTCTTTCYCTWAT mn 257125
(L1} 1124 | ARTGOGAGTTTGTYAAYACCCC 824 1185 | WTGCATAYTGTGAGTCTGTYACTAT 1 2064
1850 2478 | GTGOCTYTTCAGYTAGGRCGC 3639 2503 | AGCCCTGTCTKATTCTTSTRGGTAT 76 26905
1960 1721 | TGTGOGCARGTAGACAGGATGA 2495 1780 TAYTTGTGTRCTATA 2509 m
1993 1898 | TOTATRAHAMYTATGGGGATACYTG 2765 1877 | CCGCTTCTTCCTGCCAT 881 200
1998 483 | RAGARGGMCAYCARATGAAAGA 128 54 | CTG TCCTGTRTCTAA [ 1] 200375
2001 455 | GTGGCARRGMAGORCA 87 511 | CCAAAGRGTGATYTGAGGGA 800 005
012 481 | ATGTGGRMRRGARGGMCA s 540 | CTAATACTGTATCATCTGOTCCTGT =+ 114375
200 1783 | GGRGTCTCCATMGAATGOAG 2586 | 1850 | COATTCATTOTRKGGYTCYCT me 23
w022 1842 | ARGAYAGATGGAACRAGCCC 2886 1837 | GGATGVTTCCAGGGSTC M a5
2044 2511 | COYASAAGAATMACACAGGGCTT 3887 2544 | AAYTARCCCWTCCAGTCCCC 783 350875
2050 1947 | CCRGOARGYCAGCCT 2847 2007 | CCACTRTCTTCTGCTCTTICYCT e 573
2051 483 | ROARGGMCAYCARATGAAAGA 128 576 | COTCCRATTCOYOOTATCATTT B85 3800375
2052 1948 | ATCORGGRAGYCAGCGC 28490 2007 | COACTRATCGTTCTGCTCTTTOYCT 08 380.75
2088 442 | AGRGTWTTRGCTOARGCAATOAD Lt 513 | CCAAAGROTOATYTOAGOOA BOO 395375
2088 1828 | CRRCAYAGCAGAATAGGCATT me 2000 | CACTRTCTTCTGCTCTTTOYCTWAT wmn 433125
womn 1355 | GUGOYTGCTCTGGAAAA 3429 2448 | GYCTYNOTOKCCACCTYCT 3807 “z
2083 2188 | AGGROARTTTTTOTAYTOYAATACA 02 268 | GCTGTTGCACTATDCCAGACAA 2380 487




2085 | 1323 | GYYAGTGAKTTTAAYYTGCCACC 1574 | 1370 | GORCTACARTCTACTTGTOCATGE 1828 1 101
2088 | 900 | CHCCATTYCTTTGGATGGG 1344 | 955 | YTTYTGTATRTCATTRACAGTCCAG 1415 7 101
2080 1571 | ARA AGTATTCAT ATT 200 1588 | ARTTCTYTAGTTEGTATRTCTOWTG nu 7 e
2081 | 362 | GAMACCYTGYTRRTCCAAAATO 593 | 209 | COYTGROATGCTGTCATCA [+ ] 101
2002 | 1589 | TACMAACTARAGAAYTACAAAAACA 2171 | 1812 | CAGAGDAGYTTKGCTGGTCCT 2348 1 101
2006 | 542 | o CTWT GOAGC 835 | 585 | TTACYTTRATAAARCCTCCAATTCG o 7 101
w087 138 | ACCTAGRACYTTRAAYGCATGG m 184 | GRGTGGCYCCYTUTOA 341 1 101
2008 | 1124 | ARTGGGAGTTTGTYAAYACOCO 1624 | 1152 | OTRYTWGCTGOYGCATCTACATAG 1856 7 101
2102 | 938 | CTCCATCCTGAYARATGGACA 1381 | 885 | TGCCCARTTYARTTTYCCYAC 142 1 101
2111 | 2050 | GTDOGTGTGTGGRAAGAWGS 2570 | 2067 | ACARGCATGTGTRGCCCA 1 102
2113 | 2219 | TCCRGRCAAGAGTCCTROG 3444 | 2068 | GOACABYAGTGGTGCARAT 7 102
2122 | 2445 | RAGOTGOMGAGMRAGRCA 2483 | GOTARCTGAARAGGCACAGO £ 7 102
2181 | 2324 | CARCTCCRGRGAAGAGTGOT 3449 | 2088 | GOACABYAGTGGTGCARAT 304 7 105
2168 | 1078 | TARTVATATGGGGAAARAYYCOTAA 1574 | 1103 | AAACTCCCAYTCAGGAATGCA 1802 7 108
2187 | 2450 | RAATMGAAGAA GOM 3808 | 2472 | GTARCTGAARAGGCACAGGYTC 3 7 107
2188 | 353 | RYTGOATGACMGAMACCYTG 584 | 291 | GRCATGCTGTCATCATTTCYTC 624 T 107
2200 | 1947 | CCRGURRGYCAGCCT 2847 | 1953 | CCATRGMARATGCGTAAGCT 87 1 108,825
2219 | 1949 | ATCCRGGRRGYCAGCC 2840 | 1953 | COATRGKARATGCOTAAGEC 2087 7 110,628
2237 | 1783 | GGRGTCTCCATMGAATGOAG 2586 | 1805 | TYCTTATRGCAGWKTOTGMAAAACA %2 1 m
a0 580 | GATAGGROGAATTGGAGGYTT w2 821 | ATTATRTT CCTA L] 7 "z
2245 | 207 | GARGOTGCWGAATGGOAYAG 412 | 268 | TGTTCYTGMAGGSTACTAGTAGYTC a5 1 "
2250 | 1752 | AAGYTCAGAAGTACAYATYCCABTA 2538 | 1778 | CTCCATTCKATGGAGACYGC N 1 "
2277 | 2478 | GGARCCTGTGCCTYTTCAG 3637 | 2485 | TRAKRSCYTGGCAGCCG 7 1nas
2790 | 1384 | GGACAAGTAGAYTGTAGYCCAGG 1950 | 1440 | GYTGGRATMACYTCYGCTTCT 2020 t ne
2320 | 1380 | GOATGGACAAGTAGAYTOTAGYCC 1948 | 1440 | GYTGGRATMACYTCYGCTTCT 1 e
2367 | 1483 | TTTGGVRTYCCCTACAAYCG 2102 | 1546 | ATACTGCOGATYTGHACTGOTGTC H 7 125
2370 | 2288 | ATAGTGCAACAGCARARGAATTTG 3397 | 2330 | ACTKTTGATCOYKTAGGTATCTTTC M85 7 125
2377 | 933 | GGGOTATGARCTCCATCCTOA 1378 | 975 | SRTAAATYTGRGTTGCGCA 13 ] 126
2390 CARGCAGCHATGCAAATGT 385 | 264 | CTATRTCACTTCCCSTWGGKTC 449 7 iri]
2440 | 762 | GDGATGCATAYTTYTCAGTYCC 1183 | 809 | GATCCTTTCCATCCYTGTGG 123 7 131,125
2455 | 373 | CAAAATGCRAAYCCAGAYTG 508 | 432 | OTCATTGOYTCAGOYAAWACYOT 587 ] 1%
2488 | 1278 | TTGOAGGRAATGAACAAGTRGATAA 1815 | 1318 | GOARRTTAAAMTCAGTRRCCATTG 1888 7 123
2483 | 783 | GTROGOGRTGCATAYTTYTCAGT 1184 | 800 | QATCCTTTCCATCOYTGTOG 1230 ? 134125
149 1448 | CARCAQARACAGGROARGA 2028 1408 | CCACCAACAKGCDGC 2080 7 135
2496 | 2211 | RTTGTOTGGHATAGTGCAACAGE 3377 | 2330 | RCTKTTGATCCYKTAGGTATCTTTC 458 7 136
2495 | 331 | GACATAARACARGGRCCAAARGA 540 | 309 | RTOTGGRTTYGOATTTTGGA 800 1 128
584 | 900 | CHCCATTYCTTTGGATGGG 1344 | 978 | SRTAAATYTGRGTTGCCCA s 7 144
2588 | 965 | CWOAYTTAGAAATAGGRCARCAYAG 1208 | 827 | ACTGTCCATYTRTCAGGATOGAG un 1 144
2600 | 1463 | GOAGGMAGHTGGCCAGT 2051 | 1518 | CYACYACYCCYTGRCTTTGO nn 1 14
2608 | 1934 | GTAGAYCCTARMHWAGASCCOTGG 2830 | 1977 | CCGCTTOTTCCTGOCAT T 1 146625
610 | 882 | RAAGCCAGGVATGGATGG 1036 | 885 | CAAATAYTGGAGTRTTRTATGGRTT 1087 1 147
2645 18 | AGGACTCGGOTTGCTGA “ 32 | TCCCADKYATCTARWTYTCCCC 120 7 143,625
2683 | 2280 | ATAGTGGAACAGCARARCAATYTG 287 | 2045 | CARCCCCAAAKYCCYAG U 7 152
2685 | 203 | CARGOAGCHATGCAAATGT 385 | 269 | TGTTCYTGMAGGSTACTAGTAGYTC 45t 1 152
669 | 2018 | GAAAGAGE A 2037 | YYCCACACAGGHACYCCATA 755 7 1525
2673 | © 885 | ATGTAGGNTCWGAYTTAGAAATAGG | 11285 | 927 | ACTGTOCATYTRTOAGGATGGAG L1mn 1 153
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l 2702 l 143 | CTAGRACYTTRAAYGCATGOOT

| 286 | m | AACATTTOGCATDGCTGCYTG
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A TTATAGGYTOTGATTTAGAAATAGGGCAGCATAGAAMGAAAATAGAGGAGYTAAGASCCCATCTATTGAGSTGGGGATTTACYACAC
CAGACAAAAAGCATCAGAAAGAACCTCCATTYCTTTGGATGGGATATGAACTCCATCCTGACAAATGGACAGTCCAG

8 TTATAGGATCTGATTTAGAAATAGGGCAGCATAGAACAAAAATAGAGGAACTGAGACAACATTTGTTGAGGT TTTTACACAC
CAGACAAAAAACATCAGAAAGAACCTCCATTCCTTTGGATGGGTTATGAACTCCATCCTGATAAATGGACAGTACAG

E TTATAGGGTCTOGACTTAGAAATAGGGCAGCATAGAACAAAAGTAGAGGAGTTAAGAGAACATCTACTGAAATGGGGATTTACTACAC
CAGACAAAAAACATCAAAAAGAACCCCCATTCCTTTGGATGGGGTATGAACTCCATCCTGATAAATGGACAGTGCAG

o TTATAGGATCTGACTTAGAAATAGGGCAGCATAGAATAAAAATAGAGGAATTAAGOGGACACCTATTGAAGTGGGGATTTACCACAC
CAGACAAAAAGCATCAGAAAGAACCACCATTTCTTTGOATGGGTTATGAACTCCATCCTGATAAATGGACAGTACAG

H TTATAGGATCTGACTTAGAAATAGGACAACATAGAGAAAAAATAGAAGAGTTAAGAGCTCATTTGTTGAGGTGGGGATTCACCACAC
CAGACCAAAAACATCAGAAAGAACCCCCATTTCTTTGRATGGGATATGAACTCCATCCTGACAAATGGACAGTACAG

c TTATAGGATCTGATTTAGAAATAGGGOAACATAGAGCAAAAATAGAGGAATTAAGAAACCATCTATTAAAGTGGGGATTTACCACAC
CAGACAAGAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGGTATGAACTCCATCCTGATAAATGGACAGTACAG

E TTATAGGATCTGATTTAGAAATAGGGCAGCACAGAATAAAAATAGAGGAGCTAAGAGCTCATCTATTGAGCTGGGGATTTACTACAC
CAGACAAAAAGCATCAGAAGGAACCTCCATTCCTTTGGATGGGATATGAACTCCATCCTGACAGATGGACAGTCCAG

G TTATAGOATCAGACTTAGAAATAGGGCAGCATAGAGCAAAAATAGAAGAGTTAAGAGAACATCTACTGAGATGGGGATTTACCACAC

CAGATAAGAAACATCAGAAAGAACCTCCATTTCTTTGGATGGGATATGAGCTCCATCCTGACAAATGGACAGTACAA

F14 HIV-IFX L7393 A2 hARAFYI<—

Genotype | FUI7— | HEEN Longth
HIV-1ATI | TTGTATGTAGGTCTGATTTAGAAATAGGGCAGCATAGAAG 40
HIV-1A T2 | TCAATAGATGGGTCTTACTCCTCTATTTTCTTCTATGCTGCCCTATTTCTAAATCAGA 58
- HIV-1AT3 | AAAATAGAGGAGTAAGACCCATCTATTGAGTGGGGATTTACACACCAGAC 50
HIV-1A_T4 | ATGGAGGTTCTTTCTGATGCTTTTTGTCTGGTGTGTAAATCCCCAC 48
HIV-1AT5 | AAAAAGCATCAGAAAGAACCTCCATTCTTTGGATGGGATATGAACTCCAT 50
HIV-1A_T6 | GGCTGGACTGTCCATTTGTCAGGATGGAGTTCATATCCCATCCAAAGA 48
HIV-1B.T1 | TTGTATGTAGGATCTGATTTAGAAATAGGGCAGCATAGA 39
HIV-1B_TZ | CAAATGTTGTCTCAGTTCCTCTATTTTTGTTCTATGCTGCCCTATTTCTAAATCAGATC 58
HIV-18.T3 | ACAAAAATAGAGGAACTGAGACAACATTTGTTGAGOTGGGGATTTTACAGACC 53
o HIV-1B.T4 | ATGOAGGTTCTTTCTGATGTTTTTTGTCTGGTGTGTAAAATCCCCACCTCAA 52
HIV-18.TS | AGACAAAAAACATCAGAAAGAACCTCCATTCCTTTGGATGGGTTATGAACTCCA 54
HIV-18_T8 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATAACCCATCCAAAGGA 49
HIV-1C_T1 | TTGTATGTAGGATCTGATTTAGAAATAGGGCAACATAGA 39
HIV-1C.T2 | ACTTTAATAGATGGTTTCTTAATTCCTCTATTTTTGCTCTATGTTGCCCTATTTCTAAATCAGATC 66
HIV-1C.T3 | GCAAMAATAGAGGAATTAAGAAACCATCTATTAAAGTGGGGATTTACCACACCAGACA 58
i HIV-1C_T4 | AATGGGGGTTCTTTCTGATGTTTCTTGTCTGGTGTGGTAAATCCCC 46
HIV-1C_T5 | AGAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGGTATGAACTCC 48
HIV-1C_T8 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATACCCCATCCAAAGA 48
HIV=-1D_T1 | TTGTATGTAGGATCTGACTTAGAAATAGGGCAGCAT 38
HIV-1D.T2 | TAGGTGTCCCCTTAATTCCTCTATTTTTATTCTATGCTGCCCTATTTCTAAGTCAGAT 58
HIV-1D.T3 | AGAATAAAAATAGAGGAATTAAGGGGACACCTATTGAAGTGGGGATTTACCACACC 56
° HIV-1D.T4 | GTGGTTCTTTCTGATGCTTTTTGTCTGGTGTGGTAAATCCCCACTTCAA 49
HIV-1D_T5 | AGACAAAAAGCATCAGAAAGAACCACCATTTCTTTGGATGGGTTATGAACTCCAT 55
HIV-10_T6 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATAACCCATCCAAAGAAATG 52
F HIV=-1F.T1 | TTGTATGTAGGGTCTGACTTAGAAATAGGGCAGCATAGA 39
HIV-1F.T2 | AGATGTTCTCTTAACTCCTCTACTTTTGTTCTATGCTGCCCTATTTCTAAGTCA 54
HIV-1F.T3 | ACAAAAGTAGAGGAGTTAAGAGAACATCTACTGAAATGGGGATTTACTACACCA 54
HV-1F.T4 | GGGGGTTCTTTTTGATGTTTTTTGTCTGGTGTAGTAAATCCCCATTTCAGT 51
HIV-1F T5 | GACAAAAAACATCAAAAAGAACCCCCATTCCTTTGGATGGGGTATGAACTC L1
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HIV-1F.T6 | GGCTGCACTGTCCATTTATCAGGATGGAGTTCATACCCCATCCAAAGGAAT 51

HIV-1G_T1 | TTATATGTAGGATCAGACTTAGAAATAGOGCAGCATAGA 38

HIV-1G.T2 | CAGTAGATGTTCTCTTAACTCTTCTATTTTTGCTCTATGCTGCCCTATTTCTAAGTCY 58

HIV-1G.T3 | GCAAAAATAGAAGAGTTAAGAGAACATCTACTGAGATGGGGATTTACCACACCA 54

X HIV-1G_T4 | AATGGAGGTTCTTTCTGATGTTTCTTATCTGOGTGTGGTAAATCCCCATCT 50

HIV-1G.T5 | GATAAGAAACATCAGAAAGAACCTCCATTTCTTTGGATGGGATATGAGCTCC 52

HIV-1G.T6 | GGTTGTACTGTCCATTTGTCAGGATGGAGCTCATATCCCATCCAAAGA 48

HIV=THT1 | TTGTATGTAGGATCTGACTTAGAAATAGGACAACATAGA 39

HIV=1H T2 | TCAACAAATGAGCTCTTAACTCTTICTATTTTTTCTCTATGTTGTCCTATTTCTAAGTCAGATCCTAC 67

HIV-1H T3 | GAAAAAATAGAAGAGTTAAGAGCTCATTTGTTGAGGTGGGGATTCACCACACC 53

o HIV-1H T4 | GGGGTTCTTTCTGATGTTTTTGGTCTGGTGTGGTGAATCCCCACT 45

HIV-1HT5 | AGACCAAAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGATATGAACTCCAT 55

HIV-1H.T6 | GGCTGTACTGTCCATTTGTCAGCATGGAGTTCATATCCCATCCAAAGAAATG 52

#& 15 HEV Genotype 37 J 1 < —fREIMKRY / LHHEES)
D A Bono | it Length
type

1 | ABasrate 3 :;JE;"I;O:?:OR” ic RNA ! genome genotype 3 isolate: JEO3-1760F clone: 8898
150 | EUM495148 3 | Hepatitis E virus isolate TLS25 complete genome 7321
335 | AB248522 3 | Hepatitis E virus g ic RNA p genome isolste swJ12-4 T241
342 | AB220979 4 | Hepatitis E virus g ic RNA lete ganome 4 isolate: HE-JA41 7265
350 | ABZ2097T1 4 | Hepatitis E virus g ic RNA lets genome g 4 isolate HE-JF3 1262
533 | AB291964 4 | Hepatitis E virus g ic RNA lete genome isolate JYK-Tok03C 7244
756 | ABD74520 Hepatitis E wvirus genomic ANA nearly complete genome isolate: JMY-Haw 7240
B88 | FU457024 Hepatitis E wirus isolats HEV-H from India complete genome 7217
1142 | EUGTB172 4 | Swine hepatitis E virus molate swGX40 complete genome 7268
1567 | ABI69690 4| H E wirus g ANA lete genome g 4 gtrain: E067-S1J05C 7236
1568 | ABJ69689 3 | Hep E wvirus g RNA lets genome genotype 3 strain: EOB8-STMOAC 7215
1731 | EU3B6358 4 | Hepatitis E wirus isolate swGX32 complete genome 7281
2085 | EF206691 Avian hepatitis E virus from USA complete genome 6649
2097 | AYS594199 Swine hepatitis E virus strain swCH25 complete genome 210
3075 | AY115488 Swine hepatitis E virus strain Arkell complete genome 7258
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%16

HEV Genotype #tii 7 5 1 ¥ — (100 i D HFEKR)

Primer Frimer T71% | »m
] [ P I I e

a o) Al
' 81 | GOTTOCRBGOYATHOARAA 42528 | 105 | CRCONGARTGYTTCTTGCA 45818 13 | 3002
? 81 | CONTGGTTCCRBGCYAT 42488 | 103 | CRCCNGARTGYTTCTTCCA 45818 1a| msz
3 58 | GGYAARGTBGGNCAGGG 41838 | 103 | CROCNGARTGYTTCTTCCA 45812 n| w2
4 81 | GaTTCCRBGCYATHOARAA 42528 | 102 | YTCRCONGARTGYTTCTTCC 45628 14| atez2
3 81 | GGTTCORBGCYATHGARAA 42526 | 103 | oyTcRooNeasTavTCTTG 45638 1| a2
[ 81 | CONTOGTTCCRBGCYAT 42468 | 102 | YTCRCONGARTGYTTOTTCC az6z8 1| mez
7 83 | CONTGGTTCCRBGCYAT 42488 | 103 | GYTCRGONGARTGYTTCTTG e | w2
' 85 | TNTTYGGMCCNTGGTTCC 42396 | 105 | CRCCNGARTGYTTCTTCCA 45618 1| s222
) 81 | GGTTCCRBGCYATHGARAA 42528 | 113 | YCATRTTCCARAYDGTRTTCCA 45818 1| w3z
10 CONTGGTTCCREGCYAT 42488 | 113 | YCATRTTCCARAYDGTRTTCGA 45974 1| asz
n 58 | GGYAARGTBGGNOAGOD 41886 | 102 | YTORCONGARTGYTTCTTCO 45828 Wl a2
” 50 | GGYAARGTBGGNCAGGG 41836 | 103 | GYTCROGNGARTGYTTGTTC 45828 Wl sz
1 50 | GGYAARGTBGGNCAGGG 41888 | 113 | YCATRTTCCARAYDGTRTTCCA Asa18 10| 40m2
W, | e | AT, 41508 72 | GOAACCANGGKCORAA 42848 15[ e
15 9 ?m"“mmﬁ 43788 | 105 | CRCCNOARTGYTTCTTCCA 4s81d 15 183
1 39 | NRRSAARGGYCARGAYGG o888 72 | GGAACCANGGKCCRAA 2848 15 195
B 38 | ATGSTHRASAARGGYCARGA 10868 72 | GGAACCANGGKCCRAA 42648 15 108
1 40 | CYATGSTNRRSAARGGYCA 0638 72 | GGAACCANGGKCCRAA az848 15 201
19 78 | NTGGTTCORBGOYATHGA 42498 | 105 | CROCNGARTGYTTCTTGOA asain 15| w22
b0 81 | GGTTOORBGOYATHGARAA 2526 | 108 | cvoGYTCROONGARTG 5708 15 | 3182
21 # | TNTTYGGMCCNTGGTTCC 42388 | 102 | YTCRGONGARTGYTTCTTCC aza2s 15| a2
2 83 | CCNTOGTTCCRBGCYAT 42488 108 | cvGGYTORCCNGARTG 45708 15| 322
E] 8 | TNTTYGGMCONTGGTTOO 42308 103 | GYTORCONGARTGYTTOTTC 45838 15| g2
2% 73 | TavacHYTNTTYGGMCS e 108 | CROONGARTGYTTCTTGCA sze11 15| %2
25 86 | TNTTYGGMCONTGGTTCS 12308 113 | YCATATTCCARAYDGTRTTCCA 45978 18 | asaz
% 83 | GGNCAGGGNATWTCEGC 41986 | 105 | CRCCNGARTGYTTCTTCCA 45818 15| 3832
7 50 | GGYAARGTBGGNCAGGG 41096 108 | CVGGYTCROCNGARTG 5708 15| sz
2% % %m”"" 41388 72 | GGAACCANGGKCGRAA 42848 1 126
28 | 138 | MVOCSAATGGYGARCE 8317.79 138 | WCRTGYTGRTTVYGRTARTCYTG 84557 18 138
20 81 | GGTTCCRBGCYATHGARAA 42528 91 | RAAYTONGARAARTCRTTYTCAAA 43038 18| 1412
3 8 | CONTGGTTCORBGCYAT 42485 91 | RAAYTCNGARAARTCRTTYTOAAA s 1w w2
2 :‘"”WWW 43188 102 | YTCRCONGARTGYTTGTTCG 45628 18] 1
3 :‘”"““mm“ e 103 | GYTGRCCNGARTGYTTCTTC 45634 18 185
: fnmmmvmrw w28 105 | cRocNGARTGYTTCTTCCA 45618 18 189
s 59 | GOYAARGTBOGNCAGGG 0895 91 | RAAYTCNGARAARTCRTTYTCAAA 4918 6| 4z
aa 2 :Awrmrrwmno 43788 113 | YOATRTTGGARAYDGTRTTCCA 43073 " 210
n 78 | NTGGTTCORBGCYATHGA 42408 | 102 | YTCRCCNGARTGYTTCTTCC 45628 16| maz
:a 79 | NTGGTTCCRBGCYATHGA 42498 103 | GYTCRCCNGARTGYTTCTTC 45633 8| 342
n 81 | GGTTCCRBGCYATHOARAA 42928 104 | VGGYTCRCCNGARTGYTT 45672 | sz
“ 83 | CONTGGTTCGRBGOYAT 42468 | 104 | VGGYTCRCCNGARTGYTT 45678 6| a2z
4 8 | TNTTYGGMCONTGGTTCE 42396 | 108 | CVGGYTCRCCNGARTG 45708 | 3312
2 73 | TOYGCHYTNTTYGGMCG 42318 | 102 | YTCRCONGARTGYTTCTTCC 45828 18| 3312
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a 71 | TavacHvINTTYGaMCT 42316 | 103 | GYTCRCCNGARTGYTTCTTC 45838 1| a2
“ 70 | GENTGGMSYAARACYTTETG 42166 | 105 | GRCCNGARTGYTTOTTOCA asa1p 6| sz
s 86 | CEOCNTGOMSYAARACYTT 136 | 105 | CROCNGARTGYTTCTTOCA 45618 16 | aea2
46 k) NTGGTTOCRBGCYATHGA Q2408 ni YOATRTTCCARAYDGTRTTCCA ASHTA 18 487
& & | GoNcAGGaNATWTCBGE 41388 | 102 | YTCRCCHGARTGYTTGTTCC as628 8| sz
4 83 | caNcAGaNATWTCBGC wsas | 103 | GvicRooNoARTGYTTCTTC 45028 w | sz
“ 57 | AARGTHGGMCAGGGHATWTC a1956 | 105 | CROGNGARTGYTTCTTCCA 45618 5| emz
5 54 | GYAARGTBGONCAGGOMAT 41926 | 105 | GROCNGARTGYTTCTTGCA 4561 6 | sesz
52 0 | GOYAAROTBOGHOAGOG 4886 | 104 | VGGYTORCCNGARTGYTT 5678 6| a2
53 81 | GGNCAGGGNATWICEGE 6ions | 113 | YCATRTTCCARAYDGTRTTCCA 45978 6| sz
54 = ;::mmﬁnmm 41506 | 105 | CRCCHGARTGYTTCTTCCA 5618 0| anz
55 39 | NRRSAARGGYCARGAYGG 0656 | 105 | GROCHGARTGYTTCTTGCA 5614 6 | 4022
% 38 | ATGSTHRRSAARGGYCARGA 0886 | 105 | GRCCHGARTGYTTCTTCCA 45618 8| ass2
57 A0 CYATGETHNRRSAARGGYCA 40816 105 CRCCMOARTGYTTCTTCCA 45618 8 ez
58 0 ::?mnmﬂwm 41508 74 | VYGGAACCANGGKCC 47878 " "7
58 50 Ilnmnumm ansos n ATRGCVYGGAACCANGG 47708 11 120
0 50 ::ccmnmnamm amas 78 | YTCDATRGOVYGGAACCA T n|
0 81 | GGTTCCRBGOYATHGARAA 42526 s :"Wﬁm 43508 | 1z
2 39 | NRRSAARGGYCARGAYGO 40696 5 | COCTGNCOVACYTTRCC 2138 v e
6 83 | CONTGGTTCGRBGCYAT 2466 s ;ﬂmmmm 43008 1w | ez
54 33 | ATGSTNRRSAARGGYCARGA ea s 55 | CCCTGNCCVAGYTTREE 42136 |
s 40 | CYATGSTNRASAARGGYCA 40636 56 | CCOTGNCOVACYTTRCC 47138 17 150
6 8 | TNTTYGOMCONTGGTTCE 23086 81 | RAAYTCNGARARTCRTTYTCAAA 43038 1| sz
6 ™ Lo‘rnmummrrm:n aam28 | 102 | YTCROGNGARTGYTTCTTCE 56248 n| e
@ 8 ;‘:rnrr-rmmvmrrmm s 103 | GYTCRCCNGARTGYTTCTTC 45638 gl
™ ™ :nmvmnmmma ans 108 | CVGOYTCRGCNGARTG 45708 i 182
0 39 | MRRSAARGGYCARGAYGD 0696 74 | vraoaaccanGaKGE 42678 | e
7 39 | NRRSAARGGYCARGAYGG 0608 71 | aTRacVYOGAACCANGG a8 nl|
” 38 | ATGSTNRRSAARGGYCARGA 088§ 74 | vvooaAccANGGKRCS w2678 R
7 33 | GOYAARGTHGGNCAGGG s g9 || 4TORNARIRAT VIO 43008 17| w12
» 40 | cratasTHRRSAARGGYCA 0838 74 | vvooasccanaakee w818 |

38 | ATGSTNRRSAARGGYCARGA wss s 71 | ATROCVYGOAACCANGG a2m08 |
n 39 | NRRSAARGGYGARGAYGG 40686 7 | ¥TCDATRGEVYGGAAGCA a2m3e |
" 40 | evatasTHRRSAARGGYCA 40610 1 | ATROCVYGGAAGCANGG 4208 n| w
» 38 | ATGSTNRRSAARGGYCARGA 4088 6 78 | YTCDATRGOVYOGAAGCA s n|
80 40 | OYATGSTNRASAARGGYCA a1 s 78 | ¥TODATRGCVYGGAACCA ame | a
" o gmmmmmww 43728 | 113 | YCATRTTCCARAYDGTRTTCCA 5078 | e
a2 11 | ATHCCHGCHMTBOAYTTYGA N 33 | CCCTGNGCYTCATGRAGC 4 " %7
8 79 | NTGGTTCCRBGCYATHGA 2408 108 | CVGGYTCRCCNGARTG 45708 " maz
" 75 | HYTHTTYGGMCCNTGETTC 42386 | 105 | cRcemoaRTOYTTCTTCCA 45618 | aeaz
s 76 | CHYTNTTYGGMCCNTGGTT 42376 | 105 | CRCCNGARTGYTTCTTCCA az618 v | ez
9 89 | TNTTYGOMCONTGGTTCC 42396 | 104 | VGGYTORCONGARTGYTT asern 1| a2
» 71 | AcYTTBTGYGEHYINTTYGG 42208 | 105 | cRECNGARTGYTTCTTECA 45018 | ass2
s 71 | TavacHYTNTTYGGMCC ans | 108 | cveovTcRconaaRTG 45108 1| am2
8 70 | GCNTGGMSYAARACYTTBTD 2188 | 102 | YTCRCENGARTGYTTETTEE 45628 1| 62
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" 70 | GONTGGMSYAARACYTTETG 42168 103 | GYTCRCCNGARTGYTTCTTC 45638 17 M1z
8 66 | CBOCNTGOMSYAARACYTT 42126 102 | YTCRCONGARTGYTTCTTCC 45628 1" 82
2 86 | CBGCNTGGMSYAARACYTT 42138 103 | GYTORCCNGARTGYTTCTTC 45638 17 302
9 57 | AARGTEGGNCAGGONATWTC 41858 102 | YTCRCCNGARTGYTTCTTCC 45828 7 1872
Lo 571 | AARGTBOGNCAGGUNATWTC 41956 103 | GYTCRCCNGARTGYTTCTTC 45638 4] Jgaz
L] 54 | GYAARGTBGGNOAGGGNAT 419285 102 | YTCROONGARTGYTTCTTGC 45628 n 2
o 54 | GrAARGTBGGNCAGGGNAT 41924 101 | GYTGRCCNGARTGYTTCTTC 45818 7 mz
L 81 | GGNCAGGGHATWTCBGC 41986 106 | CVGGYTCRCCNGARTG 45708 " arz2
] 0 | GCNTGGMSYAARACYTTETG 421686 113 | YCATRTTCCARAYDGTRTTCCA 45678 17 812
L] 66 | CBGCNTOOMSYAARACYTT 41138 113 | YCATRTTCCARAYDGTRTTCCA 459748 1 4z
100 57 | AARGTBGONCAGGGNATWTC 41956 113 | YCATRTTOCARAYDGTRTTCCA 45078 i 4022

#17

HEV 3L B 7 24 v —RIERT / L7 F T A R

HERF

TTTCCAGAAAGATTGTAATAAGTTTACAACTGGAGAGACCATCGTCCACOGGTAAGGTCGGCCAGGGTATATCGGCCTGGAGTAAGACCTT
TTGCGCTCTGTTTGGCCCGTGGTTCOGT

TTTCCAGAAGGATTGTAATAAATTTACAACAGGTGAGACCATTGCCCACGGCAAGGTGGGCCAGGGCATTTCGGCTTGGAGTAAMAACCTT
TTGTGCTTTATTCGGCCCGTGGTTCCGC

335

CTTTCAGAAAGATTATAACAAATTCACAACAGGTGAGACTATTGCCCACGGCAAGGTGGGCCAGGGTATTTCOGCCTOGAGTAAAACCTT
TTGTGCTCTATTTGGACCGTGGTTCCGT

342

CTTCCAGAAGGATTGTAATAAGTTTACAACGGGCGAGACAATAGCGCATGGCAAAGTTGGTCAGGGGATATCTGCATGGAGTAAAACCTT
TTGTGCTTTGTTCGGCCCATGGTTCCGC

350

CTTCCAGAAGGACTOTAATAAATTCACAACAGGCGAGACAATAGCGCACGGTAAAGTTGGGCAGGGGATATCTGCGTGGAGCAAGACCT
TTTGTGCCCTGTTTGGCCCATGGTTCCGE

533

TTTCCAAAAGGATTGTAATAAATTTACGCACAGGTGAGACAATAGCGCACGGTAAGGTTGGGCAGGGAATATCTGCGTGGAGTAAGACTTT
CTGCGCTCTGTTTGGCCCCTGGTTCCGE

756

TTTCCAAAAGGATTGCAATAAGTTTACAACTGGTGAGACTATAGCCCATGGCAAGGTTGGCCAGGGTATATCGGCCTGGAGCAAGACCTT
CTGCGCCCTGTTCGGCCCGTGGTTCCGC

888

CTTCCAGAAAGATTGTAATAAGTTCACCAGGGGCGAGACCATTGCCCATGGTAAGGTGGGCCAGGGCATTTCGGCCTGGAGCAAGACCT
TTTGCGCOCTCTTTGGCOCTTGGTTCCGT

1142

CTTCCAGAAGGACTGCAATAAATTCACTACGOGTGAGACGATAGCOGCACOGTAAGGTCGGGCAGOGGATATCTGCOGTGOAGCAAAACCT
TCTGCGCTTTGTTCGGCCCTTGGTTCCAC

1567

TTTCCAGAAAGACTGCAATAAGTTTACAACTGGCGAAACAATAGCGCATGGCAAAGTTGGGCAGGGGATATCTGCATGGAGTAAAACCTT
TTGCGCCCTGTTTGGCCCCTGGTTCCGT

1568

TTTCCAAAAAGACTGTAACAAGTTTACAACTGGTOAGACCATTGCCCATGGCAAGGTTGGTCAGGGCATATCGGCCTGGAGTAAGACCTT
TTIGTGCTTTGTTTGGCCCGTGGTTCCGT

13

CTTCCAGAAAGATTGTAATAAGTTTACAACAGGTGAGACGATAGCGCACGGTAAGGTCGGGCAGGGTATATCTGCATGGAGTAAAACCTT
CTGCGCTCTATTTGGCCCGTGGTTCCGC

TTTCCAGAAGGATTGCGCCAAATTTACGTTGGACGATCCCGTTGCACATGGTAAAGTGGOGACAGGGGATATCTGCGTGGCCCAAAACTTT
GTGTGCACTTTTTGGCCCCTGGTTCCGG

2097

CTTCCAGAAGGATTGTAATAAATTTACAACGGGTGAAACAATAGCGCACGGTAAAGTCGGGCAGGGAATATCCGCATGGAGTAAGACCTT
CTGTGCTCTGTTCOGCCCATGAGTTCCGE

3075

TTTCCAAAAGGACTGTAACAAGTTCACAACTGGTGAGACCATCGCCCATGGTAAGGTCGOTCAGGGTATATCGGCCTGGAGCAAGACTTT
CTGCGCCCTGTTTGGOCCGTGGTTCCGT

# 18

HEVA ) A7 5T A2 bERRAA) I3 —

DANR

gliﬂ AIT—& HEER
oe_hev g1 p14.01 TTTCCAGAAAGATTGTAATAAGT TTACAACTGGAGAGACCA
oe_hev gl _p14 02 GATATACCCTGGCCGACCTTACCGTGGACGATGGTCTCTCCAGTTGTAAACTTATTACA

l oe hev g p14.03 AGGTOGGCCAGGGTATATCGGCCTGGAGTAAGACCTTTTGCGETCTGTTTGGCOCGTGGT
oe hev.g1 pl4.04 ADGGAACCACGGGCCAAACAGA

50 oe_hev g150 p14.01 TTTCCAGAAGGATTGTAATAAATTTACAACAGGTGAGACCA
oe_hev_g150,p14.02 CGAAATGCCCTGGCCCACCTTGCCGTGGGCAATGGTCTCACCTGTTGTAAATTTATTACA
oe_hev_ 150,914 03 TGGGCCAGGGCATTTCGGCTTGGAGTAAAACCTTTTGTGCTTTATTCGGCCCGTGGTTCC




os_hev g150 p14 04

GCGGAACCACGGOCCGAAT

oe_hev_g335 p14 01

CTTTCAGAAAGATTGTAACAAATTCACAACAGGTG

oe_hev g335 p14 02

ATACCCTGGCCUACCTTGOCGTGGGUAATAGTCTCACCTGTTATGAATTTGTTACAATC

e oe hev g335 014 03 AAGGTGGGCCAGGGTATTTCGGCCTGGAGTAAAACCTTTTGTGCTCTATTTGGACCGTGG
oe_ hev g335.014 04 ACGGAACCACGGTCCAAATAGAGCAC
oo hev g342 p14 01 CTTCCAGAAGGATTGTAATAAGTTTACAACGGGCGAGAC
oe_ hev_g342 p14 02 AGATATCCCCTGACCAACTTTGCCATGCGCTATTGTCTCGCCCGTTGTAAACTTAT
o oe_hev gdd2 p14 03 CAAAGTTOGTCAGGGGATATCTGCATGGAGTAAAACCTTTTGTGCTTTGTTCGGCCCATG
oe hev gidl pld 04 GCGGAACCATGGGCCGAACAAAGE
on_hev g350 014 01 CTTCCAGAAGGACTGTAATAAATTCACAACAGGCGAG
oe_hev g350.p14,02 GATATCCCCTGCCCAACTTTACCGTGCGCTATTGTCTCGCCTATTGTGAATTTATTACA
= oe_hev g350 p14 03 AAGTTGGGCAGGGGATATCTGCGTGGAGCAAGACCTTTTGTGCCCTAGTTTGGCCCATGGT
oe_ hev g350 p14 04 GCGGAACCATGGGCCAAACAGS
oe_hev_g533 p14 01 TTTCCAAAAGGATTGTAATAAATTTACCACAGGTGAGACAATAGC
oe hev g533 p14 02 CGCAGATATTCCCTGCCCAACCTTACCGTGCGCTATTGTCTCACCTGTGGTAAATT
= oe_hev g533 p14.03 GGCAGGGAATATCTGOGTGGAGTAAGACTTTCTGCGCTCTGTTTGGCOCCTGGTTC
oe_hev g533 p14 04 GCOGAACCAGGGGCCAAACA
oe_hev g756 p14 01 TTTCCAAAAGGATTGCAATAAGTTTACAACTGGTGAGACTATAGC
o on_hev g756 p14.02 CGATATACCCTGGCCAACCTTGCCATGGGCTATAGTCTCACCAGTTGTAAACTTATTG
oe hev g7596 014 03 GGTTGGCCAGGGTATATCGGCOTGGAGCAAGACCTTCTGCGCCCTATTCGGCCCGTGGTT
oe hav g756 pld 04 GCGGAACCACGOGCCGAACAG
oe hev g1142 pl4 01 CTTCCAGAAGGACTGCAATAAATTCACTACGG
oo hev g1142 pl4 02 ATCCCOTGOCCGACCTTACCGTGCGCTATCGTCTCACCCGTAGTGAATTTATTGCAGTCC
"8 on hev g1 142 014 03 AAGGTCGGGCAGGGGATATCTGCATGGAGCAAMACCTTCTGCGCTTTGTTCGGCCCTTGG
oe_ hev 21142 p14 04 GTGOAACCAAGGGCCGAACAAAG
e hev g1567 p14 01 TTTCCAGAAAGACTGCAATAAGTTTACAACTGGC
oo hev g1567 p14 02 ATCCCOTGCCCAACTTTGCCATGCGCTATTGTTTCGCCAGTTGTAMACTTATTGCAGTCT
w oe hev g1567 p14 03 AMMGTTOGGCAGOGGATATCTGCATGGAGTAAAACCTTTTGCGCCCTGTTTGGCCCCTGG
oe_hev g1567 p14 04 ACGGAACCAGGGGCCAAACAGGG
oo _hev g1568 p14.01 TTTCCAAAAAGACTGTAACAAGTTTACAACTGGTGAGACC
oe_hev_g1568_p14.02 GATATGCCOTGACCAACCTTGCCATGGGCAATGGTCTCACCAGTTGTAAACTTGTTAC
o oe_hev g1568 pl4 03 AAGGTTGGTCAGGGCATATCGGCCTGGAGTAAGACCTTTTGTGCTTTGTTTGGCCCGTGG
o8 hev g1568.p14 04 ACGGOAACCACGGGCCAMACAAAG
oe_hev g1 731 pld 00 CTTCCAGAAAGATTGTAATAAGTTTACAACAGGTGAGACGA
) oe_hev g1 731 pld 02 GATATACCCTGCCCGACCTTACCGTGCGCTATCGTCTCACCTGTTGTAAACTTATTAC
on_hev_g1731 p14 03 AGGTCGGGCAGGGTATATCTGCATGGAGTAAAACCTTCTGCGCTCTATTTGGCCCGTGGT
oe hev g1731 p14 04 GOGGAACCACGGGCCAAATAGA
oe_hev g2095 pi4 01 TTTCCAGAAGGATTGCGCCAAATTTACGTTG
oe hev g2095 p14. 02 GATATCCCCTGTCCCACTTTACCATGTGCAACGGGATCGTCCAACGTARATTTGGCGCA
— oe_hev g2095 p14 03 GTAAAGTGGGACAGGGGATATCTOCGTGGCCCAAAACTTTGTGTGCACTTTTTGGCCCCT
oe_hev g2005 pl4 04 CCOGAACCAGGGGCCAAAAAGTGCA
os_hev g2297 p14 01 CTTCCAGAAGGATTGTAATAAATTTACAACGGGTGAAACA
T oe_hev g2297 pl14 02 GGATATTCCCTGCCCGACTTTACCAGTGCGCTATTGTTTCACCCGTTGTAAATTTATTAC
oe_hev g2297 014,03 TCGGGCAGGGAATATCCGCATGOAGTAAGACCTTCTGTGCTCTGTTCGGCCCATGGTTCC
oe_hev g2207 p14 04 GCUGOGAACCATGGGCCGAAC
3075 oe_hev g3075 pl4 01 TTTCOAAAAGGACTGTAACAAGTTCACAACTGGTGAG




oe hev g3075 p14 02

CGATATACCCTGACCGACCTTACCATGGGCGATGGTCTCACCAGTTGTGAACTTGTTACA

oe_hev g3075 014 03

AGGTCGGTCAGGGTATATCGGCCTGOAGCAAGACTTTCTGCGCCCTGTTTGGCCCGTGGRT

o hev g3075 p1e 04

ACGGAACCACGGGCCAAACAGG

# 19 Westnile virus 7 51 T—REMRY / LHEERY

10 | Accession Isolate | Definition Length
1 | FJ483549 15803 | West Nile virus strain 15803 complete genomae 11030
19 | NC_D01563 9568 | West Nile virus (linsage Il strain 956) complets genoma 10962
34 | FUa25T21 Rab VLG 07 H ‘Wast Nile virus isolate Reb VLG 07 M polyprotein gene complate cds 10080
128 | FJ1S:131 B_1-05-Uu West Nile virus isolste 8 1-05-Uu complets genome 10845
127 | FU159130 5 50-05-Uu West Nile virus isolate 5 50-05-Uu complate genome 10845
1055 | DQ256376 B04954 | West Nile virus strain B04884 complete genome 11014
1063 | DQ176636 | Madagascar-AnMg798 | West Nile virus strain Madagascar—AnMg798 complets genoms 10866
1092 | AYT65264 Rabensburg Waest Nila virus strain Rabensburg isclate 97-103 complete genome 10972
1202 | AY688948 | Sarafend West Nile virus strain Sarafend complete genome 11057
1240 | AYB03654 EthAnd766 West Nile virus strain EthAnd766 complats genome 11029
# 20 Westnile virus 1754 ¥ — (EAL 100 D HER)
Par | | Primer 1 Primer | eI
G O (Forwa | SEBER(Forward) D (Rever | WEEN (Roverse) D degenern | FESTX
rd) se) cy il
1 81 | GGTTCCRBGCYATHGARAA 105 | CRCCNGARTGYTTCTTCCA 1 3092
3 59 | GGYAARGTHGGNCAGUG 105 | CROCNGARTGYTTCTTOCA 1 2
8 g | TNTTYGGMCONTGGTTCC 108 | CRCCNGARTGYTTCTTGCA 1" 22
9 81 | GGTTCORBGCYATHGARAA 113 | YCATRTTCCARAYDGTRTTCCA 1" M52
13 58 | GGYAARGTBGONCAGGO 113 | YCATRTTCOARAYDGTRTTCCA 4 4082
14 B0 | TYCARAARGAYTGYRMYAARTTYAD 72 | GOAACCANGOKOGRAA 15 14
15 88 | GARAAYGAYTTYTCNGARTTYGA 105 | CRCONGARTGYTTCTTCCA 15 183
18 39 | NARSAARGGYCARGAYOG 72 | GGAAGCANGGKCCRAA 15 195
i3 86 | TNTTYGGMCONTGGTTCC 113 | YCATRTTCCARAYDGTRTTCCA 5 3582
28 46 | GNATHACMTTYTTYCARAARGAYTG 72 | GGAACCANGGKCCRAA 18 128
2 136 | MVGCSAATGOYGARCC 138 | WCRTGYTGRTTVYCATARTCYTG 8 138
0 81 | GOTTCCRBGCYATHGARAA 01 | RAAYTCNOARAARTCRTTYTCAAA 18 1412
35 58 | GGYAARGTBOGNCAGGSG 81 | RAAYTCNOARAARTCRTTYTCAAA 18 2042
3 99 | GARAAYGAYTTYTCNGARTTYGA 13 | YCATRTTCCARAYDGTRTTCCA " 219
o 70 | GCNTGGMSYAARACYTTETG 105 | CROCNGARTOYTTCTTCCA 15 us2
L4 50 | TYCARAARGAYTGYRMYAARTTYAC 105 | CROCNGARTGYTTCTTCCA 18 a2
55 39 | NRRSAARGOYCARGAYGO 105 | CROCNGARTGYTTCTTGCA 18 w22
62 3% | NRRSAARGGYCARGAYGG 58 | CCOTGNCCVACYTTRCC 7 144
68 86 | TNTTYGGMCONTGGTTCC 91 | RAAYTCNGARAARTCATTYTCAAA 17 1542
82 31 | ATHCCHGCHMTBOAYTTYOA 33 | CCCTGNGCYTCRTGRAC 17 2467
L] 0 | GCNTGGMSYAARACYTTETG 113 | YCATRTTCCARAYDGTRTTCCA 17 |2
104 45 | GNATHACMTTYTTYCARAARGAYTG 105 | CRCCNGARTGYTTCTTCCA 17 4232
105 %0 | TYCARAARGAYTGYRMYAARTTYAC 113 | YCATRTTCCARAYDGTRTTOCA 7 “12
12 38 | NRRSAARGOYCARGAYGG 113 | YCATRTTCCARAYDGTRTTCCA "7 5282
{Ei] 122 | BKCHTWYTGGCCBCARAC 127 | RACNGAYCGCCADCC 1° 15
158 46 | GNATHACMTTYTTYCARAARGAYTG 113 | YCATRTTCCARAYDGTRTTCCA 18 4582




160 128 | GHTGOCGBTCNGTYGA 138 | WCRTGYTGRTTVYCRTARTOYTG 18 576
8 50 | TYCARAARGAYTGYRMYAARTTYAC 67 | GGOCRAANARDGGRCA 1] 108
187 39 | NRRSAARGGYCARGAYGD 55 | GGVGAWATNCCCTONCC 19 153
178 10 | GCNTOGMSYAARACYTTETG 81 | RAAYTCNOARAARTCRTTYTCAAA " 1772
m 39 | NRRSAARGGYCARGAYQG 67 | GGKCORAANARDGCRCA 1" 188
190 50 | TYCARAARGAYTGYRMYAARTTYAC 41 | RAAYTCNOARAARTCRTTYTCAAA W 432
191 120 | SHAAYTAYGCHCARTAYCGEGT 127 | RACNGAVCGCCADCC 1% 249
192 3 | NRRSAARGGYCARGAYGG 91 | RAAYTONGARAARTCATTYTCAAA 19 1742
207 179 | HTGGOGBTCNGTYGARAC 138 | WCRTGYTGRTTVYCRTARTCYTG % 573
208 40 | CYATGSTNRRSAARGGYCA 44 | TRAAYTTRAYRCARTOYTTYTGRAA 20 a2
209 46 | GNATHACMTTYTTYCARAARGAYTG §7 | GOMCCRAANARDGOROA 20 1"
238 46 | GNATHACMTTYTTYCARAARGAYTG #1 | RAAYTCMGARAARTCRTTYTCAAA 20 2552
248 126 | TBOAYATGAAYTUNATYACNTOBAC 127 | RACNGAVCGCCADGC H 120
m 119 | RRTGKKYTSYGGGGTG 123 | CNOTVGANGTRATNGARTTCATRTC H] 571487
282 81 | GGTTCORBGOYATHGARAA §7 | AVWMATTRTTYTGOGTDSWRTCRAA tH 1822
290 50 | GGYAARGTBGGNCAGGO 37 | AVWMATTRTTYTGDGTDSWRTCRAA n 1252
203 130 | KSTNATGSTYTGYRTHCAYGG 138 | WCRTGYTGRTTVYCRTARTCYTG 2 516
248 128 | GHTGGCGBTCNGTYGA 132 | SVCORGTRTARRSHETRTTDGTRTA e "
300 125 | CNWSYRTBOGAYATGAAYTCNATYAC 127 | RAONGAVCGCCADCC 2 126
02 86 | TNTTYGOMCCNTGGTTCC 97 | AVWMATTRTTYTGDGTOSWRTCRAA n 1752
313 45 | NMGHATHACMTTYTTYCARAARGA 48 | CAVAARGTYTTRSKCCANGC E 10z
34 128 | HTGGCGBTCNGTYGARAC 132 {STRTTOGTRTA E i
323 121 | VAAMGCBGTHGGYGO 132 | SVCCRGTRTARRSHSTRATTDGTRTA u m
3 131 | SYTAYACHAAYASDSYYTAYACYGG 138 | WORTGYTGRTTVYCATARTCYTG 24 am
29 120 | SHAAYTAYGCHCARTAYOGBOT 123 | CNOTVOANGTRATNGARTTCATRTC 1] 147
330 70 | GONTGGMSYAARACYTTRTG 97 | AVWMRTTRTTYTGDGTDSWRTCRAA FLd 1982
3 122 | BEKCHTWYTGGCCBCARAC 112 RT RTTDGTHTA % 258
33% 50 | TYCARAARGAYTGYRMYAARTTYAC §7 | AVWMRTTRTTYTGDGTDSWRTCRAA el 2642
m 3% | NRRSAARGGYCARGAYGO 97 | AVWMATTRTTYTGDGTDSWRTCRAA E ] Wiz
2 48 | GNATHACMTTYTTYCARAARGAYTG 47 | AVWMRTTRTTYTGDGTOSWRTCRAA EL 62
u 120 | SHAAYTAYGOHCARTAYCGBGT 132 | SVOCRGTRTARRSHSTATTOGTRTA o 2
350 126 | TBGAYATGAAYTCNATYACNTCBAC 122 | SYOCRGTAT, A n n
3% 125 | CNWSYRTBOAYATGAAYTONATYAC 132 | SVCCRGTATARRSHSTRTTDGTATA 0 219
# 21 Human ParvovirusBl9 754 v —Fat &S/ LA

1D | Accession | Definition Length

1 | FJ581158 | Human parvovirus B1§ isolate KU1 complete genome 5412

26 | GM703864 | Sequence 133 from Patent WO2008089193 5017

28 | GM703862 | Sequence 131 from Patent WO2008089193 4844

30 | GM703860 | Sequence 129 from Patent WO2008089183 4846

158 | GM703832 | Sequence | from Patent WO2008089183 4778

103 | Da3ssezr mmmsim«- BN32.2 non—structural protmin NS1 (NS1) minor capsid protein VP1 (VP1) and 4767

major capsid protein VP2 (VP2) genes complets cds
561 | passioss %Tgm:nnsuﬂ (NS1) 75 kDa protein (NS1) VP1 (VP1) 9.5 kDa protein (VP1) and 4448

— 58 —




7 22

Human ParvovirusB19 B 7 51 <— (EAL 100 DA FER)

Prim 721
Pa | Primesr ID o D ) =0 e
" (Forwar BERNTFormerd, (Re | SEEM (Reversa) dugene
o | & very racy # 1%
[ | &

1 1121 | AGTGGTGGTGAAAGCTCTGAA 1286 | TCTCCTGAACTGGTCCCG o 124

H 1882 | AAGACTTACACAAGCCTGOGC 1981 | AGTCATGAATCCTTGCAGCACT o LF2)

] 1121 | AGTGGTGOTOGAAAGCTOTOAA 1264 | GATTCTCCTGAACTGGTCCO 0 (Fs]

4 11331 | AGTGGTGGTGAAAGOTCTGA 1268 | TCTCCTGAACTGGTCOCO o 125

5 1854 | GAAGACTTACACAAGOCTGGO 181 | AGTCATGAATCCTTGCAGCACT ] 25

L] 1882 | AAGACTTACACAAGCCTGGGE 1846 | AGTCATGAATCCTTGCAGCAC ] A}

7 1123 | CAGTGGTGGTGAAAGOTCTG 1266 | TCTCCTGAACTGGTCCCO o 126

8 1854 | GAAGACTTACACAAGCCTGOG 16846 | AGTCATGAATCCTTGCAGOAC o 126

(] 1133 | AGTGGTGGTGAAAGOTCTGA 1264 | GATTCTCOTGAAGTGGTGEO o 126
(1] 1882 | AAGACTTACACAAGCCTGGGS 1851 | AAGTCATGAATCCTTGCAGCA ] 126
n 1854 | GAAGACTTACACAAGCCTGGG 1851 | AAGTCATGAATCCTTGOAGCA ] m
L} 1802 | AAGACTTACACAAGCOTGGGT 1881 | CTAAAGTCATGAATCOTTGOAGS 0 LHi)
13 1128 | GCAGTGOTGGTOAAAGOTCT 1268 | TCTCCTGAACTGGTCCCO 0 2
14 123 | CAGTGGTOGTGAAAGCTCTG 1264 | GATTCTCCTGAACTOGTCCC [] 27
15 1113 | AGCAGTGGTGGTGAAAGETC 1266 | TCTCCTGAACTGGTCCCG 0 128
18 1854 | GAAGACTTACACAAGCCTCGOO 1963 | CTAAAGTCATGAATCCTTGCAGC 0 128
17 1862 | AAGACTTACACAAGCCTGGGC 1969 | TACOTAAAGTCATGAATCCTTGCAG a 128
18 1126 | GCAGTGGTGGTGAAAGCTCT 1284 | GATTCTCOTGAACTGATCGC o 128
mw 1862 | AAGACTTACACAAGCCTGOGO 1671 | ATACCTAAAGTCATGAATCCTTGCA o 128
0 1854 | GAAGACTTACACAAGCCTGGG 1908 | TACOTAAAGTCATOAATCCTTGOAG o 128
n 1113 | AGCAGTGGTGGTOAAAGCTC 1264 | GATTCTCCTGAACTQOTCOC o 129
n 1108 | AGCAGTGGTGGTGAAGCT 1268 | TCTCOTGAACTGGTCCCG o 129
2 1108 | AGCAGTGGTGGTOGAAAGCT 1284 | QATTCTCCTGAACTOGTCCC 0 LE
4 1108 | CAGCAGTGOTGGTGAAAGT 1266 | TCTCCTOAACTGATCCCG [ 130
5 1862 | AAGACTTACACAAGCCTGGGC 1956 | TATACOTAAAGTOATGAATCGTTGO a 130
F 1854 | GAAGACTTACACAAGOCTGGG 171 | ATACCTAAAGTCATGAATCCTTGOA a 130
an 1862 | AAGACTTACACAAGCCTGGGE 1654 | CTATACCTAAAGTCATGAATCCTTG o m
i 1854 | GAAGACTTACACAAGCCTGAGN 1658 | TATACCTAAAGTCATGAATCCTTGE ] m
n 1124 | GCAGCAGTGGTGGTGAAAG 1266 | TOTCCTGAACTGGTOCCO ] m
0 1108 | CAGCAGTOGTGGTGAAAGC 1264 | GATTCTCOTQAACTGOTOCC o a1
n 1124 | GOAGCAGTGOTGOTGAAAG 1264 | GATTCTCOTGAACTGGTCCC ] 132
n 113 | AGCAGCAGTGGTGGTOAAA 1266 | TCTCCTGAACTGGTCCCO 0 132
1 1862 | AAGACTTACACAAGCCTGGGC 1067 | QCTATACCTAAAGTCATGAATCCTT 0 132
£ 1854 | GAAGACTTACACAAGCCTGOG 1954 | CTATACOTAAAGTOATGAATOOTTG L] 132
] 1854 | GAAGACTTACACAAGCCTGGG 1967 | GOTATACCTAAAGTCATGAATCCTT [ 133
k] 1130 | AGCAGCAGTGGTGATGAA 1288 | TCTCCTGAACTGATCCCG ] 173
n 1134 | AGCAGCAGTGGTOGTGAAA 1284 | GATTCTCOTGAACTGGTCCC 0 13
a8 1862 | AAGACTTACACAAGCCTOGGE 1950 | GOOTATACCTAAAGTCATGAATCCT o m
» 1128 | AGCAGCAGTGGTGGTGA 1288 | TCTCCTGAACTGGTCCCG o 134
40 1854 | GAAGACTTACACAAGCCTGOO 1950 | OGCTATACCTAAAGTCATGAATCOT a 134
41 1862 | AAGACTTACACAAGCCTGGOC 1844 | TGGOTATACCTAAAGTCATGAATCC (] 124
L] 1130 | AGCAGCAGTGGTGGTGAA 1264 | GATTCTOCTGAACTGGTCCC Q 134




