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1 1634 CTCTGGAAAGGTGAAGGGG 2381 1667 | ACCTGCCATCTGTTTTCCATA 2436 0 109
6 1634 | CTCTGGAAAGGTGAAGGGG 2381 1682 | AKCACCTGCCATCTGTTTTC 2452 1 113
8 1634 | CTCTGGAAAGGTGAAGGGG 2381 1702 CATCCTGTCTACYTGGCCACAC 2473 1 137
20 1603 | GGAAAGGACCAGCMAARCT 2333 1667 | ACCTGCCATCTGTTTTCCATA 2436 2 129
27 31 ACTAGCGGAGGCTAGAAGGAGA 93 39 ARCTCYCTGCTTGCCCATAC 154 2 146
30 18 | AGGACTCGGCTTGCTGA 41 33 | ARCTCYCTGCTTGCCCATAC 154 2 223625
32 1987 | GGCAGGAAGAAGCGGA 2894 2007 | CCACTRTCTTCTGCTCTITCYCT 2918 2 - 257125
43 1603 | GGAAAGGACCAGCMAARCT 2333 1682 | AKCACCTGCCATCTGTTTITC 2452 3 133
51 1579 GRTACAGTGCASGGGAAAGAATA 2256 1604 | TTKGCTGGTCCTTTCCAAA 2338 3 141
54 523 | ACYCTTTGGCARCGAGC 810 576 CCTCCAATTCCYCCTATCATTT 895 3 147.875
57 31 ACTAGCGGAGGCTAGAAGGAGA 93 44 | YARCTCYCTGCTTGCCCA 159 3 149
68 1571 ARATGGCAGTATTCATYCACAATT 2200 1604 | TTKGCTGGTGCTTTCCAAA 2338 3 188
75 1597 MAACTARAGAAYTACAAAAACAAAT 2289 1667 ACCTGCCATCTGTTTTCCATA 2436 3 201
79 1928 | CRRCAYAGCAGAATAGGCATT 2819 1977 CCGCTYCTTCCTGCCAT 2881 3 202
83 507 | RCYAGRGCCAACAGCCC 780 540 | CTAATACTGTATCATCTGCTCCTGT 832 3 203.875
96 18 | AGGACTCGGCTTGCTGA 41 44 | YARCTCYCTGCTTGCCCA 159 3 226625
100 1721 | TGTGGCARGTAGACAGGATGA 2495 1776 | CTCCATTCKATGGAGACYCC 2574 3 241
102 568 | CAGGAGCAGATGATACAGTATTAGA 868 637 | TTACYGGYACAGTKTCAATAGGACT 1001 3 243
104 1987 | GGCAGGAAGAAGCGGA 2894 2000 | CACTRTCTTCTGCTCTTTCYCTWAT 2911 3 254125
117 482 | RGGGYTGTTGGARATGTGG 727 540 | CTAATACTGTATCATCTGCTCCTGT 832 3 326.375
125 530 | YTCCCTCARATCACYCTTTGG 817 552 | TCYTCTAATACTGTATCATCTGCTC 845 4 101.875
139 1507 | CCTACAAYCCCCAAAGYCA 2120 1546 | ATACTGCCATYTGKACTGCTGTC 2163 4 116
149 806 | CCACARGGATGGAAAGGATC 1236 836 | CTACATAYAARTCATCCATRTATTG 1273 4 117,125
181 1947 | CCRGGRRGYCAGCCT 2847 1877 | CCGCTTCTTCCTGCCAT 2881 4 125625
186 1949 | ATCCRGGRRGYCAGCC 2849 1977 | CCGCTTCTTCCTGCCAT 2881 4 126.625
195 1463 | GCAGGMAGRTGGCCAGT 2051 1504 | GRCTTTGGGGRTTGTAGGG 2116 4 135
213 1217 | CAGACTCACARTATGCAWTAGGAAT 1744 1265 | TYGTTCATTYCCTCCAATYCC 1797 4 147
: 235 2286 | ATAGTGCAACAGCARARCAATYTG 3397 2350 | TTCCAGAGCARGCCCAA 3484 4 160
E 236 1056 | ACTAATGATGTAARRCARTTAACAG 1546 1103 | AAACTCCCAYTCAGGAATCCA 1602 4 160
t 243 2271 RTTGTCTGGHATAGTGCAACAGC 3377 2350 | TTCCAGAGCARCCCCAA 3484 4 171
| 245 1507 | CCTACAAYCCCCAAAGYCA 2120 1574 | CTTTCCCSTGCACTGTAYCC 2243 4 174
j 246 1384 | GGACAAGTAGAYTGTAGYCCAGG 1950 1473 | CTGGCCAYCTKCCTGCTA 2062 4 175
256 507 | RCYAGRGCCAACAGCCC 780 548 | CTGTATCATCTGCTCCTGTRTCTAA 841 4 197.875
284 506 | SAGRCYAGRGCCAACAGC 778 540 | CTAATACTGTATCATCTGCTCCTGT 832 4 205,875
294 1549 GCTGARCAYCTTARGACAGCAGT 2166 1604 | TTKGCTGGTCCTTTCCAAA 2338 4 214
297 590 | GATAGGRGGAATTGGAGGYTT 921 656 | CCATCCATBCCTGGCTT 1028 4 216
304 2018 | GAAAGAGCAGAAGAYAGTGGMAA 2930 2067 | ACARGCATGTGTRGCCCA 2999 4 238.5
327 507 RCYAGRGCCAACAGCCC 780 576 CCTCCAATTCCYCCTATCATTT 895 4 261.875
330 1133 GATTCCTGARTGGGAGTTTGT 1633 1193 | TGAGTCTGTYACTATRTTYACTTCT 1717 4 263
341 482 RGGGYTGTTGGARATGTGG 727 548 | CTGTATCATCTGCTCCTGTRTCTAA 841 4 320.375
361 1987 GGCAGGAAGAAGCGGA 2894 2044 | YTGCWTCTYYCCACACAGG 2963 4 403.625
363 31 ACTAGCGGAGGCTAGAAGGAGA 93 98 | YTGRTGTACCATTTGYCCYTG 239 4 453.5
366 2304 | ACRGTCTGGGGYATYAARCA 3428 2350 | TTCCAGAGCARCCCCAA 3484 5 101
369 1133 | GATTCCTGARTGGGAGTTTGT 1633 1149 | CTGCYCCATCTACATAGWARGTYTC 1653 5 102
3N 1507 | CCTACAAYGCCCCAAAGYCA 2120 1539 | ACTGCTGTCYTAAGRTGYTCAGC 2156 5 102
377 198 | GGRGCCACYCCACAAGA 348 224 | ATTCWGCAGCYTCMTCATTGA 394 § 106
378 2311 MRCTCACRGTCTGGGGYAT 3435 2350 | TTCCAGAGCARCCGCAA 3484 5 107
383 107 CARGGRCAAATGGTACAYCA 249 156 | ATAATGCTGWRAACATGGGTATTAC 299 5 108
389 1133 | GATTCCTGARTGGGAGTTTGT 1633 1152 CTRYTWGCTGCYCCATCTACATAG 1656 5 110
396 1571 ARATGGCAGTATTCATYCACAATT 2200 1587 | TTGTTTTTGTARTTCTYTAGTTKGT 2275 5 111
469 107 | CARGGRCAAATGGTACAYCA 249 182 | GGCYCCYTCTGATAATGCTG 329 5 124
478 172 | ATACCCATGTTYWCAGCATTATCAG 316 224 | ATTCWGCAGCYTCMTCATTGA 394 5 125
488 1217 | CAGACTCACARTATGCAWTAGGAAT 1744 1251 YTTRTGYGCTGGTACCCATG 1783 5 127
491 507 | RCYAGRGCCAACAGCCC 780 513 | CCAAAGRGTGATYTGAGGGA 800 5 127
528 1228 | GCAWTAGGAATYATTCARGCACA 1755 1265 | TTGTTCATTYCCTCCAATYCC 1797 5 135
538 107 | CARGGRCAAATGGTACAYCA 249 191 | TCTTGTGGRGTGGCYCC 338 5 138
598 1579 | GRTACAGTGCASGGGAAAGAATA 2256 1622 | CCTTCACCTTTCCAGAGDAGYTT 2360 5 158
610 1483 | HGCMTGTTGGTGGGC 2094 1546 | ATACTGCCATYTGKACTGCTGTC 2163 5 161
628 18 | AGGACTCGGCTTGCTGA 41 34 | CKYAACCKRATTTTYTCGCA 133 5 166.625
636 568 | CAGGAGCAGATGATACAGTATTAGA 868 621 | ATTATRTTGAYAGGNGTAGGTCCTA 963 5 169
639 2253 | GCAGGAAGYACKATGGGC 3346 2305 | AGGACTCTTGYCYGGAGYTG 3429 5 170
645 848 | AATAYATGGATGAYTTRTATGTAGG 1286 927 | ACTGTCCATYTRTCAGGATGGAG 1372 5 1
649 1056 | ACTAATGATGTAARRCARTTAACAG 1546 1115 | GGGGTRTTRACAAACTCCCA 1614 5 172
658 2253 | GCAGGAAGYACKATGGGC 3346 2325 | TATCTTTCYASAGCYAGGACTCTTG 3450 5 180
667 590 | GATAGGRGGAATTGGAGGYTT 921 637 | TTACYGGYACAGTKTCAATAGGAGCT 1001 5 186
668 198 | GGRGCCACYCCACAAGA 348 266 | AGTAGYTCCWGCTATRTCACTTCCC 451 5 188
683 506 | SAGRCYAGRGCCAACAGC 779 548 | CTGTATCATCTGCTCCTGTRTCTAA 841 5 199.875
684 25 | RCWCRGCAAGAGGCGAG 58 39 | ARCTCYCTGCTTGCCCATAC 154 5 201.625
687 421 | ATGACAGCATGYCARGGAGT 655 462 | CCAACARCCCYTTTTYCTAGG 700 5 202.875
690 1038 | AAAATCTRAARACAGGRAARTATGC 1528 1103 | AAACTCCCAYTCAGGAATCCA 1602 5 204
693 1571 ARATGGCAGTATTCATYCACAATT 2200 1622 | CCTTCACCTTTCCAGAGDAGYTT 2360 5 205
698 1278 | TTGGAGGRAATGAACAAGTRGATAA 1815 1364 | CATGCAWRGCTTCYCCTTTT 1917 5 206
727 1463 | GCAGGMAGRTGGCCAGT 2051 1539 | ACTGCTGTCYTAAGRTGYTCAGC 2156 5 216




734 1592 | ATAKCAWCAGAYATACMAACTARAG 2282 1667 | ACCTGCCATCTGTTTTCCATA 2436 5 217
739 1489 | HGCMTGTTGGTGGGC 2094 1574 | CTTTCCCSTGCACTGTAYCC 2243 5 219
742 1507 | CCTACAAYCCCCAAAGYCA 2120 1587 | TTGTITITGTARTTCTYTAGTTKGT 2275 5 221
745 1920 | TYRYHCATTTCAGAATTGGGTG 2802 1977 | CCGCTTCTTCCTGCCAT 2881 5 224
748 1924 | GTTYRYHCATTTCAGAATTGGG 2806 1977 | CCGCTTCTTGCTGCCAT 2881 5 226
749 928 | CTCCATCCTGAYARATGGACAGT 1373 885 | TAGAATYTCCCTRTTYTCTGCCA 1462 § 226
764 1842 | ARGAYAGATGGAACRAGCCC 2686 1906 | YGRCACCCAATTCTGAAATG 2718 5 238
781 1701 | GMTGATWGTGTGGCARGTAGACA 2472 1776 | CTCCATTCKATGGAGACYCC 2574 5 247
793 482 | RGGGYTGTTGGARATGTGG 727 513 | CCAAAGRGTGATYTGAGGGA 800 5 2495
812 1976 | ATYTMCYATGGCAGGAAGAAGC 2880 2007 | CCACTRTCTTCTGCTCTTTCYCT 2918 5 260.125
820 506 | SAGRCYAGRGCCAACAGC 779 576 | CCTCCAATTCCYCCTATCATTT 885 5 263.875
830 1133 | GATTCCTGARTGGGAGTTTGT 1633 1194 | AYTGTGAGTCTGTYACTATRTTYAC 1720 5 267
844 2476 | GGARCCTGTGCCTYTTCAG 3637 2503 | AGCCCTGTCTKATTCTTSTRGGTAT 3676 5 2715
845 1899 | GGGATACYTGGRMRGGRGT 2769 1977 | CCGCTTCTTCCTGCCAT 2881 5 281
847 483 | RGARGGMCAYCARATGAAAGA 728 540 | CTAATACTGTATCATCTGCTCCTGT 832 § 302.375
863 2355 | GGGGYTGCTCTGGAAAA 3489 2421 | GTGARTAKCCCTKCCTRACTCTATT 3578 5 353
875 1987 | GGCAGGAAGAAGCGGA 2894 2037 | YYCCACACAGGHACYCCATA 2955 5 394,625
882 2355 | GGGGYTGCTCTGGAAAA 3489 2443 | KCTCKGCAGCTYCTTCTTCKAT 3600 5 434
885 1928 | CRRCAYAGCAGAATAGGCATT 2819 2007 | CCACTRTCTTICTGCTCTTTCYCT 2918 § 436.125
895 236 | AKGARGCTGCWGAATGGG 406 255 | CTAGTAGYTCCWGCTATRTCACTTC 440 6 101
899 175 | GARGTAATACCCATGTTYWCAGCA 319 211 | AACATTTGCATDGCTGCYTG 377 6 101
900 1542 | GCTGARCAYCTTARGACAGCAG 2159 1578 | ATTATRTCTAYTATTCTTTCCCSTG 2253 6 101
910 199 | GRGCCACYCCACAAGAYTT 350 224 | ATTCWGCAGCYTCMTCATTGA 394 6 103
919 143 | CTAGRACYTTRAAYGCATGGGT 286 191 | TCTTGTGGRGTGGCYCC 338 6 105
928 1592 | ATAKCAWCAGAYATACMAACTARAG 2282 1604 | TTKGCTGGTCCTTTCCAAA 2338 8 107
931 813 | GAAAGGATCMCCRGCARTA 1243 836 | CTACATAYAARTCATCCATRTATTG 1273 8 107.125
932 2286 | ATAGTGCAACAGCARARCAATYTG 3397 2325 | TATCTTTCYASAGCYAGGACTGTTG 3450 8 108
935 1587 | MAACTARAGAAYTACAAAAACAAAT 2289 1622 | CCTTCACCTTTCCAGAGDAGYTT 2360 8 108
943 2271 | RTTGTCTGGHATAGTGCAACAGC 3377 2305 | AGGACTCTTGYCYGGAGYTG 3429 8 108
946 2450 | RAATMGAAGAAGRAGGTGGMGA 3608 2463 | GGTARCTGAARAGGCACAGG 3624 6 110
967 928 | CTCCATCCTGAYARATGGACAGT 1373 975 | SRTAAATYTGRCTTGCCCA 1438 [ 114
87 1228 | GCAWTAGGAATYATTCARGCACA 1785 1251 | YTTRTGYGCTGGTACCCATG 1783 6 115
976 1316 | ATTGGARARCAATGGYYAGTGA 1867 1369 | GRCTACARTCTACTTGTCCATGCA 1926 6 115
1012 2271 | RTTGTCTGGHATAGTGCAACAGC 3377 2325 | TATCTTTCYASAGCYAGGACTCTTG 3450 6 119
1045 1278 | TTGGAGGRAATGAACAAGTRGATAA 1815 1310 | CACTRRCCATTGYTYTCCAATT 1860 6 123
1101 506 | SAGRCYAGRGCCAACAGC 779 513 | CCAAAGRGTGATYTGAGGGA 800 6 129
1115 1384 | GGACAAGTAGAYTGTAGYCCAGG 1950 1444 | TGYCCTGTYTCTGYTGGRAT 2024 6 129
1161 1380 | GCATGGACAAGTAGAYTGTAGYCC 1946 1444 | TGYCCTGTYTCTGYTGGRAT 2024 8 132
1183 1579 | GRTACAGTGCASGGGAAAGAATA 2256 1602 | GGTCCTTTCCAAABWGGRTC 2326 8 134
1203 203 | CARGCAGCHATGCAAATGT 365 266 | AGTAGYTCCWGCTATRTCACTTCCC 451 6 135
1212 806 | CCACARGGATGGAAAGGATC 1236 841 | CTATTTCTAARTCWGANCCTACATA 1278 6 135.125
1235 1549 | GCTGARCAYCTTARGACAGCAGT 2166 1587 | TTGTTTITGTARTTCTYTAGTTKGT 2275 6 137
1271 848 | AATAYATGGATGAYTTRTATGTAGG 1286 892 | CATCCAAAGRAATGGDGGTTC 1336 8 141
1297 1721 | TGTGGCARGTAGACAGGATGA 2495 1742 | CTAVIGGRATRTGTACTTCTGARCT 2526 6 145
1306 848 | AATAYATGGATGAYTTRTATGTAGG 1286 897 | ATAHCCCATCCAAAGRAATGG 1341 8 147
1307 1489 | HGCMTGTTGGTGGGC 2094 1538 | ACTGCTGTCYTAAGRTGYTCAGC 2156 [} 147
1313 2253 | GCAGGAAGYACKATGGGC 3346 2300 | YTTRATRCCCCAGACYGTGAG 3424 6 149
1322 1402 | ATATGGCAAYTRGATTGYACMCA 1971 1473 | CTGGCCAYCTKCCTGCTA 2062 6 151
1338 1248 | CATGGGTACCAGCRCAYAA 1779 1310 | CACTRRCCATTGYTYTGCAATT 1860 6 153
1343 1278 | TTGGAGGRAATGAACAAGTRGATAA 1815 1328 | YTTTGCTACYAYRGGTGGCA 1879 6 154
1351 750 | AAARRTCAGTAWCAGTAYTRGATGT 1165 808 | GATCCTTTCCATCCYTGTGG 1239 § 155.125
1391 2018 | GAAAGAGCAGAAGAYAGTGGMAA 2930 2044 | YTGCWTCTYYCCACACAGG 2963 6 161.5
1401 421 | ATGACAGCATGYCARGGAGT 655 453 | GYCCTKCYYTGCCACA 690 6 163.875
1419 1278 | TTGGAGGRAATGAACAAGTRGATAA 1816 1337 | CAGYTRGCYACTATTTCYTTTGCTA 1888 6 166
1450 1696 | AAAACAGATGGCAGGTGMTG 2467 1742 | CTAVTGGRATRTGTACTTCTGARCT 2526 [ 170
1479 1687 | AYTATGGAAAACAGATGGCAGGT 2458 1742 | CTAVTGGRATRTGTACTTCTGARCT 2626 ] 174
1493 1448 | CARCAGARACAGGRCARGA 2028 1504 | GRCTTTGGGGRTTGTAGGG 2116 6 177
1504 198 | GGRGCCACYCCACAAGA 348 264 | CTATRTCAGTTCCCSTWGGKTC 449 6 180
1509 1571 | ARATGGCAGTATTCATYCACAATT 2200 1602 | GGTGCTTTCCAAABWGGRTC 2326 § 181
1522 1248 | CATGGGTACCAGCRCAYAA 1778 1328 | YTTTGCTACYAYRGGTGGCA 1879 6 184
1525 2431 | ATAGAGTYAGGMAGGGMTAYTCACC 3588 2463 | GGTARCTGAARAGGCACAGG 3624 6 185
1529 198 | GRGCCACYCCACAAGAYTT 350 266 | AGTAGYTCCWGCTATRTCACTTCCC 451 § 185
1531 1928 | CRRCAYAGCAGAATAGGCATT 2819 1953 | CCATRGKARATGCCTAAGCC 2857 6 186
1533 1601 | CAAAAACAAATYWYAMAWATTCRAA 2299 1667 | ACCTGCCATCTGTTTTCCATA 2436 6 187
1545 1001 | GGCAGARAAYAGGGARATTCTAAA 1468 1048 | TTAAYTGYYTTACATCATTAGTGTG 1539 6 189
1569 1158 | ARACYTWCTATGTAGATGGRGCAGC 1663 1210 | TTCCTAWTGCATAYTGTGAGTCTGT 1736 6 192
1572 1783 | GGRGTCTCCATMGAATGGAG 2586 1812 | CCAARTAYTGTARRGATCCTACCTT 2646 6 192
1607 1248 | CATGGGTACGAGCRCAYAA 1779 1337 | CAGYTRGCYACTATTTCYTTTGCTA 1888 6 196
1615 1851 | AGRGARGCCMYACAATGAATGG 2709 1906 | YGRCACCCAATTCTGAAATG 2779 6 197
1617 2253 | GCAGGAAGYACKATGGGC 3346 2330 | RCTKTTGATCCYKTAGGTATCTTTC 3455 6 197
1621 590 | GATAGGRGGAATTGGAGGYTT 921 641 | GGCTTYAATKTTACYGGYACAGT 1009 6 198
1623 1156 | GAGYAGARACYTWCTATGTAGATGG 1661 1210 | TTCCTAWTGCATAYTGTGAGTCTGT 1736 6 198
1628 331 | GACATAARACARGGRCCAAARGA 540 391 | GRCATGCTGTCATCATTTCYTC 624 6 198
1632 172 | ATACCCATGTTYWCAGCATTATCAG 316 264 | CTATRTCACTTCCCSTWGGKTC 448 6 199
1679 25 | RCWCRGCAAGAGGCGAG 58 44 | YARCTCYCTGCTTGCCCA 159 6 204.625
1684 198 | GGRGCCACYCCACAAGA 348 269 | TGTTCYTGMAGGSTACTAGTAGYTC 454 6 205
1713 568 | CAGGAGCAGATGATACAGTATTAGA 868 628 | RGTRCARCCMAKYTGAGTCAA 981 6 207
1722 806 | CCACARGGATGGAAAGGATC 1236 876 | RTCTGGTGTRKWRAATCCCCA 1317 ] 207.125
1764 407 | CAHTAGARGAAATGATGACAGCATG 641 462 | CCAACARCCCYTTTTYCTAGG 700 6 211.875




1786 421 | ATGACAGCATGYCARGGAGT 655 466 | KYCCACATYTCCAACARCC 706 6 214.875
1791 1038 | AAAATCTRAARACAGGRAARTATGC 1528 1115 | GGGGTRTTRACAAACTGCCCA 1614 6 216
1798 732 | AGRACTCARGAYTTYTGGGARGT 1143 808 | GATCCTTTCCATCCYTGTGG 1239 [ 218.25
1812 2227 | TRARRRACAATTGGAGAAGTGAATT 3280 2266 | GCTGTTGCACTATDCCAGACAA 3369 6 225
1815 1721 | TGTGGCARGTAGACAGGATGA 2495 1774 | CMTGMCCCARDTGCCA 2571 § 228
1830 1549 | GCTGARCAYCTTARGACAGCAGT 2166 1622 | CCTTCACCTTTCCAGAGDAGYTT 2360 § 231
1845 933 | GGGDTATGARCTCCATCCTGA 1378 995 | TAGAATYTCCCTRTTYTCTGCCA 1462 6 238
1850 573 | TRYMAGGAARATGGAAACCAAAA 879 656 | CCATCCATBCCTGGCTT 1028 8 239
1875 2016 | GRATWAGRGAAAGAGCAGAAGAYAG 2928 2067 | ACARGCATGTGTRGCCCA 2989 6 245.5
1885 713 | GAGRAAATTRGTRGAYTTCAGRGA 1119 808 | GATCCTTTCCATCCYTGTGG 1239 6 251.25
1890 1124 | ARTGGGAGTTTGTYAAYACCCC 1624 1193 | TGAGTCTGTYACTATRTTYACTICT 1717 6 254
1898 1976 | ATYTMCYATGGCAGGAAGAAGC 2880 2000 | CACTRTCTTCTGCTCTTICYCTWAT 2911 6 251,125
1912 1124 | ARTGGGAGTTTGTYAAYACGCC 1624 1195 | WTGCATAYTGTGAGTCTGTYACTAT 1721 6 264
1950 2478 | GTGCCTYTTCAGYTACCRCC 3639 2503 | AGCCCTGTCTKATTCTTSTRGGTAT 3676 6 269.5
1960 1721 | TGTGGCARGTAGACAGGATGA 2485 1790 | GGYCWGGRTCTAYTTGTGTRCTATA 2589 & 271
1993 1896 | TCTATRAHAMYTATGGGGATACYTG 2765 1977 | GCGCTTCTTCCTGCCAT 2881 6 290
1996 483 | RGARGGMCAYCARATGAAAGA 728 548 | CTGTATCATCTGCTCCTGTRTCTAA 841 6 296.375
2001 455 | GTGGCARRGMAGGRCA 692 513 | CCAAAGRGTGATYTGAGGGA 800 6 300.5
2012 481 | ATGTGGRMRRGARGGMCA 125 540 | CTAATACTGTATCATCTGCTCCTGT 832 § 314.375
2021 1783 | GGRGTCTCCATMGAATGGAG 2586 1859 | CCATTCATTGTRKGGYTCYCT 2719 8 323
2022 1842 | ARGAYAGATGGAACRAGCCC 2686 1937 | GGATGVITCCAGGGSTC 2834 6 323.375
2044 2511 | CCYASAAGAATMAGACAGGGCTT 3697 2544 | AAYTARCCCWTGCAGTCCCC 3763 6 350.875
2050 1947 | CCRGGRRGYCAGCCT 2847 2007 | CCAGTRTCTTCTGCTCTTTCYCT 2918 6 359.756
2051 483 | RGARGGMCAYCARATGAAAGA 728 576 | CCTCCAATTCGGYCCTATCATTT 895 6 360.375
2052 1949 | ATCCRGGRRGYCAGCC 2848 2007 | CCACTRTCTTCTGCTCTTITCYCT 2918 6 360.75
2055 442 | AGRGTWTTRGCTGARGCAATGAG 677 513 | CCAAAGRGTGATYTGAGGGA 800 8 395.375
2068 1928 | CRRCAYAGCAGAATAGGCATT 2818 2000 | CACTRTCTTCTGCTCTTTCYCTWAT 2011 6 433.125
2077 2355 | GGGGYTGCTCTGGAAAA 3489 2449 | GYCTYKCTCKCCACCTYCT 3607 6 442
2083 2188 | AGGRGARTTTTTCTAYTGYAATACA 3202 2266 | GCTGTTGCACTATDCCAGACAA 3369 6 497
2085 1323 | GYYAGTGAKTTTAAYYTGCCACC 1874 1370 | GGRCTACARTCTACTTGTCCATGC 1928 7 101
2086 900 | CHCCATTYCTTTGGATGGG 1344 855 | YTTYTGTATRTCATTRACAGTCCAG 1415 7 101
2080 1571 | ARATGGCAGTATTCATYCACAATT 2200 1586 | ARTTCTYTAGTTKGTATRTCTGWTG 2274 7 101
2081 362 | GAMACCYTGYTRRTCCAAAATG 593 398 | CCYTGRCATGCTGTCATCA 633 7 101
2082 1580 | TACMAACTARAGAAYTACAAAAACA 2211 1612 | CAGAGDAGYTTKGCTGGTCCT 2349 7 101
2096 542 | GARGCYCTWTTAGAYACAGGAGCA 835 585 | TTACYTTRATAAARCCTCCAATTCC 914 7 101
2087 136 | ACCTAGRACYTTRAAYGCATGG 279 194 | GRGTGGCYCCYTCTGA 341 7 101
2088 1124 | ARTGGGAGTTTGTYAAYACCCC 1624 1152 | CTRYTWGCTGCYCCATCTACATAG 1656 7 101
2102 936 | CTCCATCCTGAYARATGGACA 1381 865 | TGCCCARTTYARTTTYCCYAC 1427 7 101
2111 2050 | GTDCCTGTGTGGRRAGAWGC 2970 20687 | ACARGCATGTGTRGCCCA 2899 7 102
2113 2319 | TCCRGRCAAGAGTCCTRGC 3444 2368 | GCACABYAGTGGTGCARAT 3504 7 102
2122 2445 | RAGGTGGMGAGMRAGRCA 3603 2463 | GGTARGTGAARAGGCACAGG 3624 7 102
2161 2324 | CARCTCCRGRCAAGAGTCCT 3448 2368 | GCACABYAGTGGTGCARAT 3504 7 109
2168 1078 | TARTVATATGGGGAAARAYYCCTAA 1574 1103 | AAACTCCCAYTCAGGAATCCA 1602 7 105
2187 2450 | RAATMGAAGAAGRAGGTGGMGA 3608 2472 | GTARCTGAARAGGCACAGGYTC 3633 7 107
2188 353 | RYTGGATGACMGAMACCYTG 584 381 | GRCATGCTGTCATCATTTCYTC 624 7 107
2209 1947 | CCRGGRRGYCAGCCT 2847 1953 | CCATRGKARATGCCTAAGCC 2857 7 108.625
2218 1949 | ATCCRGGRRGYCAGCC 2849 1953 { CCATRGKARATGCCTAAGCC 2857 7 110.625
2232 1783 | GGRGTCTCCATMGAATGGAG 2586 1805 | TYCTTATRGCAGWKTCTGMAAAACA 2623 7 111
2241 590 | GATAGGRGGAATTGGAGGYTT 921 621 | ATTATRTTGAYAGGNGTAGGTCCTA 963 7 112
2248 237 | GARGCTGCWGAATGGGAYAG 412 269 | TGTTCYTGMAGGSTACTAGTAGYTC 454 7 112
2258 1752 | AAGYTCAGAAGTACAYATYCCABTA 2538 1776 | CTCCATTCKATGGAGACYCC 2574 7 113
2277 2476 | GGARCCTGTGCCTYTTCAG 3637 2485 | TRAKRSCYTCGCACCCC 3650 7 114.5
2260 1384 | GGACAAGTAGAYTGTAGYCCAGG 1950 1440 | GYTGGRATMACYTCYGCTICT 2020 7 116
2320 1380 | GCATGGACAAGTAGAYTGTAGYCC 1946 1440 | GYTGGRATMACYTCYGCTTCT 2020 7 119
2367 1493 | TTTGGVRTYCCCTACAAYCC 2102 1546 | ATACTGCCATYTGKACTGCTGTC 2163 7 125
2370 2286 | ATAGTGCAACAGCARARCAATYTG 3397 2330 | RCTKTTGATCCYKTAGGTATCTTTC 3455 7 125
2371 933 | GGGDTATGARCTCCATCCTGA 1378 875 | SRTAAATYTGRCTTGCCCA 1438 7 126
2390 203 | CARGCAGCHATGCAAATGT 365 264 | CTATRTCACTTCCCSTWGGKTC 448 7 127
2440 762 | GDGRTGCATAYTTYTCAGTYCC 1183 808 | GATCCTTTCCATCCYTGTGG 1239 7 131.126
2455 375 | CAAAATGCRAAYCCAGAYTG 606 432 | CTCATTGCYTCAGCYAAWACYCT 667 7 132
2468 1278 | TTGGAGGRAATGAACAAGTRGATAA 1815 1318 | GCARRTTAAAMTCACTRRCCATTG 1869 7 133
2483 763 | GTRGGDGRTGCATAYTTYTCAGT 1184 809 | GATCCTTTCCATCCYTGTGG 1239 7 134.125
2493 1448 | CARCAGARACAGGRCARGA 2028 1486 | CCAGCCAACAKGCDGC 2080 7 135
2496 2271 | RTTGTCTGGHATAGTGCAACAGC 3377 2330 | RCTKTTGATCCYKTAGGTATCTTTC 3455 7 136
2489 331 | GACATAARACARGGRCCAAARGA 540 369 | RTCTGGRTTYGCATTTTGGA 600 7 136
2584 900 | CHCCATTYCTTTGGATGGG 1344 975 | SRTAAATYTGRCTTGCCCA 1438 7 144
2588 865 | CWGAYTTAGAAATAGGRCARCAYAG 1306 927 | ACTGTCCATYTRTCAGGATGGAG 1372 7 144
2600 1463 | GCAGGMAGRTGGGCAGT 2051 1516 | CYAGYACYCCYTGRCTTTGG 2131 7 146
2608 1834 | GTAGAYCCTARMHWAGASCCCTGG 2830 1977 | CCGCTTCTTCCTGCCAT 2881 1 146.625
2610 662 | RAAGCCAGGVATGGATGG 1036 685 | CAAATAYTGGAGTRTTRTATGGRTT 1087 7 147
2645 18 | AGGACTCGGCTTGCTGA 41 32 | TCCCADKYATCTARWTYTCCCC 130 7 149.625
2663 2286 | ATAGTGCAACAGCARARCAATYTG 3397 2345 | CARCCCCAAAKYCCYAG 3475 7 152
2665 203 | CARGCAGCHATGCAAATGT 365 269 | TGTTCYTGMAGGSTACTAGTAGYTC 454 7 152
2669 2018 | GAAAGAGCAGAAGAYAGTGGMAA 2930 2037 | YYCCACACAGGHACYCCATA 2955 7 152.5
2673 | 855 | ATGTAGGNTOWGAYTTAGAAATAGG 1295 927 | ACTGTCCATYTRTCAGGATGGAG 1372 7 153
2702 143 | CTAGRACYTTRAAYGCATGGGT 286 211 | AACATTTGCATDGCTGCYTG 377 7 156




* 26

Genot
ype

A

1

O ®m o =z o

* 27

HIV-1 @7 I A ~—MEEH T /) L7 5 7 A b
Sequence

TTATAGGYTCTGATTTAGAAATAGGGCAGCATAGAAMGAAAATAGAGGAGYTAAGASCCCATCTATTGAGSTGGGGATTTACYACA
CCAGACAAAAAGCATCAGAAAGAACCTCCATTYCTTTGGATGGGATATGAACTCCATCCTGACAAATGGACAGTCCAG
TTATAGGATCTGATTTAGAAATAGGGCAGCATAGAACAAAAATAGAGGAACTGAGACAACATTTGTTGAGGTGGGGATTTTACACA
CCAGACAAAAAACATCAGAAAGAACCTCCATTCCTTTGGATGGGTTATGAACTCCATCCTGATAAATGGACAGTACAG
TTATAGGGTCTGACTTAGAAATAGGGCAGCATAGAACAAAAGTAGAGGAGTTAAGAGAACATCTACTGAAATGGGGATTTACTACA
CCAGACAAAAAACATCAAAAAGAACCCCCATTCCTTTGGATGGGGTATGAACTCCATCCTGATAAATGGACAGTGCAG
TTATAGGATCTGACTTAGAAATAGGGCAGCATAGAATAAAAATAGAGGAATTAAGGGGACACCTATTGAAGTGGGGATTTACCACA
CCAGACAAAAAGCATCAGAAAGAACCACCATTTCTTTGGATGGGTTATGAACTCCATCCTGATAAATGGACAGTACAG
TTATAGGATCTGACTTAGAAATAGGACAACATAGAGAAAAAATAGAAGAGTTAAGAGCTCATTTGTTGAGGTGGGGATTCACCACA
CCAGACCAAAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGATATGAACTCCATCCTGACAAATGGACAGTACAG
TTATAGGATCTGATTTAGAAATAGGGCAACATAGAGCAAAAATAGAGGAATTAAGAAACCATCTATTAAAGTGGGGATTTACCACA
CCAGACAAGAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGGTATGAACTCCATCCTGATAAATGGACAGTACAG
TTATAGGATCTGATTTAGAAATAGGGCAGCACAGAATAAAAATAGAGGAGCTAAGAGCTCATCTATTGAGCTGGGGATTTACTACA
CCAGACAAAAAGCATCAGAAGGAACCTCCATTCCTTTGGATGGGATATGAACTCCATCCTGACAGATGGACAGTCCAG
TTATAGGATCAGACTTAGAAATAGGGCAGCATAGAGCAAAAATAGAAGAGTTAAGAGAACATCTACTGAGATGGGGATTTACCACA
CCAGATAAGAAACATCAGAAAGAACCTCCATTTCTTTGGATGGGATATGAGCTCCATCCTGACAAATGGACAGTACAA

HIV-1%" ) A7 7 A NERAA Y < —

Genotype Aydv— | WEE Length
HIV-1A Tt | TTGTATGTAGGTCTGATTTAGAAATAGGGCAGCATAGAAG 40
HIV-1A T2 | TCAATAGATGGGTCTTACTCCTCTATTTTCTTCTATGCTGCCCTATTTCTAAATCAGA 58
A HIV-1A T3 | AAAATAGAGGAGTAAGACCCATCTATTGAGTGGGGATTTACACACCAGAC 50
HIV-1A T4 | ATGGAGGTTCTTTCTGATGCTTTTTGTCTGGTGTGTAAATCCCCAC 46
HIV-1A_T5 | AAAAAGCATCAGAAAGAACCTCCATTCTTTGGATGGGATATGAACTCCAT 50
HIV-1AT6 | GGCTGGACTGTCCATTTGTCAGGATGGAGTTCATATCCCATCCAAAGA 48
HIV-1B_T1 | TTGTATGTAGGATCTGATTTAGAAATAGGGCAGCATAGA 39
HIV-1B T2 | CAAATGTTGTCTCAGTTCCTCTATTTTTGTTCTATGCTGCCCTATTTCTAAATCAGATC 59
B HIV-1B T3 | ACAAAAATAGAGGAACTGAGACAACATTTGTTGAGGTGGGGATTTTACACACC 53
HIV-1B. T4 | ATGGAGGTTCTTTCTGATGTTTTTTGTCTGGTGTGTAAAATCCCCACCTCAA 52
HIV-1B_T5 | AGACAAAAAACATCAGAAAGAACCTCCATTCCTTTGGATGGGTTATGAACTCCA 54
HIV-1B_T6 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATAACCCATCCAAAGGA 49
HIV-1C_T1 | TTGTATGTAGGATCTGATTTAGAAATAGGGCAACATAGA 39
HIV-1C_T2 | ACTTTAATAGATGGTTTCTTAATTCCTCTATTTTTGCTCTATGTTGCCCTATTTCTAAATCAGATC 66
c HIV-1C_T3 | GCAAAAATAGAGGAATTAAGAAACCATCTATTAAAGTGGGGATTTACCACACCAGACA 58
HIV-1C_T4 | AATGGGGGTTCTTTCTGATGTTTCTTGTCTGGTGTGGTAAATCCCC 46
HIV-1C_T5 | AGAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGGTATGAACTCC 48
HIV-1C_T6 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATACCCCATCCAAAGA 48
HIV-1D_T1 | TTGTATGTAGGATCTGACTTAGAAATAGGGCAGCAT 36
HIV-1D_T2 | TAGGTGTCCCCTTAATTCCTCTATTTTTATTCTATGCTGCCCTATTTCTAAGTCAGAT 58
D HIV-1D_T3 | AGAATAAAAATAGAGGAATTAAGGGGACACCTATTGAAGTGGGGATTTACCACACC 56
HIV-1D_T4 | GTGGTTCTTTCTGATGCTTTTTGTCTGGTGTGGTAAATCCCCACTTCAA 49
HIV-1D_T5 | AGACAAAAAGCATCAGAAAGAACCACCATTTCTTTGGATGGGTTATGAACTCCAT 55
HIV-1D_T6 | GGCTGTACTGTCCATTTATCAGGATGGAGTTCATAACCCATCCAAAGAAATG 52
HIV-1F_T1 | TTGTATGTAGGGTCTGACTTAGAAATAGGGCAGCATAGA 39
HIV-1F T2 | AGATGTTCTCTTAACTCCTCTACTTTTGTTCTATGCTGCCCTATTTCTAAGTCA 54
F HIV-1F_T3 | ACAAAAGTAGAGGAGTTAAGAGAACATCTACTGAAATGGGGATTTACTACACCA 54
HIV-1F_ T4 | GGGGGTTCTTTTTGATGTTTTTITGTCTGGTGTAGTAAATCCCCATTTCAGT 51
HIV-1F_T6 | GACAAAAAACATCAAAAAGAACCCCCATTCCTTTGGATGGGGTATGAACTC 51
HIV-1F.T6 | GGCTGCACTGTCCATTTATCAGGATGGAGTTCATACCCCATCCAAAGGAAT 51
HIV-1G_T1 | TTATATGTAGGATCAGACTTAGAAATAGGGCAGCATAGA 39
HIV-1G_T2 | CAGTAGATGTTCTCTTAACTCTTCTATTTTTGCTCTATGCTGCCCTATTTCTAAGTCT 58
G HIV-1G_T3 | GCAAAAATAGAAGAGTTAAGAGAACATCTACTGAGATGGGGATTTACCACACCA 54
HIV-1G_ T4 | AATGGAGGTTCTTTCTGATGTTTCTTATCTGGTGTGGTAAATCCCCATCT 50
HIV-1G_T5 | GATAAGAAACATCAGAAAGAACCTCCATTTCTTTGGATGGGATATGAGCTCC 52
HIV-1G_T6 | GGTTGTACTGTCCATTTGTCAGGATGGAGCTCATATCCCATCCAAAGA 48
HIV-1H T1 | TTGTATGTAGGATCTGACTTAGAAATAGGACAACATAGA 39
HIV-1H T2 | TCAACAAATGAGCTCTTAACTCTTCTATTTTTTCTCTATGTTGTCCTATTTCTAAGTCAGATCCTAC 67
H HIV-1H_T3 | GAAAAAATAGAAGAGTTAAGAGCTCATTTGTTGAGGTGGGGATTCACCACACC 53
HIV-1H_ T4 | GGGGTTCTTTCTGATGTTTTTGGTCTGGTGTGGTGAATCCCCACC 45
HIV-1H_T5 | AGACCAAAAACATCAGAAAGAACCCCCATTTCTTTGGATGGGATATGAACTCCAT 55
HIV-1H_T6 | GGCTGTACTGTCCATTTGTCAGGATGGAGTTCATATCCCATCCAAAGAAATG 52




3928 HEV Genotype FE T T A <~ —iRERIHRT /) A ERS
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D Accession ®1% 1 Definition Length
type
Hepatitis £ virus genomic RNA complete genome genotype 3 isolate: JEO3-1760F clone:
1| AB43TIS 3 | pJE03-1760F/dORF1 6899
150 | EU495148 3 | Hepatitis E virus isolate TLS25 complete genome 7321
335 | AB248522 3 | Hepatitis E virus genomic RNA complete genome isolate: swJ12-4 7241
342 | AB220979 4 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate: HE-JA41 7265
350 | AB220971 4 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate: HE-JF3 ) 7262
533 | AB291964 4 | Hepatitis E virus genomic RNA complete genome isolate: JYK-Tok03C 7244
756 | AB0G74920 Hepatitis E virus genomic RNA nearly complete genome isolate: JMY-Haw 7240
888 | FU457024 Hepatitis E virus isolate HEV-H from India complete genome 7217
1142 | EU676172 4 | Swine hepatitis E virus isolate swGX40 complete genome 7269
1567 | AB369690 4 | Hepatitis E virus genomic RNA complete genome genotype 4 strain: E067-SIJO5C 7236
1568 | AB369689 3 | Hepatitis E virus genomic RNA complete genome genotype 3 strain: E088-STM04C 7215
1731 | EU366959 4 | Hepatitis E virus isolate swGX32 complete genome 7281
2095 | EF206691 Avian hepatitis E virus from USA complete genome 6649
2997 | AY594199 Swine hepatitis E virus strain swCH25 complete genome 7270
3075 | AY115488 Swine hepatitis E virus strain Arkell complete genome 7255
Y O e — < —
%29 HEV Genotype 31877 A < — (100 4D HFKIR)
Primer Prime TS5
F FH
i D Ty -
Pair o (¢ ERBFU(Forward) B (For | | EEBES  (Reverse) THUE R @ dege F4
D orwar (Reve everse) neracy 8
ward) =z
d) rse) #
1 81 GGTTCCRBGCYATHGARAA 4252.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 i3 309.2
2 83 | CCNTGGTTCCRBGCYAT 4246.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 13 315.2
3 59 | GGYAARGTBGGNCAGGG 4189.6 105 | CRCCNGARTGYTTGTTCCA 4561.8 13 372.2
4 81 GGTTCCRBGCYATHGARAA 4252.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 14 310.2
5 81 GGTTCCRBGCYATHGARAA 4252.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 14 311.2
6 83 CCNTGGTTCCRBGCYAT 4246.6 102 | YTCRGCNGARTGYTTCTTCC 4562.8 14 316.2
7 83 | CCNTGGTTCCRBGCYAT 4246.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 14 317.2
8 86 | TNTTYGGMCCNTGGTTCC 4239.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 14 3222
9 81 GGTTCCRBGCYATHGARAA 4252.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 14 345.2
10 83 | CCNTGGTTCCRBGCYAT 4246.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 14 351.2
1Al 59 | GGYAARGTBGGNCAGGG 4189.8 102 | YTCRCCNGARTGYTTCTTCC 4562.8 14 373.2
12 59 | GGYAARGTBGGNCAGGG 41896 103 | GYTCRCONGARTGYTTCTTC 4563.8 14 374.2
13 53 | GGYAARGTBGGNCAGGG 4189.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 14 408.2
14 .50+ | TYCARAARGAYTGYRMYAARTTYAC . . | 41506 72: | GGAACCANGGKCCRAA ] 4264.6 15 114
15 99 | GARAAYGAYTTYTCNGARTTYGA 4378.8 105 | CRCCNGARTGYTTCTTCCA 4561.8 15 183
16 39 | NRRSAARGGYCARGAYGG 4069.6 72 | GGAACCANGGKCCRAA 4264.6 i5 195
17 38 | ATGSTNRRSAARGGYCARGA 4066.6 72 | GGAAGCANGGKGCRAA 4264.6 15 198
18 40 | CYATGSTNRRSAARGGYCA 4063.6 72 | GGAAGCANGGKCCRAA 4264.6 15 201
18 79 | NTGGTTCCRBGCYATHGA 4249.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 15 312.2
20 81 GGTTCCRBGCYATHGARAA 4252.6 108 | CVGGYTCRCCNGARTG 4570.8 15 318.2
21 86 | TNTTYGGMCCNTGGTTCC 4239.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 15 323.2
22 83 | CONTGGTTCCRBGCYAT 4246.6 108 | CVGGYTCRCCNGARTG 4570.8 15 3242
23 86 | TNTTYGGMCCNTGGTTCC 4239.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 15 324.2
24 73 | TGYGCHYTNTTYGGMCC 4231.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 15 330.2
25 86 | TNTTYGGMCCNTGGTTCC 4239.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 15 358.2
26 63 | GGNCAGGGNATWTCBGC 4198.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 15 363.2
27 59 | GGYAARGTBGGNCAGGG 4189.6 108 { CVGGYTCRCCNGARTG 4570.8 15 381.2
28 46 | GNATHACMTTYTTYCARAARGAYTG 4138.6 72 | GGAACCANGGKCCRAA 4264.6 16 126
28 136 | MVGCSAATGGYGARCC §317.73 138 | WCRTGYTGRTTVYCRTARTCYTG 6455.73 16 138
30 81 GGTTCCRBGCYATHGARAA 4252.6 91 RAAYTCNGARAARTCRTTYTCAAA 4393.8 16 141.2
31 83 j CCNTGGTTCCRBGCYAT 4246.6 91 RAAYTCNGARAARTCRTTYTCAAA 4393.8 16 147.2
32 99 | GARAAYGAYTTYTCNGARTTYGA 4378.8 102 | YTCRCCNGARTGYTTCTTCC 4562.8 16 184
33 99 | GARAAYGAYTTYTCNGARTTYGA 4378.8 103 | GYTCRCCNGARTGYTTCTTC 4563.8 16 185
34 98 | KGTDTTTGARAAYGAYTTYTCNGA 4372.8 105 | GRCONGARTGYTTCTTCCA 4561.8 .16 189
35 59 | GGYAARGTBGGNCAGGG 4189.6 91 RAAYTCNGARAARTCRTTYTCAAA 4393.8 16 204.2
36 99 | GARAAYGAYTTYTCNGARTTYGA 4378.8 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 16 219
37 79 | NTGGTTCCRBGCYATHGA 4249.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 16 313.2
38 79 | NTGGTTCCRBGCYATHGA 4249.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 16 3142
39 81 GGTTCCRBGCYATHGARAA 4252.6 104 | VGGYTCRCCNGARTGYTT 4567.8 16 315.2
40 83 | CCNTGGTTCCRBGCYAT 4246.8 104 | VGGYTCRCCNGARTGYTT 4567.8 16 321.2




41 86 | TNTTYGGMCCNTGGTTCC 4239.6 108 | CVGGYTCRCCNGARTG 4570.8 16 331.2
42 73 | TGYGCHYTNTTYGGMCC 4231.6 102 { YTCRCCNGARTGYTTCTTCC 4562.8 16 331.2
43 73 | TGYGCHYTNTTYGGMCC 4231.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 16 332.2
44 70 | GOCNTGGMSYAARACYTTBTG 4216.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 345.2
45 66 | CBGCNTGGMSYAARACYTT 42136 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 348.2
46 79 | NTGGTTCCRBGCYATHGA 4249.6 113 | YCATRTTCCARAYDGTRTTGCA 4597.8 16 348.2
47 63 | GGNCAGGGNATWTCBGC 4198.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 16 364.2
48 63 | GGNCAGGGNATWTCBGC 4198.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 16 365.2
49 57 | AARGTBGGNCAGGGNATWTC 4195.6 105 | CRCOCNGARTGYTTCTTCCA 4561.8 16 366.2
51 54 | GYAARGTBGGNCAGGGNAT 4192.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 369.2
52 59 | GGYAARGTBGGNCAGGG 4189.6 104 | VGGYTCRCCNGARTGYTT 4567.8 16 378.2
53 63 | GGNCAGGGNATWTCBGC 4198.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 16 399.2
54 50 | TYCARAARGAYTGYRMYAARTTYAC 4150.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 411.2
56 39 | NRRSAARGGYCARGAYGG 4069.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 492.2
56 38 | ATGSTNRRSAARGGYCARGA 4066.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 465.2
57 40 | CYATGSTNRRSAARGGYCA 4063.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 16 498.2
58 50 | TYCARAARGAYTGYRMYAARTTYAC 4150.6 74 | VYGGAACCANGGKCC 4267.6 17 117
59 50 | TYCARAARGAYTGYRMYAARTTYAC 4150.6 71 | ATRGCVYGGAACCANGG 4270.6 17 120
60 50 | TYCARAARGAYTGYRMYAARTTYAC 4150.6 78 | YTCDATRGCVYGGAACCA 4273.6 17 123
61 81 | GGTTCCRBGCYATHGARAA 4252.6 88 | AYTCNGARAARTCRTTYTCAAAHAC 4390.8 17 138.2
62 39 | NRRSAARGGYCARGAYGG 4069.6 56 | CCCTGNGCVACYTTRCC 4213.6 17 144
63 83 | GCCNTGGTTCCRBGCYAT 4246.6 88 | AYTCNGARAARTCRTTYTCAAAHAC 4390.8 17 144.2
64 38 | ATGSTNRRSAARGGYCARGA 4066.6 56 | CCCTGNCCVACYTTRCC 42136 17 147
65 40 | CYATGSTNRRSAARGGYCA 4063.6 56 | CCCTGNCCVACYTTRCC 42136 17 150
66 86 | TNTTYGGMCCNTGGTTCC 4239.6 91 | RAAYTCNGARAARTCRTTYTCAAA 43938 17 154.2
67 98 | KGTDTTTGARAAYGAYTTYTCNGA 4372.8 102 | YTCRCCNGARTGYTTCTTCC 4562.8 17 190
68 98 | KGTDTTTGARAAYGAYTTYTCNGA 4372.8 103 | GYTCRCCNGARTGYTTCTTC 4563.8 17 191
69 99 | GARAAYGAYTTYTCNGARTTYGA 4378.8 108 | CVGGYTCRCCNGARTG 4570.8 17 192
70 39 | NRRSAARGGYCARGAYGG 4069.6 74 | VYGGAACCANGGKCC 4267.6 17 198
72 39 | NRRSAARGGYCARGAYGG 4069.6 71 | ATRGCVYGGAACCANGG 4270.6 17 201
73 38 | ATGSTNRRSAARGGYCARGA 4066.6 74 | VYGGAACCANGGKCC 4267.6 17 20
74 59 | GGYAARGTBGGNCAGGG 4189.6 88 | AYTCNGARAARTCRTTYTCAAAHAC 4390.8 17 201.2
75 40 | CYATGSTNRRSAARGGYCA 4063.6 74 | VYGGAACCANGGKCC 4267.6 17 204
76 38 | ATGSTNRRSAARGGYCARGA 4066.6 71 | ATRGCVYGGAACCANGG 42706 17 204
77 39 | NRRSAARGGYCARGAYGG 4069.6 78 | YTCDATRGCVYGGAACCA 4273.6 17 204
78 40 | CYATGSTNRRSAARGGYCA 4063.6 71 | ATRGCVYGGAACCANGG 4270.6 17 207
79 38 | ATGSTNRRSAARGGYCARGA 4066.6 78 | YTCDATRGCVYGGAAGCCA 4273.6 17 207
80 40 | CYATGSTNRRSAARGGYCA 4063.6 78 | YTCDATRGCVYGGAACCA 4273.6 17 210
81 98 | KGTDTTTGARAAYGAYTTYTCNGA 4372.8 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 17 225
82 31 | ATHCCHGCHMTBGAYTTYGA 3176 33 | CCCTGNGCYTCRTGRAC 3443 17 267
83 79 | NTGGTTCCRBGCYATHGA 4249.6 108 | CVGGYTCRCCNGARTG 4570.8 17 321.2
84 75 | HYTNTTYGGMCCNTGGTTC 4238.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 17 323.2
85 76 | CHYTNTTYGGMCCNYGGTT 4237.6 105 | CRCCNGARTGYTTCTTGCA 4561.8 17 324.2
86 86 | TNTTYGGMCCNTGGTTCC 4239.6 104 | VGGYTCRCCNGARTGYTT 4567.8 17 328.2
87 77 | ACYTTBTGYGCHYTNTTYGG 4228.6 105 | CRCCNGARTGYTTCTTCCA 4561.8 17 333.2
88 73 | TGYGCHYTNTTYGGMCC 4231.6 108 | CVGGYTCRCCNGARTG 4570.8 17 339.2
89 70 | GOCNTGGMSYAARACYTTBTG 4216.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 17 346.2
90 70 | GCNTGGMSYAARACYTTBTG 4216.6 103 | GYTCRCCONGARTGYTTCTTC 4563.8 17 347.2
91 66 | CBGCNTGGMSYAARACYTT 4213.6 102 | YTCRCCNGARTGYTTCTTCC 4562.8 17 349.2
92 66 | CBGCNTGGMSYAARACYTT 4213.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 17 350.2
93 57 | AARGTBGGNCAGGGNATWTC 4185.6 102 | YTCRCGONGARTGYTTCTTCC 4562.8 17 367.2
94 57 | AARGTBGGNCAGGGNATWTC 4195.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 17 368.2
35 54 | GYAARGTBGGNCAGGGNAT 4192.6 102 | YTCRGCNGARTGYTTCTTCC 4562.8 17 370.2
96 54 | GYAARGTBGGNCAGGGNAT 4192.6 103 | GYTCRCCNGARTGYTTCTTC 4563.8 17 3711.2
97 83 | GGNCAGGGNATWTCBGC 4198.6 108 | CVGGYTCRCCNGARTG 4570.8 17 372.2
98 70 | GCNTGGMSYAARACYTTBTG 42166 113 | YCATRTTCCARAYDGTRTTGCA 4597.8 17 381.2
99 66 | CBGCNTGGMSYAARACYTT 42136 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 17 384.2
100 57 | AARGTBGGNCAGGGNATWTC 41956.6 113 | YCATRTTCCARAYDGTRTTCCA 4597.8 17 402.2
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TTTCCAGAAAGATTGTAATAAGTTTACAACTGGAGAGACCATCGTCCACGGTAAGGTCGGCCAGGGTATATCGGCCTGGAGTAAGA
CCTTTTGCGCTCTGTITGGCCCGTGGTTCCGT

150

TTTCCAGAAGGATTGTAATAAATTTACAACAGGTGAGACCATTGCCCACGGCAAGGTGGGCCAGGGCATTTCGGCTTGGAGTAAAA
CCTTTTGTGCTTTATTCGGCCCGTGGTTICCGC

335

CTTTCAGAAAGATTGTAACAAATTCACAACAGGTGAGACTATTGCCCACGGCAAGGTGGGCCAGGGTATTTCGGCCTGGAGTAAAA
CCTTTTGTGCTCTATTTGGACCGTGGTTCCGT

342

CTTCCAGAAGGATTGTAATAAGTTTACAACGGGCGAGACAATAGCGCATGGCAAAGTTGGTCAGGGGATATCTGCATGGAGTAAAA
CCTTTTGTGCTTTGTTCGGCCCATGGTTCCGC .

350

CTTCCAGAAGGACTGTAATAAATTCACAACAGGCGAGACAATAGCGCACGGTAAAGTTGGGCAGGGGATATCTGCGTGGAGCAAGA
CCTTTTGTGCCCTGTTTGGCCCATGGTTCCGC

533

TTTCCAAAAGGATTGTAATAAATTTACCACAGGTGAGACAATAGCGCACGGTAAGGTTGGGCAGGGAATATCTGCGTGGAGTAAGA
CTITCTGCGCTCTGTTTGGCCCCTGGTTCCGC

756

TTTCCAAAAGGATTGCAATAAGTTTACAACTGGTGAGACTATAGCCCATGGCAAGGTTGGCCAGGGTATATCGGCCTGGAGCAAGA
CCTTCTGCGCCCTGTTCGGCCCGTGGTTCCGC

888

CTTCCAGAAAGATTGTAATAAGTTCACCACGGGCGAGACCATTGCCCATGGTAAGGTGGGCCAGGGCATTTCGGCCTGGAGCAAGA
CCTTTTGCGCCCTCTTIGGCCCTTGGTTCCGT

1142

CTTCCAGAAGGACTGCAATAAATTCACTACGGGTGAGACGATAGCGCACGGTAAGGTCGGGCAGGGGATATCTGCGTGGAGCAAAA
CCTTCTGCGCTTTGTTCGGCCCTTIGGTTCCAC

1567

TTTCCAGAAAGACTGCAATAAGTTTACAACTGGCGAAACAATAGCGCATGGCAAAGTTGGGCAGGGGATATCTGCATGGAGTAAAA
CCTTTTGCGCCCTGTTTGGCCCCTGGTTICCGT

1568

TTTCCAAAAAGACTGTAACAAGTTTACAACTGGTGAGACCATTGCCCATGGCAAGGTTGGTCAGGGCATATCGGCCTGGAGTAAGAC
CTTTTGTGCTTTGTTTGGCCCGTGGTTCCGT

1731

CTTCCAGAAAGATTGTAATAAGTTTACAACAGGTGAGACGATAGCGCACGGTAAGGTCGGGCAGGGTATATCTGCATGGAGTAAAA
CCTTCTGCGCTCTATTTGGCCCGTGGTTCCGC

2095

TTTCCAGAAGGATTGCGCCAAATTTACGTTGGACGATCCCGTTGCACATGGTAAAGTGGGACAGGGGATATCTGCGTGGCCCAAAA
CTTTGTGTGCACTTTTTGGCCCCTGGTTCCGG

2997

CTTCCAGAAGGATTGTAATAAATTTACAACGGGTGAAACAATAGCGCACGGTAAAGTCGGGCAGGGAATATCCGCATGGAGTAAGA
CCTTCTGTGCTCTGTTCGGCCCATGGTTCCGC

3075

TTTCCAAAAGGACTGTAACAAGTTCACAACTGGTGAGACCATCGCCCATGGTAAGGTCGGTCAGGGTATATCGGCCTGGAGCAAGA
CTTTCTGCGCCCTGTTTGGCCCGTGGTTCCGT
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oe_hev_gl p14.01

TTTCCAGAAAGATTGTAATAAGTTTACAACTGGAGAGACCA

oe_hev_gl_p14.02

GATATACCCTGGCCGACCTTACCGTGGACGATGGTCTCTCCAGTTGTAAACTTATTACA

oe_hev gl p14 03

AGGTCGGCCAGGGTATATCGGCCTGGAGTAAGACCTTTTGCGCTCTGTTTGGCCCGTGGT

oe_hev gt p14 .04

ACGGAACCACGGGCCAAACAGA

50

oe_hev_g150_p14 01

TTTCCAGAAGGATTGTAATAAATTTACAACAGGTGAGACCA

oe_hev_g150 p14.02

CGAAATGCCCTGGCCCACCTTGCCGTGGGCAATGGTCTCACCTGTTGTAAATTTATTACA

oe_hev g150 p14 03

TGGGCCAGGGCATTTCGGCTTGGAGTAAAACCTTTTGTGCTTTATTCGGCCCGTGGTTCC

oe_hev_g150 p14 04

GCGGAACCACGGGCCGAAT

335

oe_hev_g335 p14 01

CTTTCAGAAAGATTGTAACAAATTCACAACAGGTG

oe_hev_g335 p14.02

ATACCCTGGCCCACCTTGCCGTGGGCAATAGTCTCACCTGTTGTGAATTTGTTACAATC

oe_hev_g335_p14 03

AAGGTGGGCCAGGGTATTTCGGCCTGGAGTAAAACCTTTTGTGCTCTATTTGGACCGTGG

oe_hev_g335 p14 04

ACGGAACCACGGTCCAAATAGAGCAC

342

oe_hev_g342 pt4 01

CTTCCAGAAGGATTGTAATAAGTTTACAACGGGCGAGAC

oe_hev_g342 p14 02

AGATATCCCCTGACCAACTTTGCCATGCGCTATTGTCTCGCCCGTTGTAAACTTAT

oe_hev_g342 p14 03

CAAAGTTGGTCAGGGGATATCTGCATGGAGTAAAACCTTTTGTGCTTTGTTCGGCCCATG

oe_hev_g342 pl14 04

GCGGAACCATGGGCCGAACAAAGC

350

oe_hev_g350 pt4 01

CTTCCAGAAGGACTGTAATAAATTCACAACAGGCGAG

oe_hev_g350 p14 02

GATATCCCCTGCCCAACTTTACCGTGCGCTATTGTCTCGCCTGTTGTGAATTTATTACA

oe_hev_g350 p14.03

AAGTTGGGCAGGGGATATCTGCGTGGAGCAAGACCTTTIGTGCCCTGTTTGGCCCATGGT

oe_hev_g350_p14 04

GCGGAACCATGGGCCAAACAGG

533

oe_hev_g533 p14 01

TTTCCAAAAGGATTGTAATAAATTTACCACAGGTGAGACAATAGC

oe_hev_g533_ p14.02

CGCAGATATTCCCTGCCCAACCTTACCGTGCGCTATTGTCTCACCTGTGGTAAATT

oe_hev_g533_ p14.03

GGCAGGGAATATCTGCGTGGAGTAAGACTTTCTGCGCTCTGTTTGGCCCCTGGTTC

oe_hev_g533 p14 04

GCGGAACCAGGGGCCAAACA

756

oe_hev_g756_p14. 01

TTTCCAAAAGGATTGCAATAAGTTTACAACTGGTGAGACTATAGC

oe_hev g756_p14 02

CGATATACCCTGGCCAACCTTGCCATGGGCTATAGTCTCACCAGTTGTAAACTTATTG

oe_hev_g756_p14 03

GGTTGGCCAGGGTATATCGGCCTGGAGCAAGACCTTCTGCGCCCTGTTCGGCCCGTGGTT

oe_hev_g756_p14 04

GCGGAACCACGGGCCGAACAG

142

oe_hev_g1142 p14 01

CTTCCAGAAGGACTGCAATAAATTCACTACGG

oe_hev g1142 p14.02

ATCCCCTGCCCGACCTTACCGTGCGCTATCGTCTCACCCGTAGTGAATTTATTGCAGTCC




oe_hev_g1142 p14.03

AAGGTCGGGCAGGGGATATCTGCGTGGAGCAAAACCTTCTGCGCTTTGTTCGGCCCTTGG

oe_hev_gl1142 p14 04

GTGGAACCAAGGGCCGAACAAAG

oe_hev_g1567 p14 01

TTTCCAGAAAGACTGCAATAAGTTTACAACTGGC

oe_hev_g1567_p14.02

ATCCCCTGCCCAACTTTGCCATGCGCTATTGTTTCGCCAGTTGTAAACTTATTGCAGTCT

%67 oe_hev_g1567 p14.03 AAAGTTGGGCAGGGGATATCTGCATGGAGTAAAACCTTTTGCGCCCTGTTTGGCCCCTGG
oe_hev_g1567_p14.04 ACGGAACCAGGGGCCAAACAGGG
oe_hev_g1568 p14 01 TTTCCAAAAAGACTGTAACAAGTTTACAACTGGTGAGACC

568 oe_hev g1568 p14 02 GATATGCCCTGACCAACCTTGCCATGGGCAATGGTCTCACCAGTTGTAAACTTGTTAC
oe_hev g1568 p14 03 AAGGTTGGTCAGGGCATATCGGCCTGGAGTAAGACCTTTTGTGCTTTGTTTGGCCCGTGG
oe_hev_g1568 p14 04 ACGGAACCACGGGCCAAACAAAG
oe_hev_g1731_p14 01 CTTCCAGAAAGATTGTAATAAGTTTACAACAGGTGAGACGA

731 oe_hev_g1731 p14 02 GATATACCCTGCCCGACCTTACCGTGCGCTATCGTCTCACCTGTTGTAAACTTATTAC
oe_hev_g1731 p14 03 AGGTCGGGCAGGGTATATCTGCATGGAGTAAAACCTTCTGCGCTCTATTTGGCCCGTGGT
oe_hev g1 731 p14 04 GCGGAACCACGGGCCAAATAGA
oe_hev_g2095 p14_ 01 TTTCCAGAAGGATTGCGCCAAATTTACGTTG

2095 oe_hev_g2095 p14 02 GATATCCCCTGTCCCACTTTACCATGTGCAACGGGATCGTCCAACGTAAATTTGGCGCA
oe_hev_g2095 p14 03 GTAAAGTGGGACAGGGGATATCTGCGTGGCCCAAAACTTTGTGTGCACTTTTTGGCCCCT
oe_hev_g2095 p14 04 CCGGAACCAGGGGCCAAAAAGTGCA
oe_hev_g2297 p14 01 CTTCCAGAAGGATTGTAATAAATTTACAACGGGTGAAACA

2297 oe_hev_g2297 p14 02 GGATATTCCCTGCCCGAGTTTACCGTGCGCTATTGTTTCACCCGTTGTAAATTTATTAC
oe_hev_g2297 p14 03 TCGGGCAGGGAATATCCGCATGGAGTAAGACCTTCTGTGCTCTGTTCGGCCCATGGTTCC
oe_hev_g2297 p14 04 GCGGAACCATGGGCCGAAC
oe_hev_g3075_ p14 01 TTTCCAAAAGGACTGTAACAAGTTCACAACTGGTGAG

3075 oe_hev_g3075 p14 02 CGATATACCCTGACCGACCTTACCATGGGCGATGGTCTCACCAGTTGTGAACTTGTTACA

oe_hev_g3075_p14.03

AGGTCGGTCAGGGTATATCGGCCTGGAGCAAGACTTTCTGCGCCCTGTTTGGCCCGTGGT

oe_hev_g3075_p14.04

ACGGAACCACGGGCCAAACAGG

% 32 Westnile virus 7T 4 <~ —REHR YT J LIEEES

1D | Accession Isolate | Definition Length

1 | FJ483549 15803 | West Nile virus strain 15803 complete genome 11030

19 | NC_001563 956 | West Nile virus (lineage I strain 956) complete genome 10962
34 | FJ425721 Reb VLG_ 07 H West Nile virus isolate Reb_VLG_07_H polyprotein gene complete cds 10980
126 | FJ159131 8.1-05-Uu West Nile virus isolate 8_1-05-Uu complete genome 10845
127 | FJ159130 5‘,50-05~Uu West Nile virus isolate 5_50-05-Uu complete genome 10845
1055 | DQ256376 804994 | West Nile virus strain 804994 complete genome 11014
1063 | DQ176636 Madagascar-AnMg798 | West Nile virus strain Madagascar-AnMg798 complete genome 10866
1092 | AY765264 Rabensburg West Nile virus strain Rabensburg isolate 97-103 complete genome 10872
1202 | AY688948 Sarafend West Nile virus strain Sarafend complete genome 11057
1240 | AY603654 EthAn4766 West Nile virus strain EthAnd4766 complete genome 11029




%33 Westnile virus i7" 9 4 < — (_EAL 100 D A FKR)

X Primer | Primer | TS5 w—
ga»r U1 b (Forwa | E#EFI(Forward) D (Rever | 1EEEI  (Reverse) O degenera | TS X
rd) se) cy S8

1 81 GGTTCCRBGCYATHGARAA 105 CRCCNGARTGYTTCTTCCA 13 309.2
3 59 GGYAARGTBGGNCAGGG 105 CRCCNGARTGYTTCTTCCA 13 372.2
8 86 | TNTTYGGMCCNTGGTTGC 105 CRCCNGARTGYTTCTTCCA 14 322.2
9 81 GGTTCCRBGCYATHGARAA 113 YCATRTTCCARAYDGTRTTCCA 14 345.2
13 59 GGYAARGTBGGNCAGGG 113 YCATRTTCCARAYDGTRTTCCA 14 408.2
14 50 | TYCARAARGAYTGYRMYAARTTYAC 72 GGAACCANGGKCCRAA 15 114
15 99 GARAAYGAYTTYTCNGARTTYGA 105 CRCCNGARTGYTTCTTCCA 15 183
16 39 NRRSAARGGYCARGAYGG 72 GGAACCANGGKCCRAA 15 195
25 86 TNTTYGGMCCNTGGTTCC 113 YCATRTTCCARAYDGTRTTCCA 15 358.2
28 46 GNATHACMTTYTTYCARAARGAYTG 72 GGAACCANGGKCCRAA 16 126
29 136 MVGCSAATGGYGARCC 138 | WCRTGYTGRTTVYCRTARTCYTG 16 138
30 81 GGTTCCRBGCYATHGARAA 91 RAAYTCNGARAARTCRTTYTCAAA 16 141.2
35 59 | GGYAARGTBGGNCAGGG 91 RAAYTCNGARAARTCRTTYTCAAA 16 204.2
36 99 | GARAAYGAYTTYTCNGARTTYGA 113 | YCATRTTCCARAYDGTRTTCCA 16 219
44 70 | GCNTGGMSYAARACYTTBTG 105 | CRCCNGARTGYTTCTTCCA 16 345.2
54 50 | TYCARAARGAYTGYRMYAARTTYAC 105 | CRCCNGARTGYTTCTTCCA 16 4112
55 39 | NRRSAARGGYCARGAYGG 105 | CRCCNGARTGYTTCTTCCA 16 492.2
62 39 | NRRSAARGGYCARGAYGG §6 | CCCTGNCCVACYTTRCC 17 144
66 86 | TNTTYGGMCCNTGGTTCC 91 RAAYTCNGARAARTCRTTYTCAAA 17 154.2
82 31 ATHCCHGCHMTBGAYTTYGA 33 | CCCTGNGCYTCRTGRAC 17 267
98 70 | GCNTGGMSYAARACYTTBTG 113 | YCATRTTCCARAYDGTRTTCCA 17 381.2
104 46 | GNATHACMTTYTTYCARAARGAYTG 105 | CRCCNGARTGYTTCTTCCA 17 423.2
105 50 TYCARAARGAYTGYRMYAARTTYAC 113 YCATRTTCCARAYDGTRTTCCA 17 447.2
112 39 | NRRSAARGGYCARGAYGG 113 | YCATRTTCCARAYDGTRTTCCA 17 528.2
127 122 | BKCHTWYTGGCCBCARAC 127 | RACNGAVCGCCADCC 18 165
156 46 | GNATHACMTTYTTYCARAARGAYTG 113 | YCATRTTCCARAYDGTRTTCCA 18 459.2
160 128 GHTGGCGBTCNGTYGA 138 WCRTGYTGRTTVYCRTARTCYTG 18 576
161 §0 | TYCARAARGAYTGYRMYAARTTYAC 67 | GGKCCRAANARDGCRCA 18 105
167 39 | NRRSAARGGYCARGAYGG 55 | GCVGAWATNCCCTGNCC 19 153
175 70 GCNTGGMSYAARACYTTBTG 91 RAAYTCNGARAARTCRTTYTCAAA 19 1712
177 39 | NRRSAARGGYCARGAYGG 67 | GGKCCRAANARDGCRCA 19 186
190 50 | TYCARAARGAYTGYRMYAARTTYAC 91 RAAYTCNGARAARTCRTTYTCAAA 19 243.2
191 120 | SHAAYTAYGCHCARTAYCGBGT 127 | RACNGAVCGCCADCC 19 249
192 39 NRRSAARGGYCARGAYGG 91 RAAYTCNGARAARTCRTTYTCAAA 19 324.2
207 129 | HTGGCGBTCNGTYGARAC 138 | WCRTGYTGRTTVYCRTARTCYTG 19 573
208 40 | CYATGSTNRRSAARGGYCA 44 | TRAAYTTRKYRCARTCYTTYTGRAA 20 102
209 46 | GNATHACMTTYTTYCARAARGAYTG 67 | GGKCCRAANARDGCRCA 20 117
238 46 | GNATHACMTTYTTYCARAARGAYTG 91 RAAYTCNGARAARTCRTTYTCAAA 20 255.2
248 126 | TBGAYATGAAYTCNATYACNTCBAC 127 | RACNGAVCGCCADCC 21 120
273 119 | RRTGKKYTSYGGGGTG 123 | CNGTVGANGTRATNGARTTCATRTC 21 571.467
282 81 GGTTCCRBGCYATHGARAA 97 | AVWMRTTRTTYTGDGTDSWRTCRAA 22 162.2
290 59 | GGYAARGTBGGNCAGGG 97 | AVWMRTTRTTYTGDGTDSWRYCRAA 22 225.2
293 130 KSTNATGSTYTGYRTHCAYGG 138 | WCRTGYTGRTTVYCRTARTCYTG 22 516
298 128 | GHTGGCGBTCNGTYGA 132 | SVCCRGTRTARRSHSTRTTDGTRTA 23 117
300 125 CNWSYRTBGAYATGAAYTCNATYAGC 127 RACNGAVCGCCADCC 23 126
302 86 | TNTTYGGMCCNTGGTTCC 97 | AVWMRTTRTTYTGDGTDSWRTCRAA 23 175.2
313 45 NMGNATHACMTTYTTYCARAARGA 58 CAVAARGTYTTRSKCCANGC 24 102
314 129 HTGGCGBTCNGTYGARAC 132 SYCCRGTRTARRSHSTRTTDGTRTA 24 114
323 121 VAAHGCBGTHGGYGG 132 SVCCRGTRTARRSHSTRTTOGTRTA 24 291
324 133 SYTAYACHAAYASDSYYTAYACYGG 138 | WCRTGYTGRTTVYCRTARTCYTG 24 477
328 120 SHAAYTAYGCHCARTAYCGBGT 123 CNGTVGANGTRATNGARTTCATRTC 25 147
330 70 GCNTGGMSYAARACYTTBTG 97 | AVWMRTTRTTYTGDGTDSWRTCRAA 25 198.2
334 122 BKCHTWYTGGCCBCARAC 132 SVCCRGTRTARRSHSTRTTDGTRTA 25 258
336 50 | TYCARAARGAYTGYRMYAARTTYAC 97 AVWMRTTRTTYTGDGTDSWRTCRAA 25 264.2
337 39 NRRSAARGGYCARGAYGG 97 | AVWMRTTRTTYTGDGTDSWRTCRAA 25 3452
346 46 | GNATHACMTTYTTYCARAARGAYTG 97 | AVWMRTTRTTYTGDGTDSWRTCRAA 26 276.2
347 120 | SHAAYTAYGCHCARTAYCGBGT 132 | SVCCRGTRTARRSHSTRTTDGTRTA 26 342
350 126 | TBGAYATGAAYTCNATYACNTCBAC 132 | SVCCRGTRTARRSHSTRTTDGTRTA 28 213
354 125 CNWSYRTBGAYATGAAYTCNATYAC 132 SYCCRGTRTARRSHSTRTTDGTRTA 30 219




# 34 Human ParvovirusBl9 F 7" 7 A ~—iREtxI&Y /) LEEE

1D | Accession | Definition Length
1| FJ591158 Human parvovirus B19 isclate KU1 complete genome 5412
26 | GM703964 | Sequence 133 from Patent W02008089193 5017
28 | GM703962 | Sequence 131 from Patent W02008089193 4844
30 | GM703960 | Sequence 129 from Patent WO2008089193 4846
158 | GM703832 | Sequence 1 from Patent WO2008089193 4778

Human parvovirus B19 isolate BN32.2 non—structural protein NS1 (NS1) minor capsid protein VP1 (VP1) and

393 | DQ33s4z7 major capsid protein VP2 (VP2) genes complete cds

4767

Human parvovirus B19 isolate Vn115 NSt (NS1) 7.5 kDa protein (NS1) VP1 (VP1) 9.5 kDa protein (VP1) and

561 | DQ357065 VP2 (VP2) genes complete cds

4449

# 35  Human ParvovirusBl19 A7 A <= — (A7 100 D A FKR)

Pair Primer | Primer | TIAw— FAR 1
D (Forw | ERBF|(Forward) D (Reve | E#ED (Reverse) @ degenera .
D i ES
ard) rse) cy %!

1 1121 AGTGGTGGTGAAAGCTCTGAA 1266 | TCTCCTGAACTGGTCCCG 0 124
2 1862 | AAGACTTACACAAGCCTGGGC 1961 AGTCATGAATCCTTGCAGCACT 0 124
3 112t AGTGGTGGTGAAAGCTCTGAA 1264 | GATTCTCCTGAACTGGTCCC 0 125
4 1133 | AGTGGTGGTGAAAGCTCTGA 1266 | TCTCCTGAACTGGTCCCG 0 125
5 1854 GAAGACTTACACAAGCCTGGG 1961 AGTCATGAATCCTTGCAGCACT 0 125
6 1862 AAGACTTACACAAGCCTGGGC 1946 AGTCATGAATCCTTGCAGCAC 0 125
7 1123 | CAGTGGTGGYTGAAAGCTCTG 1266 | TCTCCTGAACTGGTCCCG 0 126
8 1854 | GAAGACTTACACAAGCCTGGG 1946 | AGTCATGAATCCTTGCAGCAC 0 126
9 1133 | AGTGGTGGTGAAAGCTCTGA 1264 | GATTCTCCTGAACTGGTCGC 0 126
10 1862 AAGACTTACACAAGCCTGGGC 1951 AAGTCATGAATCCTTGCAGCA 0 126
11 1854 | GAAGACTTACACAAGCCTGGG 1951 AAGTCATGAATCCTTGCAGCA 0 127
12 1862 AAGACTTACACAAGCCTGGGC 1963 CTAAAGTCATGAATCCTTGCAGC 0 127
13 1126 | GCAGTGGTGGTGAAAGCTCT 1266 | TCTCCTGAACTGGTCCCG 0 127
14 1123 CAGTGGTGGTGAAAGCTCTG 1264 GATTCTCCTGAACTGGTCCC 0 127
15 1113 | AGCAGTGGTGGTGAAAGCTC 1266 | TCTCCTGAACTGGTCCCG 0 128
16 1854 | GAAGACTTACACAAGCCTGGG 1963 | CTAAAGTCATGAATCCTTGCAGC 0 128
17 1862 | AAGACTTACACAAGCCTGGGC 1969 | TACCTAAAGTCATGAATGCCTTGCAG 0 128
18 1126 | GCAGTGGTGGTGAAAGCTCT 1264 | GATTCTCCTGAACTGGTCCC 0 128
19 1862 | AAGACTTACACAAGCCTGGGC 1971 ATACCTAAAGTCATGAATCCTTGCA 0 129
20 1854 | GAAGACTTACACAAGCCTGGG 1969 | TACCTAAAGTCATGAATCCTTGCAG Y 129
21 1113 | AGCAGTGGTGGTGAAAGCTC 1264 | GATTCTCCTGAACTGGTCCC 0 129
22 1108 | AGCAGTGGTGGTGAAAGCT 1266 | TCTCCTGAACTGGTCCCG 0 129
23 1108 AGCAGTGGTGGTGAAAGCT 1264 GATTCTCCTGAACTGGTCGC 0 130
24 1109 CAGCAGTGGTGGTGAAAGC 1266 TCTCCTGAACTGGTCCCG 0 130
25 1862 AAGACTTACACAAGCCTGGGC 1956 TATACCTAAAGTCATGAATCCTTGC 0 130
26 1854 GAAGACTTACACAAGCCTGGG 197 ATACCTAAAGTCATGAATCCTTGCA 0 130
27 1862 AAGACTTACACAAGCCTGGGC 1954 CTATACCTAAAGTCATGAATCCTTG 0 131
28 1854 GAAGACTTACACAAGCCTGGG 1956 TATACCTAAAGTCATGAATCCTTGC 0 131
29 1124 GCAGCAGTGGTGGTGAAAG 1266 TCTCCTGAACTGGTCCCG 0 131
5 30 1108 | CAGCAGTGGTGGTGAAAGC 1264 | GATTCTCCTGAACTGGTCCC 0 131
% 31 1124 | GCAGCAGTGGTGGTGAAAG 1264 | GATTCTCCTGAACTGGTCCC 0 132
32 1134 | AGCAGCAGTGGTGGTGAAA 1266 | TCTCCTGAACTGGTCCCG 0 132
33 1862 | AAGACTTACACAAGCCTGGGC 1867 GCTATACCTAAAGTCATGAATCCTT 0 132
34 1854 GAAGACTTACACAAGCCTGGG 1854 CTATACCTAAAGTCATGAATCCTTG 0 132
35 1854 GAAGACTTACACAAGCCTGGG 1967 GCTATACCTAAAGTCATGAATCCTT 0 133
36 1130 | AGCAGCAGTGGTGGTGAA 1266 | TCTCCTGAACTGGTCCCG 0 133
37 1134 AGCAGCAGTGGTGGTGAAA 1264 GATTCTCCTGAACTGGTCCC [¢] 133
38 1862 | AAGACTTACACAAGCCTGGGC 1950 | GGCTATACCTAAAGTCATGAATGCT 0 133
39 1128 | AGCAGCAGTGGTGGTGA 1266 | TCTCCTGAACTGGTCCCG 0 134
40 1854 | GAAGACTTACACAAGCCTGGG 1950 | GGCTATACCTAAAGTCATGAATCCT 0 134
41 1862 AAGACTTACACAAGCCTGGGC 1944 TGGCTATACCTAAAGTCATGAATCC 0 134
42 1130 AGCAGCAGTGGTGGTGAA 1264 GATTCTCCTGAACTGGTCCC 0 134
43 1128 | AGCAGCAGTGGTGGTGA 1264 | GATTCTCCTGAACTGGTCCC 0 135
44 1854 GAAGACTTACACAAGCCTGGG 1944 TGGCTATACCTAAAGTCATGAATCC 0 135
45 1862 AAGACTTACACAAGCCTGGGC 1959 TTGGCTATACCTAAAGTCATGAATC 0 135
46 1854 GAAGACTTACACAAGCCTGGG 1959 TTGGCTATACCTAAAGTCATGAATC 0 136
47 1730 | GGACAGTTATYTGAGCACCCC 1829 | CCAGGCTTGTGTAAGTCTTCA 1 103
48 172 GAASAACTCAGTGAAAGCAGCTTT 1266 TCTCCTGAACTGGTCCCG 1 103
49 1172 | GAASAACTCAGTGAAAGCAGCTTT 1264 | GATTCTCCTGAACTGGTCCC 1 104
50 1735 ATGGACAGTTATYTGACCACCC 1829 CCAGGCTTGTGTAAGTCTTCA 1 104
51 1730 GGACAGTTATYTGACCACCCC 1839 CCCAGGCTTGTGTAAGTCTTC 1 104
52 1166 | GAASAACTCAGTGAAAGCAGCTT 1266 | TCTCCTGAACTGGTCCCG 1 104
53 1738 CATGGACAGTTATYTGACCACC 1829 CCAGGCTTGTGTAAGTCTTCA 1 105
54 1167 TGAASAACTCAGTGAAAGCAGCT 1266 TCTCCTGAACTGGTCCCG 1 105
55 1166 GAASAACTCAGTGAAAGCAGCTT 1264 GATTCTCCTGAACTGGTCCC 1 105




56 1735 | ATGGACAGTTATYTGACCACCC 1839 | CCCAGGCTTGTGTAAGTCTTC 1 105
57 1730 | GGACAGTTATYTGACCACCCC 1836 | GCCCAGGCTTGTGTAAGTCTT 1 105
58 1735 | ATGGACAGTTATYTGACCACCC 1836 | GCCCAGGCTTGTGTAAGTCTT 1 108
59 1730 | GGACAGTTATYTGACCACCCC 1824 | GCCCAGGCTTGTGTAAGTCT 1 106
80 1738 | CATGGACAGTTATYTGACCACC 1838 | CCCAGGCTTGTGTAAGTCTTC 1 106
61 1167 | TGAASAACTCAGTGAAAGCAGCT 1264 | GATTCTCCTGAACTGGTCCC 1 106
62 1170 | CTGAASAACTCAGTGAAAGCAGC 1266 | TCTCCTGAACTGGTCCCG 1 106
63 1170 | CTGAASAACTCAGTGAAAGCAGC 1264 | GATTCTCCTGAACTGGTCCC 1 107
64 1735 | ATGGACAGTTATYTGACCACCC 1824 | GCCCAGGCTTGTGTAAGTICT 1 107
85 1738 | CATGGACAGTTATYTGACCACC 1836 | GCCCAGGCTTGTGTAAGTCTT 1 107
66 1164 | CTCTGAASAACTCAGTGAAAGCAG 1266 | TCTGCTGAACTGGTCCCG 1 107
67 1730 | GGACAGTTATYTGACCACCGCC 1818 | GCCCAGGCTTGTGTAAGTC 1 107
68 1164 | CTCTGAASAACTCAGTGAAAGCAG 1264 | GATTCTCCTGAACTGGTCCC 1 108
69 1735 | ATGGACAGTTATYTGACCACCC 1818 | GCCCAGGCTTGTGTAAGTC 1 108
10 1738 | CATGGACAGTTATYTGACCACC 1824 | GCCCAGGCTTGTGTAAGTCT 1 108
71 1153 | CTCTGAASAACTCAGTGAAAGCA 1266 | TCTCCTGAACTGGTCCCG 1 108
72 1133 | AGCTCTGAASAACTCAGTGAAAGC 1266 | TCTCCTGAACTGGTCCCG 1 109
73 1738 | CATGGACAGTTATYTGACCACC 1819 | GCCCAGGCTTGTGTAAGTC 1 109
14 1159 | CTCTGAASAACTCAGTGAAAGCA 1264 | GATTCTCCTGAACTGGTCCC 1 108
75 1139 { AGCTCTGAASAACTCAGTGAAAGC 1264 | GATTCTCCTGAACTGGTCCC 1 110
76 1150 | AAAGCTCTGAASAACTCAGTGAAAG 1266 | TCTCCTGAACTGGTCCCG 1 110
77 1150 | AAAGCTCTGAASAACTCAGTGAAAG 1264 | GATTCTCCTGAACTGGTCCC 1 111
78 1156 | GAAAGCTCTGAASAACTCAGTGAAA 1266 | TCTCCTGAACTGGTCCCG 1 111
79 1152 | GAAAGCTCTGAASAACTCAGTGAA 1266 | TCTCCTGAACTGGTCCCG 1 112
80 1156 | GAAAGCTCTGAASAACTCAGTGAAA 1264 | GATTCTCCTGAACTGGTCCC 1 112
81 1143 | TGAAAGCTCTGAASAACTCAGTGA 1266 | TCTCCTGAACTGGTCCCG 1 113
82 1152 | GAAAGCTCTGAASAACTCAGTGAA 1264 | GATTCTCCTGAACTGGTCCC 1 113
83 1143 | TGAAAGCTCTGAASAACTCAGTGA 1264 | GATTCTCCTGAACTGGTCCC 1 114
84 1146 | GTGAAAGCTCTGAASAACTCAGTG 1266 | TCTCCTGAACTGGTCCCG 1 114
85 1155 | GGTGAAAGCTCTGAASAACTCAGT 1266 | TCTCCTGAACTGGTCCCG 1 115
86 1146 | GTGAAAGCTCTGAASAACTCAGTG 1264 | GATTCTCCTGAACTGGTCCC 1 115
87 1148 | GGTGAAAGCTCTGAASAACTCAG 1266 | TCTCCTGAACTGGTCCCG 1 116
88 1863 | AAGCCTGGGCRAGTTAGC 1961 | AGTCATGAATCCTTGCAGCACT 1 116
89 1155 | GGTGAAAGCTCTGAASAACTCAGT 1264 | GATTCTCCTGAACTGGTCCC 1 116
S0 1863 | AAGCCTGGGCRAGTTAGC 1946 | AGTCATGAATCCTTGCAGCAC 1 117
91 1860 | ACAAGCCTGGGCRAGTTAG 1961 | AGTCATGAATCCTTGCAGCACT 1 117
92 1141 | GGTGAAAGCTCTGAASAACTCA 1266 | TCTCCTGAACTGGTGCCG 1 117
83 1148 | GGTGAAAGCTCTGAASAACTCAG 1264 | GATTCTCCTGAACTGGTCCC 1 117
94 1847 { CACAAGCCTGGGCRAGTTA 1961 | AGTCATGAATCCTTGCAGCACT 1 118
95 1863 | AAGCCTGGGCRAGTTAGC 1951 { AAGTCATGAATCCTTGCAGCA 1 118
96 1860 | ACAAGCCTGGGCRAGYTAG 1946 | AGTCATGAATCCTTGCAGCAC 1 118
97 1140 | GTGGTGAAAGCTCTGAASAACTC 1266 | TCTCCTGAACTGGTCCCG 1 118
98 1141 | GGTGAAAGCTCTGAASAACTCA 1264 | GATTCTCCTGAACTGGTCCC 1 118
99 1863 | AAGCCTGGGCRAGTTAGC 1963 | CTAAAGTCATGAATCCTTGCAGC 1 119
100 1140 | GTGGTGAAAGCTCTGAASAACTC 1264 { GATTCTCCTGAACTGGTCCC 1 119




% 36 HHV-5, HHV-6 38 X OVHHV-7 #@ 7" 7 A ~w—REFA B & L& 3

Clust . Nucleo Aqino
er No ID | Organism Product _txde Acic
length | length
14 | Human herpesvirus 5 DNA packaging terminase subunit 2 2553 850
282 | Human herpesvirus 6A DNA packaging terminase subunit 2 2181 726
283 | Human herpesvirus 6B transport/capsid assembly 2181 726
1 284 | Human herpesvirus 6B transport protein 2181 726
285 | Human herpesvirus 6 U40 2181 726
586 | Human herpesvirus 7 DNA packaging terminase subunit 2 2166 721
587 | Human herpesvirus 7 U40 2166 721
4 | Human herpesvirus b single-stranded DNA-binding protein 3708 1235
234 | Human herpesvirus 6 U41 major DNA binding protein 3399 1132
232 | Human herpesvirus 6A single-stranded DNA-binding protein 3399 1132
9 235 | Human herpesvirus 6B U4l 3399 1132
233 | Human herpesvirus 6B major DNA binding protein 3399 1132
557 | Human herpesvirus 7 U4l 3396 1131
558 | Human herpesvirus 7 major DNA binding protein 3396 1131
556 | Human herpesvirus 7 single-stranded DNA-binding protein 3396 1131
3 | Human herpesvirus 5 DNA polymerase catalytic subunit 3729 1242
244 | Human herpesvirus 6 U38 DNA polymerase 3039 1012
242 | Human herpesvirus 6A DNA polymerase catalytic subunit 3039 1012
3 243 | Human herpesvirus 6B DNA polymerase 3039 1012
245 | Human herpesvirus 6B U38 3039 1012
559 | Human herpesvirus 7 DNA polymerase catalytic subunit 3042 1013
560 | Human herpesvirus 7 Us3s 3042 1013
561 | Human herpesvirus 7 DNA polymerase 3039 1012
7 | Human herpesvirus 5 helicase-primase helicase subunit 2871 956
264 | Human herpesvirus 6A helicase-primase helicase subunit 2475 824
265 | Human herpesvirus 6B helicase 2475 824
4 266 | Human herpesvirus 6B u77 2475 824
572 | Human herpesvirus 7 helicase-primase helicase subunit 2463 820
573 | Human herpesvirus 7 U717 2463 820
574 | Human herpesvirus 7 helicase 2463 820
64 | Human herpesvirus 5 nuclear egress lamina protein 1131 376
445 | Human herpesvirus 6 U37 795 264
5 444 | Human herpesvirus 6A nuclear egress lamina protein 795 264
688 | Human herpesvirus 7 nuclear egress lamina protein 780 259
689 | Human herpesvirus 7 Us7 780 259
2 | Human herpesvirus 5 major capsid protein 4113 1370
227 | Human herpesvirus 6 U57 major capsid protein 4038 1345
6 226 | Human herpesvirus 6A major capsid protein 4038 1345
228 | Human herpesvirus 6B Us57 4038 1345
548 | Human herpesvirus 7 major capsid protein 4038 1345
549 | Human herpesvirus 7 Us7 4038 1345




#37 TIA—BHUBI TRE—TLDCoCoMo 7’11 7T ML BERET T

A ~—%
Cluster Main Product Nq. of Predicted Deggneracy ‘in
No Primers predicted primers
1 DNA packaging terminase subunit 2 21 13~27
2 Single-stranded DNA-binding protein 52 14~26
3 DNA polymerase catalytic subunit 45 13~24
4 Helicase-primase helicase subunit 110 12~27
5 Nuclear egress lamina protein 29 13~25
6 Major capsid protein 177 8~27

% 38 HHV-5, HHV-6 5 X O'HHV-7 BIEFHEDFH 6 7 7 24— b Tl SN &

WST A~
Avergge Avergge Total Average
. location location .
Pair Forward primer of Reverse primer of flegegeracy size of
D p q o in primer PCR
orwar reverse .
primer primer pawr product
1 | GACGGYGGTTTTCCKCT 142 | GCRAADCCMGGRTGRAT 152 8 198
# 39 ERNTFI)UALNARTTA~—%FHFH D DNA polymerase BT % &R
LIzl ) hT— 4
. Amino
ID Accession Annotation g::’f;';f’/ bi‘;;l:}f“de acid
length
1 AF534906 Human adenovirus type 1 subgroup C complete genome 1 3171 1056
2 AF532578 Human adenovirus type 11 strain Slobitski complete genome 11 3369 1122
3 X73487 Adenovirus type 12 DNA complete genome 12 3186 1061
4 AY803294 Human adenovirus type 14 strain de Wit complete genome 14 3582 1193
5 FJ822614 Human adenovirus 14 isolate Ad14-303600 complete genome 14 3369 1122
6 AY601636 Human adenovirus type 16 strain ch. 79 complete genome 16 3582 1193
7 AF108105 Human adenovirus type 17 complete genome 17 3276 1091
8 GU191019 Human adenovirus 18 complete genome 18 3576 1191
9 EF121005 Human adenovirus 19 strain C complete genome 19 3276 1091
10 J01917 Adenovirus type 2 complete genome 2 3171 1056
11 AY601633 Human adenovirus type 21 strain AV-1645 complete genome 21 3582 1193
12 FJ404771 Human adenovirus 22 isolate AV-2711 complete genome 22 3531 1176
13 EF153474 Human adenovirus type 26 complete genome 26 3276 1091
14 FJ824826 Human adenovirus 28 strain BP-5 complete genome 28 3531 1176
15 AY5H599834 Human adenovirus type 3 strain GB complete genome 3 3582 1193
16 AYH99836 Human adenovirus type 3 strain NHRC 1276 complete genome 3 3573 1190
17 AM749299 Human adenovirus type 31 complete genome serotype 31 31 3555 1184
18 AY737797 Human adenovirus type 34 strain Compton complete genome 34 3582 1193
19 AY128640 Human adenovirus type 35 strain Holden complete genome 35 3369 1122
20 AY271307 Human adenovirus type 35 strain 35p complete genome 35 3369 1122
21 AY 458656 Human adenovirus type 4 strain CL68578 complete genome 4 3066 1021
22 AY594253 Human adenovirus type 4 strain RI-67 complete genome 4 3H82 1193




23 AYH94254 Human adenovirus type 4 vaccine strain complete genome 4 3582 1193
24 AY599835 Human adenovirus type 4 strain NHRC 42606 complete genome 4 3582 1193
25 AY599837 Human adenovirus type 4 strain NHRC 3 complete genome 4 3582 1193
26 EF153473 Human adenovirus type 48 complete genome 48 3276 1091
27 DQ393829 Human adenovirus type 49 complete genome 49 3276 1091
28 AY601635 1;1;::;2 adenovirus type 5 strain NHRC Ad5FS 7151 complete 5 3597 1198
29 AY737798 Human adenovirus type 50 strain Wan complete genome 50 3582 1193
30 FJ169625 Human adenovirus 53 complete genome 53 3498 1165
31 AY 495969 Human adenovirus type 7 vaccine strain complete genome 7 3369 1122
32 AY594255 Human adenovirus type 7 strain Gomen complete genome 7 3582 1193
33 AY594256 Human adenovirus type 7 vaccine strain complete genome 7 3582 1193
34 AY601634 Human adenovirus type 7 strain NHRC 1315 complete genome 7 3582 1193
35 GQ478341 Human adenovirus 7 strain GZ08 complete genome 7 3582 1193
36 NC_001460 Human adenovirus A complete genome A 3570 1189
37 DQ0992432 Human adenovirus B strain Guangzhou01 complete genome B 3501 1166
38 DQ105654 Human adenovirus B strain Guangzhou02 complete genome B 3501 1166
39 NC_011202 Human adenovirus B2 complete genome B 3582 1193
40 NC_011203 Human adenovirus Bl complete genome B 3582 1193
41 NC_001405 Human adenovirus C complete genome C 3597 1198
42 NC_010956 Human adenovirus D complete genome D 3531 1176
43 NC_003266 Human adenovirus E complete genome E 3582 1193
44 NC_001454 Human adenovirus F complete genome F 3567 1188

| £40 B RTT/UANAOKZERBICE TN A MER

R 1 7% 2
A 12, 18, 31
B1 3, 7, 16, 21, 50
B2 11, 14, 34, 35
C 1,2,5,6
D 8-10, 13, 15, 17, 19, 20, 22-30, 32, 33, 36-39, 42-49, 51
E 4,
F 40, 41
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Average Average
location location Total Average
of of degeneracy | size of
Pair forward reverse in primer PCR
1D Forward primer primer Reverse primer primer pair product
1 | GGCATGTAYGCMTCBGC 101 | IGGRGGGTCNGCRTC* 286 12 185
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PRIZS: | PRITS: |

HAdV 1 (@) HAdV4 O
HAdV 11 O HAdV4/NHRC42606 O
HAdV 12 O HAdV4 /NHRC3 0]
HAdV 14 O HAdV 48 O
HAdV 14/Ad14 O HAdV49 O
HAdV 16 O HAdV5 O
HAdV 17 O HAdY 50 O
HAdV 18 O HAdV53 O
HAdV 19 O HAdV 7 O
HAdV 2 O HAdV7 O
HAdV 21 O HAdV 7/Gome O
HAdV 22 O HAdV 7/NHRC1315 O
HAAV 26 O HAdV 7 /GZ08

HAdV 28 O HAdV A

HAdV 3 O HAdV B/GuaO1

HAdV 3/NHRC1276 O HAdV B/Gua02

HAdAV 31 (@) HAdVB2

HAAV 34 (@) HAdV Bl

HAdV 35 @) HAdV C

HAdV 35/35p (@) HAdV D

HAdV 4/CL68578 O HAdV E

HAdV 4/RI67 O HAdY F
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i e E e

Oligom

er
Oligomer name Sequence length
HAdV_o_dp2_141 t36_1 GCGGCATGTATGCATC 16
HAdV_o_dp2 141 t36_2 GGGGTTAAGGGGAGGACCCCAAGGCATGGGGTGTGTGAGGGCCGATGCATACATGCCG 58
HAdV_o_dp2_141 t36_3 CCTCCCCTTAACCCCTATGAGCGGGCATTGGCCGTGCGGCAATGGCAGGTGGCGCTGG 58
HAdV_o_dp2_141_t36_4 ACAAAGATTTTTGTCAAAATAATCAATTTTGCAAGTGTAATTTTCCAGCGCCACCTGCC 59
HAdV_o_dp2_141 t36_5 TTATTTTGACAAAAATCTTTGTCCTGGCATTITTACTATAGATGCCGACCCCCCAGA 57
HAdV_o_dp2._141 t36_6 TCTGGGGGGTCGGCA 15
HAdV_o_dp2_141 t39_1 GTGGCATGTATGCCTCTG 18
HAdV_o_dp2 141 t39 2 GGGTTAAGGGGACTGCCCCATGGCATGGGATGGGTGAGTGCAGAGGCATACATGCC 56
HAdV_o_dp2_141 t39_3 CAGTCCCCTTAACCCATATGAGCGCGCACTGGCAGCTCGAGAATGGCAAATGGCCT 56
HAdV_o_dp2_141 t39_4 TAAATCCTTATCAAAATAGCTGATGGGAGTGGGGTCATCTAAGGCCATTTGCCATT 56
HAdV_o_dp2_141 t39_5 AGCTATTTTGATAAGGATTTACTTCCGGGAATCTTTACCATGGATGCAGACCCTCCCGA 59
HAdV_o_dp2 141 t39 6 TCGGGAGGGTCTGCA 15
HAdV_o_dp2_141_t40_1 GTGGCATGTATGCCTCC 17
HAdV_o_dp2_141_t40_2 GGTTAAGAGGGGTGCCCCAGGGCATGGGGTGGGTGAGCGCGGAGGCATACATGCCA 56
HAdV _o_dp2_141 t40_3 GCACCCCTCTTAACCCCTATGAGCGCGCGCTGGCAGTTCGAGAATGGCAGATGACCTT 58
HAdV_o_dp2 141 t40 4 AGCAAATCTTTGTCAAAATAGCTGATGGTGGCGGGATCATCCAAGGTCATCTGCCATTC 59
HAdV_o_dp2 141 t40. 5 TATTTTGACAAAGATTTGCTACCGGGAATATTTACCATAGATGCGGACCCCCCTGA 56
HAdV_o_dp2_141 t40 6 TCAGGGGGGTCCGCA 15
HAdAV_o_dp2_141_t41 1 GCGGCATGTACGCCTC 16
HAdV o _dp2_141 t41 2 GGTTGAGTGGGGGACCCCATGGCATGGGGTGGGTGAGCGCGGAGGCGTACATGCCG 56
HAdV_o_dp2 141 t41 3 GTCCCCCACTCAACCCATACGAGCGCGCGCTTGCCGCCCGCGCATGGCAGCAGGCG 56
HAdV _o_dp2 141 t41 4 CGCGCGTCGAAGTAGTCTATCTTGCATCCTTGCAAGTCTAGCGCCTGCTGCCATGC 56
HAdAV_o_dp2 141 t41 5 CTACTTCGACGCGCGCCTGCTGCCCGGGGTCTTTACCGTGGACGCAGACCCCCCGGA 57
HAdV_o_dp2_141 t41 6 TCCGGGGGGTCTGCG 15
HAdV_o_dp2_ 141 t42_1 GCGGCATGTACGCCTC 16
HAdAV_o_dp2 141 t42 2 GGTTGAGGGGCGGACCCCAGGGCATGGGATGAGTGAGGGCGGAGGCGTACATGCCG 56
HAdAV_o_dp2 141 t42 3 GTCCGCCCCTCAACCCCTACGAGCGAGCGCTGGCCGCCCGCGAGTGGCAGATGGCC 56
HAdV_o_dp2_141 t42 4 GTTCCTTGTCAAAATAATCGATTTTTIGAGGATGCATCATCCAAGGCCATCTGCCACTC 58
HAdV_o_dp2 141 t42 5 GATTATTTTGACAAGGAACTCTGTCCGGGCATCTTCACCATCGATGCGGACCCCCCTGA 59
HAdV_o_dp2 141 t42 6 TCAGGGGGGTCCGCA 15
HAdV_o_dp2_141_t43_1 GCGGCATGTACGCCTC 16
HAdV_o_dp2 141 t43 2 GACTAAGGGGCGTGCCCCAGGGCATGGGGTGGGTGAGCGCGGAGGCGTACATGCCG 56
HAdV_o_dp2_141 t43 3 GCACGCCCCTTAGTCCCTACGAGCGCGCGCTGGCCGTGCGCGAATGGCAAGCTTCT 56
HAdV_o_dp2 141 t43 4 TCGGGGTCGAAGTAGCTTATGCAGGTGCCCAGATCGTCCAGAGAAGCTTGCCATTC 56
HAdAV_o_dp2_141 t43 5 CTACTTCGACCCCGACCTCCTGCCAGGCATCTTCACCATCGATGCTGACCCCCCCGA 57
HAdV o _dp2_141 t43 6 TCGGGGGGGTCAGCA 15
HAdV_o_dp2_141_t44 1 GTGGCATGTACGCCTC 16
HAdAV_o_dp2_141_t44 2 GATTGAGTGGGAAGCCCCACGGCATGGGATGGGTAAGTGCAGAGGCGTACATGCCA 56
HAdV_o_dp2 141 t44 3 GCTTCCCACTCAATCCCTACGAGCGCGCCCTAGCGGTCCGAGATTGGGAACACGCTC 57
HAdV_o_dp2 141 t44 4 CAGGGTGCGATTGAAATAATCAATGGGGGTACCAACTTGCAAAAGAGCGTGTTCCCAAT 59
HAdV o _dp2_ 141 t44 5 TTCAATCGCACCCTGCTGCCTGGCATTTTTACCATCGACGCCGACCCCCCACC 53

HAdV_o_dp2_141 t44 6

GGTGGGGGGTCGGCG
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[ 2 CoCoMo 7' v 75 ADIERK
A RIRECFH|DOEF

A ¥ ATGGCGGCCGTATGTGCC
B #% ATGGGGCGTATGAGCC
C # ACCGCGGCTGTGCG

d
A # ATGGCGGCCGTATGAGCC
B #% ATGGC-GCCGTATGACCC
C % ATCGCGG-C---TGAGCG

B: ¥¥ v motif RROMER

A
GCCAGATGGCGGCCGTATGAGCGAATGCG

B

¥¥ v Fmotif ATYGC GASCG

C: motif flanking E2FIDHH & degenerate ELFIDHRE

A bk
GCCAGATGGCGGCCGTATGAGCGAATGCG
B Hk
T - TAT CGATA
C GCCAG AATGCK
CGGGG ATACCC
SSSRGATYGC
GASCGAWWSCS

D: I A~—{EH 1 DIAE PCR
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E: TIA~—EH 1 DK

G: T A~—1EH 21T L DRFE PCR

H: 77 A ~—15H 2 OEERORE

GSSSSTCCWGCCAGG

» STCCWGCCAGG
ATACWWIWSCWWWAT
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5’ -STCCWCCGGAGG-3'
3’ -GGAGGCCHWCCTS

. - 4

I -
5 STCCWCCA

37 -GGAGGT




