0 20 90 100 110 120 130 140
TGCAGGACGACATTTCATCTGAGCAGCATCTCTTGCTTGGGAAGAGAAGACCAG AATTTGTTTGTCT ATTTTCTAATAATCTCTCTCTCTCTCTCTCTCTCTCTCTTTTGCGTGTTTCTCGAT TTAATGTCGCAG
Q S s Q G g

150 160 170 180 190 200 210 220 230 240 250 260 270 280 290
ACCATAAGTAATCGGGATTACGGTTATTTTTTTTTATTGAGAG GAGAG TCTATAAATATTGCTGTACTTAAAAGATACGTTACCGTTGTGGGATCATTTAAACAGTTATAGTCAAGATAAGTGAT
300 310 320 330 340 350 360 370 380 390 400 410 420 430
GCTCATTCTTCATTTTCGTTTTCCTGAGTGTTGTATATCTTGTCCTGGGTGTTGTTTATCTTGCTTGAAGAAGACCGGCCTAAGAGGTCAAAACGCATCGTGTTTTGTCTTGTGATTCTTTGGTCCATGTTGTTCGGCGGAGTTG
440 450 460 470 480 490 500 510 520 530 540 550 560 570 580
TCACCTACATTTGTTTTTTAAGATTTGTTTAGATTTCCGCCTGCAGTCGCCTCACTTTGCAACTAACTTAAATCAAAAGTCGTCCATGAGTTCTGCTGTTGTGTTCACAATAGAGAAACTTGGCTGTCATTACTTCCTATGGGGA
590 600 610 620 630 640 650 660 670 680 690 700 710 720
TTTTCTTGAAAACATACTCTTGGTCTTGTCTTCTCTGCAACTGGTTGTCCCCTTGTTGAAGTGATGATTCTGTTCGGCACCAGTCGTTGGGTAGTCAGCCCAGTTGACCGGCAGTGTTTCCGTCGTCAGTCGTTGTGTTGTCTAC
730 740 750 760 770 780 790 800 8]0 820 830 840 850 860 870
CTTTGTGGCTTGGCGAGGTTTTGTGCTGTCCAACCGTGGACAGATGGTATCACTCTGAGGTGGGCAGACAACTCACAGTGAGGCAAAGCAGCGGGAAGGCCAGTCTCCTGACTGCATGAAAGATCCTACTACTACTGCCACTGCT
880 890 200 910 920 930 940 950 960 970 980 990 1,000 1010
ACTTGTGCTTCCGCTATTGCTACTGCTACTACTGTTACAACTACTACTGCTGCTACTGCTACTACTACTACTACTACTACTACTACTACTACTACCATGAATATTATTGTCATTATCATAATGAGTATCGTTATAGTAATTATGG
1 1,12 0 1,160
TGGGGGGGGEGGEGGTTATTTTAGATTTTATGCTAACCTTCTTTTCCAATTTTCATTATATCATGATGAT AATGATGATGATGATGATGATGATGATCCTCCTCTATCTCCCCTCCTACTCCTACTCTTCCTCCTTATTCTCCTA
1,170 1,180 1,190 1200 1,210 1,220 1230 1,40 1,250 1,260 1270 1280 1,290 1300
TAATTATAGTTATTATTATCATCATCATCACCACCATCACCATCATCGTCATCAACTCCCCTCCAAACATTTCACTCTTCTCTTCGGATGAATTCCGTAGTTTTAGTTTGTCACCCGAGCCAAATTTCACACTTGGATTGAAGGT
1310 1320 1330 1,340 1,350 1360 1,370 1,380 1,390 1,400 1410 1,420 1430 1440 1,450
ATCATCATCATCATAATCATCATCATCATCATTACCATCTTCGTCATCATCTGTATCTTCTCCCCTCCAATCTCTTCCCTCTTCTCTTTAGTTGAATTCCGTAGCTTTAGTTTTTCACCCGAGCCAAATTTTGCACTTATATTGA
1460 1,470 1,480 1490 1500 1,510 1520 1530 1,540 1,550 1,560 1570 1,580 1,590
AGAGAGAAGCGACTGTTTCTTTGTCTTTTGTTTACTTTTATATTTTATTTCAATCTTTCTTTCTTCCTTCGTTATTTTCTTTCTTTCTTTCTGTCTGTCTGTCTCGTCTTCCGTGTCACTTCAGTGGCATTGCCCCCACGTCTCT
1,600 1,610 1,620 1630 1,640 1,650 1,660 1,670 1,680 1,690 1,700 1,710 1720 1730 1,740
CATCCCGGCTCACCGTCCACAGCTACAACCTGGCTGGTTTTTCCCCACCAAAGCCCAACACTGGCAATCCACAGGGAGTAGGCAGTGTCCAGTGGCCTTAAAGCAACTCACCAGAGGAGACACTGCACTGCTGCTGGGTCACTTC
1,750 1,760 1770 1,780 1790 1,800 1810 1.820 1,830 '\,8‘40 1,850 1,860 1.870 1,880
GGTGGCGTTCAGTGGTGCATGCTCTGAGCCAACATACAAGGGACACAACCTACTAGCCCAATACTGACGGCAACAATTGTTAAAAGTAACGGAGCTAGCGCGAGTGAGGTCTCCATCCAGGGGGCATAACCACGTCCGTCCATCG
1 890 1 900 1 910 1, 920 1 930 1 940 1, 950 1,960 1! 970 1 QBD 1. 990 Z,ODO 2, OWD 2, DZD 2, DEO
ATAGTCACCAAAAAGATGCTGATACCGATGACCCCAATAGAGCCTAAAACCATAGACGTGGAGAGGACATCGAAGCTGAAGTCACCATGAGAGCACAGCAAAAAGGGCTACAGAAATTGAGACTCTTTTTTTTAATGTTGTCTGA
2,040 2,050 2,060 2,070 2,080 2,090 2,100 2110 2120 2130 2,140 2,150 2,160 2170
TGATGATGAAAAGGATCAAGATGATGCAACGGATTTTTTTATGGTCTGAGACTGCATTACAGGGCTGCAGTCTATCTAGTTGGTGCCAAATTCAATAAAATATATGATAACTCGTTCCTCTTTTCATTGTCCGGAATGTTGTCTT
2,180 2,190 2,200 2210 2220 2230 2240 2250 2260 2270 2,280 2290 2,300 2310 2320
GCCTGAAGAAGACCAATGACGTCGAAACGAGTTGCGTTTTGTCTTGCAGTTTGCTTGTCCATTTTGTTTGGCGGAATAATAATAATAATAATTTTTCTTTAGATTATTTTCAGTGTCCGCCTTTGTCACCTCATTTTAACACTTT
2330 2,340 2,350 2,360 2370 2,380 2,390 2,400 2410 2,420 2430 2,440 2450 2,460
CTATTTCTTACTGGTTAAAGCCGGGTTATTATGACATTAAGCGTCGAGTACAGCTCTGTCATGTAGCCTCAGTCCAGAACTGAAATCCATAGCATCACCTCCATCATCCCCATCTTCGTCGATCTTTGGTTTATTTTCACATCAG
2,470 2,480 2,490 2,500 2,510 2,520 2,530 2,540 2,550 2,560 2570 2,580 2,590 2,600 2610
CCTGGCCAAGCTGTAATCCAGTTCTCATTGCTGTTTTGCCTAACAGTGCGTCTACTCTCTCTTTTCCTTAGACTTCTGAATGTCCTGGGTGGTACATCCATTTGAGTTTTTCCAACAGAAGCTTGTCCATTACTTCATGCCCAAC
2,620 2,630 2,640 2,650 2,660 2,670 2,680 2,690 2,700 2,710 2,720 2,730 2,740 2,750
AGGCTGCGCATCTCACTCTCCACCTTTGAAGAAGGTCGATGAGGTCAATCAGAATCGTGGCTTTCTGAACAGTAACCTGGTCTGTGGATGAGAGCCTGTGGAGCATTTGCATCACTGCTCCTACCGCCATTGTCAGACTTGTAGC
2,760 2,770 2,780 2,790 2,800 2,810 2,820 2,830 2,840 2,850 2,860 2,870 2,880 2,890 2,900
TGATATATTGTATACACCATTGTCTTCCTGGATTGTTCGGTCAAGTTAACCATCAGAGTATACAACAGTGTGTTTCCTTTTGACGAGGTTTTGTTTTTTCATCTGCATCTGAATATTGTGTTGGTTTTGTCTTACACTGGTGCGA
2910 2,920 2,930 2,940 2,950 2,960 2,970 2,980 2,990 3,000 3,010 3,020 3,030 3,040
CAACAATTTTGTAGATGCATTTGAAATGACCAGGATACTGTTCCCATTCTTTGGTTTATTTAAGTTCTGAAAACAGCACACAAGCTGTTCTCTTCTGCCCTTCTCATCAATGATTTTTCCAAGTCTTGACGAGTGTCTTTCGTTT
3,050 3,060 3,070 3,080 3,090 3,100 3,110 3120 3,130 3,140 3,150 3,160 3,170 3,180 3190
ACTTGACTCCTTCATGTAATGTTTTTTTTTCACAATTTTCAAGTGCTCTAAAATATGCCTTCGCATATTCTAGCTTGTATCTGACCTGCGTTGAAGAAAAGTAAAGTAGGTAACGCATAGTTTCAATTGATGTGTCTCCAGATCA
3,200 3210 3,220 3,230 3,40 3,250 3,260 3,270 3,280 3,290 3,300 3,310 3320 3,330
GTCTCATAGCTTCATTTTAAATTCTTTCTGATGTGAGAAGATTGCTTTGGGCTTTGGGATGGCGTTTTAAGCCCTAATCCATAATCAATCACACTGAGCACACCTGCGCAGCTGCATGATACAGTGTCATCAACAGGGTATAATA
3,340 3,350 3,360 3,370 3,380 3,390 3,400 3410 3420 3,430 3,440 3,450 3,460 3,470 3,480
AACCGTGACATCAGCATTTAATCGCATGTAACCAAACCCCACATATAAAAAAATACTACTTTCTCTTTTCTGACACCCCTCCCCCATTACGCTTAACCTCCTCTCTCTCCTTGATTAAGCAATATATATCCAGTTTCATCAGAAC
3,500 3510 3,520 3530 3,540 3,550 3,560 3570 3,580 3,590 3,600 3610 3618

AATTG\CATTGTAATCCCCATGACTAACTGTCTTGTCTCACTCTGTTAACEEFTGCTGCACAGGGAAGGGGAAGAGGGGGTGCTCCAGCAGATGGTGCAGAGATCACTCACGTTGTTGCGGTCGATGATAACGTGTTG
En

.08

Figure S1. Intron sequence of Ad3.1 (AdIIIA). Translated sequences of exon regions are
shown. The predicted mature peptide sequence is underlined. Intron/Exon boundaries are
boxed in red; Cysteine residues are coloured yellow.



