1 10 20 30 40 50 60 70 80 90 100
1 1 1 1 1 1 1 1 1 1 1

85 494 504 514 524 534 544 554 564 574 584

1 1 1 1 1 1 1 1 1 1 1
GCCGCCACCATGGGACAGGAGCTGTCACAGCAT GAGAGGTATGTGGAGCAGCTGAAGCAGGCCCTTAAAACCAGGGGAGTGAAGGTCAAATACGCCGACCTTCTGA

MG o NENMIEY s 'o HEENR Y [VEENOQPNNK O AFNNK T R/ GIVIKIVIK Y A[DNNDN
Ml—:

> — 0zak Consensus Sequence (optimized)

110 120 130 140 150 160 170 180 190 200 210

594 604 614 624 634 644 654 664 674 684 694

1 1 1 1 1 1 1 1 1 1 1
AATTTTT TGATTTCGTAAAAGACACCTGTCCTTGGTTTCCCCAAGAGGGAACCATCGACATTAAGCGCTGGAGAAGAGTGGGAGAT TGCTTTCAGGACTACTATAA
K F FIDIF@IKIDIT ¢C P W F PIQEEMG T WDWINK R W R REVIGIDI C F[QUIDlY YN

D

22|O 23’|0 24|0 25|0 26|0 27|O 28|O 2?0 3(|)0 3]i0
704 714 724 734 744 754 764 774 784 794

1 1 1 1 1 1 1 1 1 1
CACATTTGGCCCCGAAAAAG TTCCCGTTACTGCATTTAGCTACTGGAATCTCATTAAAGA GCTGATTGATAAAAAGGAAGTGAACC CACAGGTCGCTGC CGCAGTC
f'r FiG PEMKIVIP VAT A F S Y W N FENIN K BEENIENTIND K K EENVI N P QEVIA A AIWVH

M100A (substitution) —g>

320 330 34}0 35|0 36|0 3?0 3§0 39|0 40|0 41|0 42|0

80|4 8i4 824 834 844 854 864 874 884 894 904

1 1 1 1 1 1 1 1 1 1 1
GCGCAGACTGAGGAAATTCT TAAAAGCAATAGT CAGACGGACCTGACGAAGACATCACAGAATCCCGACTTGGACCTTATTTCTCT GGATAGTGACGAC GAAGGAG
ATQ T EEMENTITEIN K S N s[Q/T[DEENT K T S[Q N P [DEENDNININSs FND s D DEENG

430 440 450 460 470 480 490 500 510 520 530
1 1 1 1 1 1 1 1
914 924 934 944 954 964 974 984 994 1,004 1,014

1 1 1 1 1 1 1 1 1 1 1
CCAAGTCTTCTTCCCTGCAGGACAAAGGATTGT CCTCTACTAAAAAACCCAAAAGATTTC CAGTGCTGCTGAC CGCGCAGACATCTAAGGACCCCCAAGACCCTAA
A K S s sSPENQIM K GENSs s T K K P K R F PIVININENT AfQ'T s KJIDIP BEND PN

540 550 560 570 580 590 600 610 620 630
1 1 1 1 1 1 1 1 1 1
1,024 1,034 1,044 1,054 1,064 1,074 1,084 1,094 1,104 1,114
1 1 1 1 1 1 1 1 1 1
CCCTTCTGAGGTTGATTGGGACGGTCTCGAGGATGAAGCAGCTAAATACCATAACCCAGACTGGCCTCCCTTTCTTACCCGACCCCCCCCATATAATAAGGCTACA

[P s BEENVID W /DI G IDMEEND BEN A A K Y[H'N P[D/W P P FEEMT R P P P Y N K A T

640 650 660 670 680 690 700 710 720 730 740

1 1 1 1 1 1 1 1 1 1 1
1,124 1,134 1,144 1,154 1,164 1,174 1,184 1,194 1,204 1,214 1,224

1 1 1 1 1 1 1 1 1 1 1
CCCTCAGCCCCTACCGTCAT GGCCGTTGTAAAT CCCAAAGAGGAAT TGAAGGAGAAGATT GCACAACTTGAGGAGCAGATTAAGCT CGAGGAACTGCAC CAGGCCC
P S A P T[VIIMN A[VIVIN P K FENENIN K BEN K [T7 A 70 FENEENNEN 0 'TY X PNEVEENNENNTIN H O A N

750 760 770 780 790 800 810 820 830 840
1 U U 1 1 U U 1 1 U
1,234 1,244 1,254 1,264 1,274 1,284 1,294 1,304 1,314 1,324
1 1 1 1 1 1 1 1 1 1
TGATATC TAAGTTGCAAAAGCTGAAGACGGGCAATGAAACAGTGAC TCACCCTGACACCGCCGGTGGCCTGTC CCGAACACCCCAT TGGCCAGGCCAGCACATCCC
ENfTd s RPN Q KENEXK T/ G NEENTWIT/IE PIDIT AG GEENS R T PIHIW PG QIHIIP

850 860 870 880 890 900 910 920 930 940 950
U 1 1 1 U 1 1 1 1 1 1
1,334 1,344 1,354 1,364 1,374 1,384 1,394 1,404 1,414 1,424 1,434
1 1 1 1 1 1 1 1 1 1 1
AAAAGGCAAATGTTGTGCCAGCCGGGAGAAAGAGGAACAGATCCCGAAGGATATATTCCC CGTCACAGAGACT GTGGATGGGCAGE GGCAGGCTTGGCG CCACCAT
'KIG K C C A s REENXBMENOQMIMIP XK/MIINF PIVIiTENTNIDI G Q G0 A W RIHITH

960 970 980 990 1, 000 1, 010 1, 020 1, 030 1, 040 1, 050 1, 060
1
1, 444 1, 454 1, 464 1, 474 1, 484 1, 494 1, 504 1, 514 1, 524 1, 534 1, 544

AATGGTTTCGACTTCGCAGT GATTAAAGAACTG AAGACTGCCGCTT CCCAATACGGCGCTACTGCTCCTTATA CGCTTGCAATTGT TGAAAGCGTGGCAGACAATT
NG FIDIF AIVIIIN KBEEEEN XK T A A SIQ/Y[IG A T A P Y T JNENAIIIVIEEN s IVl A DI N

1 070 1 080 1 090 1, 100 1, 110 1,120 1, 130 1,140 1, 150 1,160
1, 554 1, 564 1, 574 1, 584 1, 594 1, 6|04 1, 614 1, 6|24 1, 634 1, 6|44
GGCTGAC TCCGACCGACTGGAATACTTTGGTGC GCGCCGTGTTGTCCGGCGGTGACCATC TTCTCTGGAAGTCCGAATTTTTTGAGAACTGCAGAGATACTGCCAA

WEENT P T[DIW N THEEONVIR AIVEENS G GD HENINW K s ENF FENN C RIDIT A K

1,170 1,180 1,190 1,200 1,210 1,220 1,230 1,240 1,250 1,260 1,270

! 1 1 1 ) 1 1 1 1 1 1
1,654 1,664 1,674 1,684 1,694 1,704 1,714 1,724 1,734 1,744 1,754

1 1 1 1 1 1 1 1 1 1 1
GCGCAACCAGCAGGCGGGTAATGGCTGGGATTT CGACATGCTTACT GGGAGTGGCAATTACTCAAGTACAGAT GCTCAGATGCAGT ATGATCCCGGCCT TTTCGCA
CRINTQUQ AIG N G WIDIF[DEMIIN T G SIG N Y s s T[D A QFWNQ YD/ P GHNENF A

1,280 1,290 1,300 1,310 1,320 1,330 1,340 1,350 1,360 1,370
] ] 1 1 ] 1 1 1 1 I
1,764 1,774 1,784 1,794 1,804 1,814 1,824 1,834 1,844 1,854
1 1 1 1 1 1 1 1 1 1
CAGATCCAGGCAGCCGCGACAAAAGCCTGGCGGAAGTTGCCCGTGAAAGGGGACCCAGGAGCTTCTCTTACCG GGGTGAAGCAGGGCCCGGATGAACCATTTGCTG
fom@m@o A A A T K A W R KENPIVIKIGIDIP[G A SPNT GIVIK Q G P DENP F Al

1,380 1,390 1,400 1,410 1,420 1,430 1,440 1,450 1,460 1,470 1,480

1 1 1 1 1 1 1 U 1 1 1
1,864 1,874 1,884 1,894 1,904 1,914 1,924 1,934 1,944 1,954 1,964

1 1 1 1 1 1 1 1 1 1 1
ATTTCGTGCATCGCCTGATCACTACGGCTGGTC GAATATTTGGCAG CGCCGAGGCAGGGE TGGACTACGTGAAGCAATTGGCCTAC GAAAACGCCAACC CAGCCTG
DIFWITH ' RENINT T A G RFEINF G s ANMNAGIVID| Y Wik QFNA YBENEN A N P A C

1,490 1,500 1,510 1,520 1,530 1,540 1,550 1,560 1,570 1,580 1,590
U 1 1 1 1 1 ! ! 1 1 1

1,974 1,984 1,994 2,004 2,014 2,024 2,034 2,044 2,054 2,064 2,074

1 1 1 1 1 1 1 1 1 1 1
TCAGGCGGCGATCAGGCCCT ACAGGAAGAAAAC CGATCTGACGGGC TACATCAGGCTGTG TTCAGACATTGGT CCGAGCTATCAGCAGGGCCTGGCTAT GGCCGCC
foa AINR P Y R K K T[DEIN T G YPMIREMC sDIING P S Y[Q QI GHNENANNA A

1,600 1,610 1,620 1,630 1,640 1,650 1,660 1,670 1,680 1,690

2,084 2,094 2,104 2,114 2,124 2,134 2,144 2,154 2,164 2,174
GCCTTCAGCGGCCAGACTGT AAAGGACTTCCTG AATAATAAAAACA AAGAGAAAGGCGGT TGCTGCTTTAAGT GTGGTAAAAAAGG GCATTTCGCGAAAAACTGTC
A F S/ Q@ TV K D F@II N N K N KBENK G G C ¢C F K C/6 K K G H F A K N C

1,700 1,710 1,720 1,730 1,740 1,750 1,760 1,770 1,780 1,790 1,800

1 1 1 1 1 U 1 1 1 1 !
2,184 2,194 2,204 2,214 2,224 2,234 2,244 2,254 2,264 2,274 2,284

1 1 1 1 1 1 1 1 1 1 1
ACGAACATGCACACAATAAC GCTGAGCCGAAGG TGCCGGGGCTGTGCCCCAGGTGCAAAC GAGGTAAACACTG GGCGAACGAGTGCAAATCTAAAACTGATAATCA
HEENEHE ATH' N N ABNP KIVWIP GENC P R C K RIGKIH W A NBNC K s K T[DINIQ

1, 810 1, 820 1, 830 1,840 1, 850 1, 860 1, 870 1, 880 1,890 1, 900
1 1
2 294 2 304 2 314 2, 324 2, 334 2 344 2 354 2 364 2 374 2, 384
GGGAAAC CCGATCCCTCCCCACCAGGGAAACGGATGGCGAGGCCAGCCCCAGGCTCCTAAGCAAGCGTACGGAGCCGTATCCTTCGTGCCAGCAAACAAGAACAAT

f'e N~ PfIMP PIH Q G N G W RIGIQ PIQ A P K[Q A Y[G AfVISsS FIVIP A N K N N
1,910 1,920 1,930 1,940 1,950 1,960 1,970 1,980 1,990 2,000 2,010

1 1 1 1 1 1 1 1 1 1 1
2,394 2,404 2,414 2,424 2,434 2,444 2,454 2,464 2,474 2,484 2,494

1 1 1 1 1 1 1 1 1 1 1
CCTTTTCAAAGTCTTCCAGAACCGCCTCAGGAAGTGCAGGACTGGACTTCCGTGCCTCCT CCAACACAGTATGCAGGTGCGGGACC GGTCGGTGCTGCAGCAGTGA
P FIQls BENP BENP PO'EENWIQIDIW T s@EWP P P T[MQUY

I B
GAGA Linker
2,020 2,030 2,040 2,050 2,060 2,070 2,080 2,090 2,100 2,110 2,120
1 1 1 1 1 1 1 1 1 1 1
2,504 2,514 2,524 2,534 2,544 2,554 2,564 2,574 2,584 2,594 2,604

1 1 1 1 1 1 1 1 1 1 1
GCAAGGGCGAGGAGCTGTTCACCGGGGTGGTGC CCATCCTGGTCGAGCTGGACGGCGACG TAAACGGCCACAAGTTCAGCGTGTCC GGCGAGGGCGAGG GCGATGC
S K G BEEMENTINF T/GIVIV]PIIDIVEENCSID G DIV.N G H K F sS[Vis GENGEIG D A

2,130 2,140 2,150 2,160 2,170 2,180 2,190 2,200 2,210 2,220
2,614 2,624 2,634 2,644 2,654 2,664 2,674 2,684 2,694 2,704
1 1 1 1 1 1 1 1 1 1
CACCTACGGCAAGCTGACCC TGAAGTTCATCTGCACCACCGGCAAGCTGCCCETGCCCTEGCCCACCCTCGTGACCACCCTGACCT ACGGCETGCAGTGCTTCAGE

T YGIKENTENK FENC T TIGIKEINP IWNP W P THEWET THEENT Y GEVEQIC F 8§

2,230 2,240 2,250 2,260 2,270 2,280 2,290 2,300 2,310 2,320 2,330

1 1 1 ] 1 1 1 1 1 1 1
2,714 2,724 2,734 2,744 2,754 2,764 2,774 2,784 2,794 2,804 2,814

1 1 1 1 1 1 1 1 1 1 1
CGCTACCCCGACCACATGAAGCAGCACGACTTC TTCAAGTCCGCCATGCCCGAAGGCTAC GTCCAGGAGCGCACCATCTTCTTCAAGGACGACGGCAAC TACAAGA
R Y PIDUHEMK QHIDIF F K s AMipr B ENG v VIogBNER T IF F KID'DI'G N Y K

2,340 2,350 2,360 2,370 2,380 2,390 2,400 2,410 2,420 2,430
1 I 1 1 1 1 1 1 ] U
2,824 2,834 2,844 2,854 2,864 2,874 2,884 2,894 2,904 2,914
1 1 1 1 1 1 1 1 1 1
CCCGCGCCGAGGTGAAGTTC GAGGGCGACACCC TGGTGAACCGCAT CGAGCTGAAGGGCATCGACTTCAAGGA GGACGGCAACATC CTGGGGCACAAGC TGGAGTA
T R ABENV K FENG D TFNV N RII'EENIIK 6II'D F KEEND G N[II'IENG H K IDUNEN Y

2,440 2,450 2,460 2,470 2,480 2,490 2,500 2,510 2,520 2,530 2,540

2,924 2,934 2,944 2,954 2,964 2,974 2,984 2,994 3,004 3,014 3,024
CAACTACAACAGCCACAACG TCTATATCATGGC CGACAAGCAGAAG AACGGCATCAAGGT GAACTTCAAGATC CGCCACAACATCG AGGACGGCAGCET GCAGCTC
‘N Y N S H NV Y[IMIA D K Q K N G I KV /N F K[I R H N I BEND G s V o[In]

2, 550 2,560 2, 570 2, 580 2, 590 2, 600 2, 610 2, 620 2, 630 2, 640 2, 650
1
3, 034 3, 044 3, 054 3, 064 3, 074 3, 084 3, 094 3, 104 3, 114 3, 124 3, 134

GCCGACCACTACCAGCAGAACACCCCCATCGGC GACGGCCCCGTGE TGCTGCCCGACAAC CACTACCTGAGCA CCCAGTCCGCCCT GAGCARAGACCCCAACGAGA
ADIH Y[Q Q@ N T PEING DG PIVININNIN PD'N H ' YPNs T/Q s ANNS KID|IP NHNN

2,660 2,670 2,680 2,690 2,700 2,710 2,720 2,730 2,740 2,750
3,144 3,154 3,164 3,174 3,184 3,194 3,204 3,214 3,224 3,234
1 1 1 1 1 1 1 1 1 1
AGCGCGATCACATGGTCCTGCTGCAGTTCGTGACCGECCGCCCEGAT CACTCTCGGCATGEACCAGCTCTACAAGTGATTCTCTCCT CGAGATCGCTCTT TCCCTTG

K R[D HMIVIIINCIEEN F (V] T A A G [T TN G N D BENIN Y K

Putative Splice Acceptor Site 1 for Env—= > @ ¢

Putative Splice Acceptor Site 2 for Env
2,7|60 2'7|70 2,7|80 2,7|90 2,8|00 2,8|10 2,8|20 2,8|30 2,8|40 2,8|50 2,8|60
3,244 3,254 3,264 3,274 3,284 3,294 3,304 3,314 3,324 3,334 3,344

1 1 1 1 1 1 1 1 1 1 1
TTCACAGATATGAACTTCAATTATCATTTCATC TGGAGCTTAGTGATACTATCTCAAATATCTCAAGTTCAAGCCGGTTTTGGAGATCCGCGTGAAGCC CTGGCAG
[ Flc DI P REEN2NN2AN

3 > [ Env (-1 Frame) -signal peptide >

Putative Splice Acceptor Site 2 for Env
2,8|7O 2,8|80 2,8|90 2,9|00 2,9|10 2,9|20 2,9|3O 2,9|4O 2,9|50 2,9|60
3,354 3,364 3,374 3,384 3,394 3,404 3,414 3,424 3,434 3,444

1 1 1 1 1 1 1 1 1 1
AAATACAACAAAAACATGGTAAACCTTGTGACT GTGCTGGAGGATATGTTTCCTCCCCAC CGATTAACTCTCT TACAACTGTTTCT TGCTCTACTCATACTGCTTA
ENTNOTOT K HIG K P C[DIC AfG G Y Wwids s P PN SEENT THENES C s THIHIT A Y

2,970 2,980 2,990 3,000 3,010 3,020 3,030 3,040 3,050 3,060 3,070
1 1 1 1 1 ] ] ! ! ] ]

3,454 3,464 3,474 3,484 3,494 3,504 3,514 3,524 3,534 3,544 3,554
1 1 1 1 1 1 1 1 1 1 1

TTCAGTGACAAACTCCCTAAAATGGCAGTGTGT GTCAACTCCCACT ACCCCTAGCAATACACATATAGGAAGT TGTCCCGGTGAAT GCAACACGATCTCATATGAT
SN TN sEENK Wwigic@wls T P T T P S N TIHNNG s C PIGHEENCI N TNNSs YDl

3, 080 3, 090 3, 100 3, 110 3, 120 3, 130 3, 140 3, 150 3,160 3, 170 3, 180
1
3, 564 3, 574 3, 584 3, 594 3, 604 3, 614 3, 624 3, 634 3, 644 3, 654 3, 664

TCTGTACATGCCTCTTGCTATAACCACTATCAACAATGTAACATTG GTAATAAAACATAT CTCACTGCCACTATAACTGGAGATAC AACTCCTGCCATT GGTGACG
SIVITHIA S C Y NUHIY[QUQicC NFEING N K T Y@BNT A THENTIGIDIR T P ANIGIDI

3,190 3,200 3,210 3,220 3,230 3,240 3,250 3,260 3,270 3,280
1 1 1 | | | | | | |
3,674 3,684 3,694 3,704 3,714 3,724 3,734 3,744 3,754 3,764
1 1 1 1 1 1 1 1 1 1
GGAATGTCCCTACAGTACTAGGGACTAGTCACAACCTCATTACAGCAGGCTGTCCCAATGGTAAAAAGGGCCAAGTGGTCTGTTGGAATAGCCGACCTTCTGTTCA

G NfViP THVEENG T sSIH NFENIIT A G C PIN G K K GQIVivVic wi N s R P S [VIH

3,290 3,300 3,310 3,320 3,330 3,340 3,350 3,360 3,370 3,380 3,390

1 1 1 1 1 1 1 1 1 1 1
3,774 3,784 3,794 3,804 3,814 3,824 3,834 3,844 3,854 3,864 3,874

1 1 [} 1 1 1 1 1 1 1 1
TATATCT GATGGAGGAGGGC CTCAAGATAAGGC CCGCGACATTATAGTAAATAAAAAGTT TGAGGAATTGCACAGGTCGCTGTTCC CAGAACTTTCTTACCATCCT
[fIf s /bl 6 G PIQD K A RDIININMVIN K K F JENENISNE R SN F P EENINSs Y [H P

3, 400 3, 410 3, 420 3, 430 3, 440 3, 450 3,4|6O 3, 470 3, 480 3, 490
3, 884 3, 894 3, 904 3, 914 3, 924 3, 934 3, 944 3, 954 3, 964 3, 974

CTGGCCTTGCCCGAAGCCCGTGGTAAAGAAAAAATTGACGCACACACTCTTGATCTCCTTGCCACTGTACATAGTTTACTCAATGCTTCCCAACCCAGTTTAGCCG
foN A BCN P BEN A R G KEENKIIND AH T JINDNENIN A TIVIH s WINN A siQg P s pimmaN

3,500 3,510 3,520 3,530 3,540 3,550 3,560 3,570 3,580 3,590 3,600

1 1 1 1 1 1 1 1 1 1 1
3,984 3,994 4,004 4,014 4,024 4,034 4,044 4,054 4,064 4,074 4,084

1 1 1 1 1 1 1 1 1 1 1
AAGATTGCTGGCTGTGCTTACAGTCAGGAGATC CCGTTCCTCTTGC CCTGCCCTATAATGATACACTCTGCTC TAACTTTGCCTGT TTATCTAATCACT CCTGCCC
ElD ¢c wimicpPmNo s'G D PV PEMAPNNP Y N/D THEMNC S N F A CHEEIS N H| S C P

3,610 3,620 3,630 3,640 3,650 3,660 3,670 3,680 3,690 3,700 3,710
4,094 4,104 4,114 4,124 4,134 4,144 4,154 4,164 4,174 4,184 4,194

TTTAACC CCCCCTTTTTTAG TACAGCCCTTTAACTTCACTGATTCC AATTGCCTTTACGC TCATTATCAAAAC AACTCATTTGACA TAGATGTAGGTCT AGCTAGE

ffNT P P FEWVIQ P F/N F T[D s N CENMY AH Y/Q N N s F[DIINDIVIGEMNA s

3,720 3,730 3,740 3,750 3,760 3,770 3,780 3,790 3,800 3,810

4,204 4,214 4,224 4,234 4,244 4,254 4,264 4,274 4,284 4,294
TTTACTAATTGCTCTAGCTATTATAACGTTTCTACAGCCTCCAAAC CCTCTAATTCCCTA TGCGCCCCAAACA GCTCGGTTTTTGT ATGCGGTAACAAT AAGGCAT
F T/N C § S Y Y NfV.S T A S K P S N s@NC A P N s SV F[IV]C G N N K A

3,820 3,830 3,840 3,850 3,860 3,870 3,880 3,890 3,900 3,910 3,920
1 1 1 1 1 1 1 1 1 1 1
4,304 4314 4,324 4,334 4,344 4,354 4,364 4,374 4,384 4,394 4,404
1 1 1 1 1 1 1 1 1 1 1
ACACTTATCTACCCACAAAT TGGACGGGAAGTT GTGTACTTGCTAC TCTTTTGCCCGATATAGACATCATTCCAGGTAGTGAGCCT GTCCCCATTCCAG CTATTGA
Y T Y@PMP TN W TIG S CIVEINA TINDNP[DIINDIININ PG s EENP IV P[IINP ANIND

3,930 3,940 3,950 3,960 3,970 3,980 3,990 4,000 4,010 4,020
1 1 1 1 1 1 1 1 1 1
4,414 4,424 4,434 4,444 4,454 4,464 4,474 4,484 4,494 4,504
1 1 1 1 1 1 1 1 1 1
TCATTTT TTAGGCAAAGCCAAAAGAGCAATCCAACTTATCCCCCTG TTCGTAGGGTTAGG TATAACTACTGCAGTATCTACTGGGGCTGCTGGTCTAGG GGTTTCC
['/HEF@@MG6 K A K R AT Q@I PN F[VGMNG I I'T T A[IV.S TG A A GINGIV s

4,030 4,040 4,050 4,060 4,070 4,080 4,090 4,100 4,110 4,120 4,130
1 1 1 1 1 1 1 1 1 1 1
4,514 4,524 4,534 4,544 4,554 4,564 4,574 4,584 4,594 4,604 4,614
1 1 1 1 1 1 1 1 1 1 1
ATCACTCAATATACAAAATTATCTCATCAACTAATATCAGATGTTCAAGCTATTTCTAGC ACTATACAAGATC TCCAAGATCAGGTAGACTCTCTAGCAGAAGTAG
fIiT @ Y T KPEW S H QEENI'S DIVIQ AIINS s TPFINQ DMNENQ D QIVID s pmN A BENV

4,140 4,150 4,160 4,170 4,180 4,190 4,200 4,210 4,220 4,230 4,240
1
4, 624 4, 634 4, 644 4, 654 4, 664 4, 674 4, 684 4, 694 4,704 4, 714 4, 724

TACTGCAAAACAGAACAGGATTAGATCTACTTACAGCAGAGCAGGE AGGTATCTGCTTAG CCTTACAGGAAAAATGTTGTTTCTAC GCCAATAAATCTG GAATCGT
VIEIN O N R R/GENDIWIN T AMNQ G GIICcilAMioMENX C C F Y A N K S5 [GIINV

4,250 4,260 4,270 4,280 4,290 4,300 4,310 4,320 4,330 4,340
1 1 1 1
4, 734 4,744 4, 754 4, 764 4,774 4, 784 4, 794 4, 804 4,814 4,824
CAGAGAC AAGATTAAAAACC TACAAGACGACTTAGAAAGACGCCGAAGACAACTGATCGACAACCCATTTTGG ACCAGTTTTCATG GATTCCTCCCTTATGTTATG

FRIMD KUK NBONQ D DFWEEN R R R RIQENIND N P F W T S F[H G F NP v Vi

4,350 4,360 4,370 4,380 4,390 4,400 4,410 4,420 4,430 4,440 4,450

1 1 1 1 1 1 1 1 1 1 1
4,834 4,844 4,854 4,864 4,874 4,884 4,894 4,904 4,914 4,924 4,934

1 1 1 1 1 1 1 1 1 1 1
CCCCTAT TAGGCCCTTTGCT TTGCTTATTGCTT GTGTTATCTTTCG GTCCAATTATTTTC AACAAGCTTATGACCTTTATTAAACA TCAAATTGAGAGCATCCAGG
PIONIN G PN C fNINENVEIN s F 6 PIII ' F N KEIMjT FII ' K/H o INENSII 0o

4,460 4,470 4,480 4,490 4,500 4,510 4,523
1 1 1 1 1 1 1

4,944 4,954 4,964 4,974 4,984 4,994 5,007
1 1 1 1 1 1 1
CCAAACC TATACAAGTCCAT TATCATCGCCTTGAACAAGAAGACAG TGGTGGCTCATATT TGACCTTAACA
A K PII'QIV H Y/H RIIVEENQEEND S G G s Y@ oirTHRodT




