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10 20 30 40 50 60 70 80 90 100 110 120
GGGT. CGG TT@COCT C TAG GATTTT GTTTAACTT TAAC GGAGATAT ACATAT GCACGGCACAGTCATTG GCCTAT GTCTGAATAACTATTTTAACTCAAGT GGCAT

mﬁ@@%@& BN A AV P A A AN A A AR A AN Y

130 150 160 170 180 190 200 210 220 230 240 250
GATGI GGAAG G GICTCTTCTTGGATATCTGGAGGAACTGGC GGATGGTG ACATG TCCTGCAGAGCCAGATTATCTCTTTCTACCTCAGACTCTTTGAAGTCTTG GAC

AN Vi AR A W A A A W&WMWMNMAWW Ay

260 270 280 290 300 310 330 340 350 360 370
TCAGGCCATCAGCAACAACATAAGCGTCATTGAATCACACCTGATTACTACCTTCTTCAGCAAC GC GGCG GGAT GCATT CAT GAGTATTGCCAAGTTT GAGGT CAACAACCCACAG

I Wl A N\/\/V\!\/\/\/\N\M/\/\M\M/\ /\N\J\/\A N\/\MM/\MAI\/V\M\ A VIR

470
GTCC GCGCC GC TTC TG GCTC TCCG GTGGTCC CTG CTCG GC CC CCACC CC CC CTG G TCCGGCTGCT C GCCCG GG GCTG GTTGGCTGCTGCC CCGCT

WWMMMMWMMWMMMMWM AR A A A Y

520 530 540 550 560 570 580 600 610 620
GAGC T CT GCATAACCCCTTGGGGCCTCTAAT CGGGTCTTGAGGGGI TTTTTGCT G GGAGGAACTATATCCGG TTGGCG TGGG CGCGCCCTGT AGCGGCGCATTAAGCGCGGCG

A A A A AR S AR AN s\ A A AR WA A A A e
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630 640 650 660 670 680 690 700 710 720 730 740 750
GGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTT CGCCTGCTT TCCCCGT CAAGCTCT TCGGG

MMM AV D AR A

760 770 780 790 800 810 820 830 840 830 860 870
GGCTCCCTTTAGGGT TCCGATTTAATGCTTGACG GCACCTCGACCCC CTTGATT GGTGATGGTT CACGT TG GCCTTCGCCCTGATAGACGGI TT T TCGCC TTTIGACGTT GG
880 890 900 910 920 930 940 950 960 970 980 990
TCCACGTGCTT T AGT AC TGGACTCCTT GT TCC CTGG CAGAAT CAAGCC TCTCGGCC TCTAGT GAATT ACT AGGGGATTITT GCCOGATT CCGAGZC T GGGTT AG TT
1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120
GCT GATITT GAAGGAATTTAACTCGAAT TTTTACATCAGATTAGAACGTTACCAT TTATCGGGGCACTTTATC G5 GG GGGCCCGG CCCCTATTTTGTT TTTTCCG TCAT
1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240

TCCAATTA GT AT CCGCCCCGLGGAAC T CCTC GG G TGGEC GT CATGATCTTCT GGG GGGG GAAGATTC AC TTCGCGGG GCQCCC CCT TCTCTTTT TG




