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10 20 30 40 50 60 70 80 90 100 110
GG CICTG T TC T TAAT T GCCG G AAC CTAGAGGTT C CCTTTTTT ATTTT TTTTITTTTCAC CGGTTTACAAGCAT TCTCTGAAGATGT GTATAAGAGACAGGG

R N A G N WA e A A AN A A A v

120 130 140 150 160 170 180 190 200 210 220 230 240
CAAGGCCGCCGACCTGCTACGCGGCCGTACCATCGTCGGTATCGGCTCGCCACGCGC CAGCCTCG GCAACTACGGCCTGCGTGAGCTGGTCGGCGCCGAGTACTTCTACT CGGGCATGG

JMMNMWM\MM&WMN\AMWWWM O

250 260 270 280 300 320 330 340 350 360
GCTGGCGTCCCCCCCCCOGTACTAGT CG ACGCGTGC CG GGGCOGGTGTGCT TCTG TGCGG TCGCCGGGTGATCATGAGCGGEG GGCTTC GTTG AGGGA CAGGC CTAC

400 410 420 430 440 430 460

370 380 390
CCTTCGGCGCCCCGCTGCTGGGCACCGGCCACGGTTGCT A GCCGGCCCGTGTTTCCCCTCCGGG CCTT A G GTATGTT GTTACGCGTAGT TCCTCG

470 430 490 500 510 520 530 540 550 560 570
C ACTIG CGCGC C CCCTTGT AG CAG AT GGEGCGTGCCACACCTCCA GTTACTACCGC CCACACGGGAT CCGCGGE GCGd C© GT GGGGC CC G GTCGTTGG GGGT
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580 590 600 610 620 630 640 650 660 670 680 690
CGTGG GCG C TAGAOS CACCCCCGCCTGCGACCGGEGC A CACC CAAMG CAAGCAQ AC ACACCCATCCCAGGGTT GGGTGCT AG G ATA GTA G A GGGGC
700 710 720 730 740 750 760 770 780 790 800 810
aOTGCGCG G CACCC CACTAACA AT C TTTT CACACCCC CACCAC GCEGGACC A CA TCG C TGT G. TAT G GC CA GQATGAGCAGC GCGC'T
820 830 840 850 860 870 880 890 900 910 920 930 940 950
0GC ATGIG GAG GA GATATGC GTGT TTGTCGCGOCAC CGTCA GTANTAC T GGAC ATGCT CGTGG G GT GGAGG ATG AG GCCTCCCICTCETCT CTTGCG CAC TGTGT CGUAT A G CTAGCAG GG
960 970 980 990 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100

TGAG G AC CRGATCGCAGT AA GA CAGC CAA GIGA CCA GACAAGCTAC TAC ACATCACIGT TACA GTAAT GAC C ACATOGCTACTAGACT TCGGCACGG TOG T TGIGN TT CGI CCGICEMCCGTCTCIGO AQCTOGTCES CG G

1110 1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240
GCATGC GATATCACA TAT GICT T TG C C ACTCACAAGA CACTC TT GAAFGIGIAC A CC AQGCTGI G GT GGACT G3EC GI'A COGAAGA C CAGAGATTTTT TT TCCTACACGIAC GO T G GTTGA CGT




