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10 20 30 40 50 60 70 80 90 100 110 120
T TT GGACCAIT TAATTTCCGGACCTCGAGGICC CTTIOATT TRTTTT TTTTTT CAC CGGT TTACAA GCAT TCTCTGAAGAT GTGTATAAGAGACAGGCGTTGAGC AGGG
130 140 150 160 170 130 190 200 210 220 230 240 250

TGCCGCTGGCATGCCCGGCCGCCOOETGCACAACCAGCCCGGCAGGUCTTGTT GATCACCAGGATGTGGTCGTCTT CGTAGACGATATCCAGTTCGATATCTT CTGCGATCCACTCGCCCTGGGCC

o A AR A

260 270 280 300 310 320 330 340 350 360 370
TCTTGTTCGGCCTCCAGGG CAAGCTGAGAGCCACC TG C GGTCTCGAGGGUGCACGACTGCACCATCGACCGT CAGGCGGCCCTCTTTGATCCACGAAGTTAGCCGCGAACGCGAGTACT CGG

B A R A

380 490
CGAAC TTGGGCGGCG CCTGGTCG GGCGTTGGCCGCCC GT CT TCGT CCGCG C GGTG TG TCTCCG C TGCTCG TTCGGCGG CGCTC GACGTTGAAGAAG
520 530 540 550 560 570 580 590 600 610 620
C C GGGC TT GGTGAGACCCGCGATTC TTT CTGAATIC CCACGAACCTGGTAACCAG TTCGT CCAAGT GG CGCTTCTGGGGACGACT CGACAATCAGCGAC CGG

AL
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630 640 650 660 670 680 690 700 710 720 730 740
GCGACCTCCGATCG GAAGOIGGTTT CC TGG GTTTTCCGACCACGTATCGGCCACC T GGGC CCT CTACAT GCCT GGCCGGCTCACGTAT GAAT CTGCCCACGIT GGAGTTT CGT

750 760 770 780 790 800 g10 820 830 840 830 860 870
cG GCCCGCCAGETMTGC G CAAGCT A CATC GCACCTGCCTT GGCC TCTGGA GCCGTAGCCGACCTGTT GGGGS CGIGCT GGGATCACC GI'GASGC G CTTC TTTTGGTACC T
880 890 900 910 920 930 940 950 960 970 980 990 1000
TCCGGGGAA GOGACEC COGGEG GIA TCCC CTTITGIGGAE CAGTTGO CCC GGGGTC CAGGGAAGOCGCCCGCA CEC GAC COCCC CEGU CdCCCGaE GUCAC GATCCGGAAGCCCCTTTTGGG ATT
1010 1020 1030 1040 1030 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150
TAT TTGAAGGIGAT TTAA CCTTT TGIT GSGTG GAAGICCGGTGG GGGGGE GL A GGG EAGET G CAGCTTTI T COCGAE GO ECCAACATTTTTGRGGEICC CC CEXC QCAG T TATTIT
1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 1310

TTTTGCGICTG ATTT TAIGS TACTGIT TARC CTTTTCT AEGTC QO C CT CGGGQACCGAT TTATTTECGGG CCCCCAAG CGGOEEEGETIT T AL GGGGE GG GCACCCTC CCACC CIGA3GGC AT




