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10 20 30 40 50 60 70 80 90 100 110
G AAT TC TTACTATTGC GGACCCTAG AGGTCCCCT TTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGATGTGTAT GAGACAGGGTCGACAGTGC

O~ A A W e A W oA

120 130 140 150 160 170 180 190 200 210 220 230
CGAAGCCAAGG AGCTGGCGGGCGTGETACCGTACT ACTCCACCGGTG TGCGACTGCC GAAC GACCTGGT CAGCCTCG CCGCCGCCATGGCCCAGGUCG CGGEE GAAC CCGG CGGGELC

A A APt oo o oM A A A A

240 250 260 270 280 290 300 310 320 330 340 350
GCGCCCAT CGGGCCGC CGCCTAGCGAC TGGATCATCGAC CAGAT CCAGAGCAGTT ATCGCTT CAGCCGCAACCTCGATGGGCTGAACCTG GGTGGECCCGC GAAGCAGGCATGGT

360 370 380 390 400 410 420 430 440 430 460 470
GCGGCTCTAGGGCGAGGTG CTCAGCGCGGAGCAG CCATCACCGTGGAGATCGC CCGGC TCATCGACGTACGGCGCGGTGTACTAGTCCACGC GTCACAGATAAGCAT G

430 490 500 510 520 530 540 550 560 570 580 590
TATAAGGTGG TTAATCGQOMT T CT CGCC GCCATATCTCTGATGACAG ACG CGATTT AGGCT CC CTATAAGCTGI GACT TCTGAA GACG AGTGGAGCTCTAGGGCGAGCTGC T
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600 610 620 630 640 650 660 670 680 690 700 710
GGTGACA G GC GCACG G GA AGCCATCAGCATG ATTTCGCA GGC GT CTC CGATGGTACGC AGGC G CT AETACCH GCCGA C GGG CGTCGGGT GGTGC GAGT GTCAGCACTG TGT CATATGT

720 730 740 750 760 770 780 790 800 810 820 830
GAGACGGA AGAAT CAATT TGTGTGIGL CGTTGCTT C ACT COGGACTAGAGATGAGGGIGCAT GGGAGAGGA GACTCGC AGCGCCG GCAQITGCTTCT GGTAE GT TGGAGGGEGCTG

840 850 860 870 880 890 900 910 920 930 940 950
GGCG AGTCAGGACGCGATTGCA CTGTCCGCGT CC CGTGTGA GG € GT ACGCGC GCGC T GCGLGTG GGTAGTGTAGGGCCAG ATG GAGT G GG TCT AGTACAGTGT GGGTG AGGG C

960 970 980 990 1000 1010 1020 1030 1040 1050 1060 1070
TC CAGGAC CATATGCT GCAGCOGT GGC CGTCTGCGAGAGT G GCTGCGGTGCACAGGGT AAGCATGCAGT GAZGTGGAAG GGAGCGC TGACTCGGETCTGGCCTGT AGATCTC TG

1080 1090 1100 1110 1120 1130 1140 1150 1160 1170 1130 1190
CGGATCGT AACG GCTTGCACT ACT QC CACAGCAGGT GACGTGICT G GCT ATCTTTCTTCCG GGCGACT T GGC GA CC AC CGCGGAGGATGITCGGTGACG CTG GC GAGG




