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10 20 30 40 50 60 70 80 90 100 110 120
T CT GGT C G GCGCGGEAGC AAGAGGC CT ITTTTT ATTTT TTATTTCAC CGGTTTACAAGCAT T CTCTGAAGATGT GTATAAGAGACAGGTAGTCGGAAG
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130 140 150 160 170 180 190 200 210 220 230 240
GTCGTTGATCATTACACCGCCGGCCTCGATACGCCGGEUCCAGGCTCAACGCCAGCGACAGGT CACGGGTGAACACACCGGCATGCAAGCTGTACTCCGGGGCATTGGC CAGCGCTATCGCCTGC

A R A A g A

250 260 270 280 290 300 310 330 340 350 360 370
TCGACAGT CTCGAAGGGCGUCAGCAT CACCACCGGTGL CCTCCTCGAGCCACAGCCGGCTG CGGGGTC CGCTTTCG GCACTGT CGGCGCATAGACCGCCCCGTGACGCTGGTGGCCGE
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380 390 400 410 420 430 440 430 460 470 480 490
GAGCAGGCGGGCACCGCCCTCAATCGCCTGGTTCACGCGTGCTTCGATCTGCCGTGCAGCTGCTTCGGTGATCATCGGCCCCATATCGGTTTCGCGCCGGCCCGGATCGCCCCAGACCATCGCCTG
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500 510 520 530 540 550 560 570 580 590 600 610 620
GGTCAATGCCACGAAGCGCTCTCG CGCCTCGTAGATCGAGGCATCTACGAGAATGCGCTGGGTGC CGATGCAGTTCTGCCCGGCCGCCCAGAACGUGCCCGACACACACGACT CGACAGTG
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630 640 650 660 670 680 690 700 710 720 730 740
GCTTCCAGGTCGCAGTCCTTGAGCACCAGCACCGGGGCGTTGCCGCCAAGGTACATGGCAAGC CT TT CAC TCCCCGTGCGCAATCTTTTCGCCCGTTTGG CCGCCCGGT GGG
750 760 770 780 790 800 810 820 830 840 830 860

CATAACGCACCTCAGGCG GACACCCGCGCCTTGCCCAGTTCCGCGCC CCOTGTGGCTACAG TTACGACAGCGTTC AG G AGGCCCTGCATGC TCCGCGGTACTGCACCAGTITTC

A L AWMMWWWM

870 880 890 900 910 920 930 940 950 970 980 990
GGG CGGAATAGCGGGGGCCATTTT CCC AT GGATTTCGT TGACCGTCATT GCCC GCGGCGGEGE TGATGG CGCTTTCTTGTGCCGCCTCCC GGGCT GACGCC TCTTT ATAACAT GGGT GAT AGT
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1000 1010 1040 1030 1060 1070 1110
GG CCGATICA COCC CC ACC TTTGGCCCGGG G C CCCTTTGGGAGGGAGGTTTTT TTACACC CCT GGG GGGGGC GG GG} GGGCCCCCCCGGC GGGGGTTCCCGG GG CCCG AGT GT

1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240
TTTT GACCCCCCC TTTGTTTITTT TTATCCCCT CCC CGAATAATTTTITGGCCITG TTTT O C ACAAT GGGEGEG GG G TTTTTIT TTTT TAAT
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