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10 20 30 40 50 60 0 80 90 100 110 120
GCC T GITCC GATTTGCGGAC CTAGAAGGIC CCCTTTTTT ATT 1T TTTTTT CAC CGGTTTAC GCAT TCTCTG GATGT GTAT GAGACAGG ATCAGCGTGCCCT
130 140 150 160 170 180 190 200 210 220 230 240 250

CGACCAGCAGATGGGGCTOGTTGCTCCTTCAGCATGCGGTCCTTCCAGGTGTTCGGCTCCATTTCGTCCGCGTTGCACAGCAGGTAGCGGAT GTTCATGGAT TCGT CTTTGGGCATCAGGCCCCAC

i A

260 270 280 290 300 310 320 330 340 350 360 370
TTCACGCCAGTGGGG CCTGCACCGCCACGGCCTTTGAGGCCGOGAGTCCTTGACGCTCTGCACGATGT CGTCGGUGGACATTTGCGCCAGCGCCTTGCGGGCTGCGGCGTAGCCGTTCTTCG

A A A A oy
380 390 400 410 420 430 440 450 480 490

460 470
TTCGTACTCGGCCAGCCAGACCGGCTCGCCGGCGTCACGCAGGCGCCAGGT CAGCGGGTGGGTTTCGGC CG AACGCGCGATGCGGTTGGC CGGGCCC CGAAGTAATGG T CATACGTC ACCC

O R A b

500 510 520 530 540 550 560 570 580 590 600 610 620
TCCCGCAGITTGG CGCCCCCCGGCTGCACGTCACCGAAGGTGT CGTC GTCGATC CTCACTGC CCGAGCCTTGTGGGUGCCTGGCCC GGUACC ACACC GG CGC A AGAITGGAACG GCG GT

T e L
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630 640 650 660 670 680 690 700 710 720 730 740
CGAGACTGGTCT AGCCGAAGGCCGAGGCTCCGCT CGATCTA GATCGACCTG CTCCCGCCC CCCGCC GCC GATGGT GCAGGAGCCTGCTGCTCGCAGGATC CTGTGACCG CCGATCGG G

e

750 760 780 790 800 810 820 830 840 850 860
GGAACGACCACATGGGCCGTCAT GACGGGC GTTGTCT ACATCCC TGGGCGGGETATGG CC CAAT G CTCTTT CGATGGATTGGCACCGCACC GGCCGCCCGGCTCGC
870 880 890 900 910 920 930 940 950 960 970 980 990 1000
TG GACGI ATCTTT GGG GCCTGGCGTGE GG L GG CGCCCGET CGTEEOGEGEGEGEE AAGEAATT AAT CTGGAT G GEEGACCCACCC COICCCCCCCOC ACCGEC C € GGEECG CA ACTAEGTT

1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150
C OGICACTEOWC C AA CCCACOGTT GCTTTGATAGCGTC GGGT GGGAC ECC QCOCCCCCT COOCC GCCC GG G GGG GGGEGAEC CASGTTIT TTCC CCC CCCC CCC CGGGA GGT GGGAGEIAG GGAFEGA GAGC CACGGCCC AGOCC

1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
CAC C CCCACCC TCCCCCOUIGOC TEGGEa0EC CA3 A3 GOGGE (CCC GGG GGACGCAC CCCCCC CA0GG GG GAG A C MG GGG G G GG GAGAAGAC CCCccccoaececceT




