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10 20 30 40 50 60 70 80 90 100 110 120
GACC T TITTATT GCGGACCCTAG AGGTCCCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GT GTATAAGAGACAGGG CTGATACCGCCC

PN AU R /\/WW\/\N\J\/\/\/\ A AR A

130 140 150 160 170 180 190 200 210 230 240
GAGTTCATATCGACGGCGGTGTTTGGCACCT CGATGTCGGC TCATCACATCCTGGGGCTGAAGCCGGTCCCAAGGGTATGGCT GTTCGCCATTT GTGGT CGCGAGCTGGGTTTAGAACG

e e e R

250 260 270 280 290 300 310 320 330 340 350 360 370
TCOGTGAGACAGTTCGGTCCCTATCTGCCGTGGACGTTTGAGATTTGAGAGGGGCT GCTCCT AGTACGAGAGGACCGGAGTGGACGAACCTCTGGTGTTCCGGTTGT CACGCCAGTG GCAT TGCC GG

WMNWWWMWWMWAMMMWNMN\MM A

400 450 460 470 480 490
GTAGCT TGTTCGG G G TAACCGCTG GC TCT GC GGG CTTGCCTC G TGAG TCTC CTGGGATCTTGATTCCCCT GGGC CGTCGAAT ACTACGACGTTGAT AGGTTG GG

Apalon MWMWMMW@MMMW@M@MMM

500 510 520 540 560 570 580 590 600 610 620
TGTGTAACGACTGTGAGGC GTACCTTG GC T GCCCTGC GCG T GAT GACATAGGCCCACGCAGTCTGCTGCTGAGGAGATTGTGGTG G G A CGACCACG ACGCC AGTCTAGTC AG

DA N AR A A AN s e i ¢
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630 640 650 660 670 680 690 700 710 720 730 740
GCTCATCATAGCTGC CTCGCA GGTTGATG TATCAC CGGCGTGGCTACCC CAAGCGGGCC CCCTGCGTIGT GA G CAT GTTGGT GAAGATTICTGETTCGAC AGATGCAGTG GCCTGCATT CGT AG

750 760 770 780 790 800 810 820 830 840 850 860
CCATAGGATUGCTTCT C ACC GTC ACTGATGCACGAGCCGI AT GACGGAGTITCGCACGTAC CGATCTGATTC GTGTGGCTGC GAATCTT CTGCTTGAATGCTTI CGGT G TCATAGACCGC G

870 880 890 900 910 920 930 940 950 960 970 980
TTG CTGTG GGG AGGGGACTGCCCCA CTIT C TGGGGACGE GG GT G TCC CCCC TTTTTGTTTGTTGGCCC G CCOGGGCGTCCGC CGAETGGAA G CCC CCTCGCTTTCCTTGT G GT T CCC GG

B R e gy = e
1000 1010 1020 1030 1040 1030 1060 1070 1080 1090 1100
GGGAGG CCTTGGCCCCATTITTTC C GGGT T TG CTCC AGITA GCC GTTAT TTTTTTOGGGGGTTTTTT C GOSCC GCGCACTTTT GGGGGGE CCCAT GGCT CAT TG
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200 1210 1220

GGAATCGGG GGGGG CTG TIT TTTTAC CCCGOEXGGCGT CT C GG CGGGGGEAET AT CTT GGAEGCCC CGGCGITCI T ACCI TIT TCCCAAT TG GTTITTGE TIT




