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10 20 30 40 50 60 70 80 90 100 110 120
C TG CGOGCTTCTTTCGGGCTTTGTTAGCAGCCGGATCTCAGTGGTGGTGGTGGTGGTGCTCGAGTCAGTGGACCACTCGG ATGAGCTCATTGAATGCTTGGCGCTGGACCTGTGGGTTGT

o5 OO AAMA AW WA AN AN A WA AR AR

130 140 150 160 170 180 190 200 210 220 230 240
TGACCTC CTTGGCAATACTCATGAATGCATCCTTTTTCGCCTTGCTGTTGCTGAAGAAGGTAGTAAT CAGGTGTGATTCAATGACGCTTATGTTGTTGCTGATGGCCTGATTGTCTTTC

MO A N\/\/\/\MMW\/\/\JWW\/\/\W NN A AR A A AR A AR

250 260 270 290 300 310 320 330 340 350 360 370
GACTTC GAGTCT GAGGTAG GAG T TCTGGCTCTGC GOATTTTCATGTCACCATCCTTTTGCCAGTTCCTCCAGATAT CCAAGAAGAGACTCTTTT CTTCCACATCTATGCCACTTG

AR A A AL AR A A AV A AR AN A A A A A A AR A A AN

400 42 430 440 460 470 480 490 500
GTT TAGTTATTCAGACTTTCTAGGCTTT CAAT GACTGTGCCGTGCATAT GTATATCTCCTTCTT GTT C TTATTTCTAGAGGGGAATTGT TATCCGCT CACAATT CCCCTAT

AR A AR A AR A A AP AN A A A AR Y WA A A AN A AR

510 520 530 540 550 560 570 580 590 600 610 620
GTGAGTCGTATTAATTTCGCGGGATCGAGATCTCGAT CCTCTACGCCGGACGCATCGTGGCCGGCAT CACCGGCECCACAGGTGCGGETTGCTGGCGCCTATATCGCCGACAT CACCGATGGGG

A A A AR A A A AP AR AR APAMM N N MAMA A AV P M A
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630 640 650 660 670 680 690 700 710 720 730 740 750
GATCGGGCTCGCCACTTCGGGCTCATGAGCGCTTGTTTCGGCGTGGGTATGGTGGCAGGCCCCGTGGCCGGGGGACTGTTGGGCGCCATCTCCTTGCATGCACCATT CCTTGCGGCGGCGGTGCT

AWM AR AN AN AP AN AR AP MM

760 770 780 790 800 810 820 830 840 850 860 870
CAACGGCCTCAACCTACTACTGGGCTGCTTCCTAATGCAGGAGTCGCAT GGGAGAGCGTCGAGATCCCGOACACCATCG AATGGCGC CCTTTCGCGGTATGGCATGATAGCGCCCGG

DA AN AN AN A WA A A A A A A A A AP P AR A WA A AP

880 890 900 910 920 930 940 950 960 970 980 990 1000
GAGAGTCAATTCAGGGTGGTGAATGTG CCAGTAACGTTATACGATGTCGCAGAGTATGCCGGTGTCTCTT ATCAGACCGTTT CCCGCGTGGTGAA CCAGGCCAGCCACGTTT CTGCG cG

A AN A PN A A AN A A AN A AP AN e

1010 1020 1030 1040 1030 1060 1070 1080 1090
C GGG GTGGAAGCGGCGATGGC GG AGCT GAATTACATTCCCAACCGCGTGGCACAACAACT GG CGGGC CAGTCGTTGCTGATT GGCGTTGCCACCTCCAGTCTGG CCCTGCACG GCCG

LA AR A A A AN AN S A A A A Aoy

1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250
T CGC TT GTCGC GGCGATT TCCCGCCGAATC TAGGGETGCCC GC GGEGGGETGGCC GGG C CGGGCTCC CCCGG GGGGCGGGGECT TTTTTCCCGCCAACC

WA N ANANAAPA N A N AR A PR DM A AR AN AN PG R SRR




