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10 20 30 40 50 60 70 80 90 100 110 120
GAMCC TGATCTAT TCTITGCGGACCTAGAGGIC W CTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GTGTATAAGAGACAGGATCAGCATGCCCTCG

oAl oo W e g o

130 140 150 160 170 180 150 200 210 220 230 240 250
CCAGCAGATGGGGCTGTTGCTCCATCAGCATGCGGTCCTTCCAGGTGTTCGGCTCCATTTCGTCCGCGTTGCACAGCAGGTAGCGGATGTT CATGGATT CGTCTTTGGGCATCAGGCCCCACTTC

ot o o

260 270 280 290 300 310 320 330 340 350 360 370
CGCCAGTGGGG CCTGCACCGCCACGGCCTTTGAGGCCGGAGTCCTTGACGETCTGCACGATGTCGTCGGCGGACATTTGCGC CAGCGCCTTGCGGGCTGCGACGTAGCCGTTCTTCGATT

380 390 400 410 420 430 440 430 460 470 480 490 500

CGTACTCGGCCAGCCAGACCGGCTCGCCG GCGTCAC ACAGGCGCCAGGTCAGCGGGTGGGTTTCGGCGGAACGCGCGATGCGGTTGGC CGGGCCCGACGAAGTGGTGGT CCTTCGTC CCCCTC

et o L bl

510 520 530 540 350 560 570 580 590 600 610 620
CAGCAGGTTGGAGACGCC CGCCGGCTGGTCGTCAACGAAGGCGT CCGCGTCGACGE CCCTCGACCGUCG TGTGG GGCAGC C GGGCC GG CALCCOGC GCCGCTGEAATCGGC G GTGCGGCL

Mool s e W e,
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630 640 650 660 670 680 690 700 710 720 730 740
GGAGTCCGGA CC GC GGGGGTCCAGCCTC CGGCCGGG CCACTGCCGGACGGCCGATTT CAGC CCGCTCC TGCTGTGC TGCCTGGGCGACTG CCACCAGGATGCTGTCGCC GGACGAT CAGG

A el il 'M‘- g ‘-AM\M L-Ab A hu.

750 760 780 790 800 810 820 830 840 850 860
GTAGGACGACG TCTGTGACGT CAT CTGCCTGACGCCATACGAAC TACCTGGEGGEE GGG AACGGCCC CACTAGGTTCCATTCGATCGAGGE GGACCACGAACGGCCCCC TGEGEGCCGC

ol e A e A, AN A,

870 880 890 900 910 920 930 940 950 960 970
CAACCCGACTGATCTTGCCG CCCGCC GGG GGACGGECC € GC CCGQET CCCCCGTGG GGG GACTTTTCT G GGGC CACCCCCCCCCCC CTCCGGCC GGGGE GG C

980 990 1000 1010 1020 1030 1040 1030 1060 1070 1080 1050
GGGTCT CCCACG CGGGCTAGG T CGAG GG AACC CCGQCC CCCCCCAG CCOGGEGGEGEEG GGGCGGET T TTCCCCCCC GGG CGCGGGE AAGG G GGGGCCGAE5GGLCGL C

1100 1110 1120 1130 1140 1150 1160 1170 1130 1190 1200 1210
C CCCCQCCCC ATTCCLCCCCCCAACT CQOCCACCOIICCGGEC GG GEAGGEGEC GG AT GEBAACC CAA GA GEGGGEGEGCEG CCCCCCC GG GAGGGEGACGLCCC AGG GTAGGGEGEGAESCC C




