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10 20 30 40 50 60 70 80 90 100 110 120
G CCCTGSET C GAT TTCCG GAAC C TAGAAMGGTC CCCTTTTTTTRTTTT TTTTTT CAC CGGTTTACAAGCAT TCTCTGAAGAT GTGT AT AAGAGACAGAGGCAAGGTCGT
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130 140 150 160 170 180 190 200 210 220 230 240 250
GCAGATGCGCCTGGAATTCTGCCGCCTGATCGGCGAGTGCGCCG AAGCCGGCACCCTCAAGGAT GCAGGTG ACGACCCGGACGTGACCCACGGTGCCCTGGTCTATAGCCAGGTGCGCCTGCTG
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260 270 280 290 300 310 320 330 340 350 360 370
GTGGAACCT GGCATTGGTTTTGTCGC CGGCAGCGGCGTGCC CACGOTGGTACTAGTCGACACGTG GGTGTGGCTGAGCCGGGCOTCAATCCGGTGCCT CGGCGCAT GAT TGCGAACC

380 390 400 410 420 430 440 430 460 470 480 490
TGCAACACCTGGCCGACGCGTGTGGCTACCT TGGCGGCTTC CAGGTCACGGTCAATGTG CAAGGT AGCGAGCAGCTGGCCCTGCTACTC GACATAAC CAGGATTTTATCGG T GGAGG G
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500 510 530 540 550 560 570 580 600 610
TCGTC CCTGCCTATGITCT G CGG COAAGACTCTCCTGUCACGGCATAACAAT GCCTCGATCC GCCGA GOC A C CG ACGA CACCC CCG C TGGGG TCGGGAT C GGGT GG

sl ot e W i
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620 630 640 650 660 670 680 690

700 710 720 730 740
GACAGGGGCAGCCG GC G AAGACTCCGTG GGCTGGG TTCTAC GGG CCGGAGTAAT AGAGCCC TGGAT

TGATT TT GCCCC GGTGCC TCCT CGGTCACTCGGCTGATAGLT C

e e S L e e
750 760 770 780 90 300 810 320 830 840 850
CCAGAG GG TAGCT CTTTTIT AGGCGGT CTTTC G TGGTT TGA TC TG TGITTT AGCTTTGCCGA CCGGIT ATTTGCAGT G TTTGT T
860 870 880 890 900 910 920 930 940 950 960 970 980
G GGG G GATGTTGGGGGCC TTC GG C G C GA CTTATAGTTTATTAGTG C CT. TTGGG ATTCCCCAC GG GGG GGI' T TT(CC
990 1000 1010 1020 040 1050 1060 1070 10380 1090
CATAGGCCTTA TTTTCCT GGT GGG CCGGTT C CCCCT GCGCTGG ATTT GG CC TTGTC G G CAG GCC CLAGGGACCCGTT GGTGG T

SA&_;M

1100 1110 1120 1130 1140 1150 1160
GATT ATGG CCGGGGG CGCCCCAET ACGCCG T GAAGTAC

1170 1180 1190 1200 1210
GG

GI'G GTGGI TCATTTT T AT TTGIGG GG GG G35 GCGGEGGCGGTCTCCACCCACA G




