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10 20 30 40 50 60 70 80 90 100 110 120 130
TAGAGCTTCTIGTTT CO GICATCTTTAC OG CT AACTGCCCTT OGGCATGGCTAT TTTAEGCT CAT CTCACCCGCG GG AT CT CTCCAT CCTG ACCCTG TGGCCTGGGACCTTT CCT CCT CACCCCTCCACT

e e

140 150 160 170 180 190 200 210 220 230 240 250
GGCTCGTTCTCCCCTT CCCGGGAGCTGGGCT CTCTGGGGCGTTGGGGCTCCTTCCTCACCGGATAGT CTG GAAG CGG T GGGGG G GGGGGGGGG TTCGCCCCCTCCCTCCCTCGCTC
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260 270 280 290 300 310 320 330 340 350 360 370
CAGAGTCTGAT GTGTCTCCAT TTTCACTT G AGACCGCAC AGCC CT ATACT GTAAGAT GCATGCTGT O GACUGATCGCGATCG TAGGTT TACACGCT TTT CCCCGCGCTGTG

380 390 400 410 420 430 440 450 460 470 480
TA GCT GGCTC GG ACGC ATATCCC GAT CTETTC CATTGC CTAGG T AG GGT CGA ACATTT GAGATTGGAC CTAT GCCTTCC CGCGC A GT TC GTACCTCIC T ACATTC CGAAT TG

490 500 510 520 530 540 550 560 570 580 590 600 610
CTAATTGCGTCAGGCTC A CT ACAACATATATACGW TCCTTG CTSGTC ACTTAGG G T GACCTTCG CCOG A CATAACTCTT CRATCGAAGIC G GAGH CGCGACCGGTCCACOGGATGT GACGITGACAAT CT
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620 630 640 650 660 670 680 690 700 710 720 730 740 750 760
CTATCC GAT CTAAT QCTC TOOC AAAGA G AGT TATTATTCTGTGAAT AGTCAC TG AG GACCT T TGGT AG TAT T CAAGOCC GATTAGTT T CATT AATGCGACA GACACAATATT GGT T ATACTACCGAA CCTCCCCT C
770 780 790 800 810 820 830 840 850 860 870 880 890 900

TTGGOCGIGAAT GGCTGGLCITTCGT T CCT GSCTTOCAT TCG CGGCCCC TCC GATCCCQCATTTT ATT CCC GICC TGT CACACAGMCCATT GCAGCTT AGTGTGGAAGGTTTT GT CC CTTTTCTGGAGAC

910 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
TAAME ACCCGTT GATT G ACCTCTA/FACGTGCGGC C A MG CCGARCACTTG AGMUTGA CTATATT CTAAC ATTTAMTGGT CCTA GG CGCGTGAGC CCCATTGT CTTAGITTIT ATAOT®GGCTCC CCTG

1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170
TGAAG TACTTACCCA AGC AC G AAT CAATCGIC CC GATT TT TAGICOGIT TGTGGACA CTACCTG CCGCCA GAGC CTTGGACATTGATACTG CCAAT GGG CTTAGI GTA TTTAT GTTAG TTT CTC
1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300 1310

CAGA GAGTACC AGAAGAT T C AAGGCTGCCC GGCGT AT TT CT CCACGCTGTATGGAGCCCACGAA GAAATG TCTC CTGCC CG AGGATEAACGA TGATT GATAGT T GTQECTT CCTG CCICGC GTTCT AT




