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G GAT TBTACTGTATTGCGGACCCTAGAGGTCCCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTG GATGT GTAT GAGACAGGAATACATAGG
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120 140 150 160 180 190 200 210 220
TGCAAG GGCG CC GGGO CTG CATCT GTACCCTG AGG G Tc CCOAGATTCCCTTAGTAGTGGCGAGCGACCGGGGACCAGCCCTTACGTTG CC TT
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240 250 260 270 280 300 310 320 330 340 350
GTGGAACGCTCTGGAC CGTGCCCCCCTCGCGGGTGACACCCCCGTACACG C TCTCTTGTC G GCGAG COGGACG CACCACGAGAGACTTCGTCCGACTATGGGEGAGCCC
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370 380 390 400 420 430 Q 470
TC TCCTGCGCTC TTCTTACAGAC ACAGCT ATAGCGACACCCTCCAGCG GTCCCTCCTCCC T. CTAT CGCA CAGG TAAGC GA LG TTTGCGACCTTAGCAGCCGCACAGG

430 490 500 510 520 530 540 550 560 570 580 590
GTTT AGTGCCGAGTTTACCGAT GA TATGT TAGCAGC CC CCGATT GT CT OGCGAGGC CGAGCACC TGG CTGGICAT CCATTCTCCGTCCCTCCATCGCAGT CTGCGACATAC AGG
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600 610 620 630 640 650 660 670 680 690 700 710
TAGTATT AACGCTGCTTTTCC ATCGTGCTAC GCTTITTCAGACGTCG CATTATAGGACCG ACTGAGCACTGC GTCGATT CG CTT GCCGC GCAGAT CATAGGTTCTTT CGA C GAT GC GG

720 730 740 750 760 770 780 790 g00 810 820
GTTTTITCAC TCGCATI GITTCGGTACG CC G GGGLGC TGGC CTr CCG ATGACT TCC GCAGCTTTCTC CCCTCCCCG TCA CGGGGCTG CAG CGTGGCT CTACG

830 840 850 860 870 880 890 900 910 920 930
GcC GG TCCTT G CCOGGGAAMCTTCCGOGITGCC CEGGTTITTCCCCCCTTIT AG GTTTCCCG CGO C G TG TCC GTGGG CTATTT CCTTCG

940 950 960 970 980 990 1000 1010 1020 1030 1040
TG GGG GGGCCGCCTT G GGC C CCC GGCTGGGT QCCC TOCCCC A GGGGGTTTTCACTTTITTTAC CCC CGACT TGC GG GGTTCCTT TTCCGG GTTT T

1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150
CCCGGC GG GGOATCGGGGTTCCC TATTCGGGG CC GG T AG CATATT CGTTG CCAC AGGA G GAIGCCCCC CoCCe TT T T GG AAT T TCGCGGGCCCCT




