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10 20 30 40 50 60 70 80 90 100 110 120
G GACIC T TTACTA TTGCGGACCTAGAGGICCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGATGTGTATAAGAGACAGGCTTTGGGGAGTC

A 11T A i G

130 140 150 160 170 180 190 200 210 220 230 240
GGC CAGACTGTGATCCAGAGATCTCTGAATGGGGGAACCCAGCCAGCATAAGCTGGTTATCTT GTACTGAATACATAGGTGCAAGAGGCGAACCAGGGGAACTG CATCTAAGTACCCT

A A A o A

250 260 270 280 290 300 310 320 330 350 360 370
GAGG G TCAACCGAGATTCCOTTAGTAGTGGUGAGCGAACGGEGEACCCTC CCCTAAGCTGGCT GATTAGT GGAACGCTCTGG GTGCGGCC TAGTGGGTGATAGCC CCGT AC
380 410 420 430 440 450 460 7 480 490
CG TCTCTTGTC TG TCG GT GG CGGAGCACGAG CTTTGTCTGAATATGGGGGGACCAT CCTCCTAGGCT TACTACTGACT GACCGATAGTGTACCAGTACCGTGAGGG
500 510 520 530 550 560 570 580 600 610
GG GG GAAGC CCG GACAGGGGAGTGAGA LT GGCTG CCGTGTGCGTCGTC A TCCGT CAGACTALC CTT GT TGCG GG GCGT C CTTGTITTCCGTCGAC TACGGCTTTT
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620 630 640 650 660 670 680 690 700 710 720 730 740
CTTCCTCGGCGTA GAG ATCGACT CCCTGC GTCGATT CGCTC ACACATGAAT TCGGTCTTTTCGACACGCTGAGTTT TTGACTCGCATT GTAACATA CTCAT GC GGAGGCTGGACAC

i b e A el

750 760 770 780 790 800 810 820 840 850 860
TGCGGAGAGAT CCAT GACCGAT CGACC CTACCCGTACAAGGGTCTT CA GGTAT GOCA GCCGTTAGCC GC AGCATCCT GGT T TC G CCTGGEETAC GCGEAT GCTT CCGCCTT G

870 880 890 900 910 920 930 940 950 960 970 980 990
TGTTTT CC T GETCA CCAGG GAATCCGGGEGGE CCAAT TGAACOT TCTTTGITTCCGGG G CCCGGGITC C CAGGC CCCCCCTTGG TTAGGGAGGCCCCTCCOGATIT AATGGE TTIC

1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110
TCTTTTACCCCCC CCCCCTCGGGAGTTITTITITGG GCTTT C CCCGGGGGGGI CGAIGTTTC AATTTA CG GI GCAGGGITGGGAA G AATTTIGCCCTT TCGGC GG G GGG GT CCCCCCC

AN D AN S WA A WSS X% et O Y N,

1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1241
TAAT TATTCCCCCGGCCCGC CC CCCGGGGTTTTCCT cc TAACT TIITTT T GGAGGT GG AG GG TTGCCCCATATAATT GGG GG CG AATT TCCCC GG




