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10 20 30 40 50 60 70 80 90 100 110 120
T C T GGTCCAAAGA T TTGCG GMAC CTAGAMGAEAC CCCTTITTTTIETTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GT GT AT AAGAGACAGGCCCAGAAGACCCTG

RS AN I AW /\/W\/\/\M/\/\/\/\/\ AWMV A

130 140 150 160 170 130 190 200 210 230 240 250
CCAAGCAAGGCCTGGACATCAAGCTGGGCGCTCGCGTCACCGGCTCG GTCAACGGCAATGAAGTCGAAGTGACCTACACC CGCCG GGCG GCAGAAGATCACCTTCGACAAGCTG

o W A A A AR AR A A A N\/\z\/\ﬂf\Mf\/\/\/\/\fW\/\/\/W\f\/\/\ MM AN

260 270 280 290 300 310 320 330 350 360 370
TTGTTGCAGTCGGCCGTCGCCCGGTGACCACCGATCTGCTGGCTTCCGACAGCGGCGTGACCCTCGACGTACT AGTCGACG G C TTAC GGGG ACCAGUCGTTGGGGE G GGA G

MM\/\W\/W\MA/\/\AN\AM\!\MN\[\NWW\/\/\AN\MM

380 430 440 430 460 470 480 490
T GTCATATC G C GAAC CCTT CTTTTTCCTCCCCCC TCCTC CATTTAT T T CAATTTATI T T AAT CTT CCCA CAAC CACC ACCTACC

500 510 520 530 540 550 560 570 580 590 600
TCCCTTTT TCAAC CACTTICTACCCTG TT TAACAC CATC CATC GGAG AT ATT CCCATG G G GG G GC GAGTCACA GAG GI GGG
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610 620 630 640 650 660 670 680 690 700 710
TGGCG GGCTCTGCG T GGGGGCGT A CGAGG GTG G CT Cc CcCC GT GCA G TGGGACTT TITACTCATTT CCC GCGCCGT TGG GGT CCAT G
720 730 740 750 760 770 780 790 800 810 820 830
TGTTGG GGGGAGA G G GAC AG A GG GGTTGAGGIT TCT TICTTCCCTE CCGATGGCGG G GAATTA TTTC QCCC CCCCGGAGGG GG GGGGEEGACCCGC CCAC
840 850 860 870 880 890 900 910 920 930 940
G AGGGGA GGAGGGGE GGGGG G TATAATT T GGCCG AAMGAG AGAGTGGTTT T TAT TTCC GCATCTT CTTGGGG GGAEIG A GTAGGGA/G GG CG AGGGEGGEGEG C
950 960 970 980 990 1000 1010 1020 1030 1040 1050 1060
GCC G C GCCCG CCCG CGGAGAGTICTGITTT GTT GTCT AG GG GGGGEGATA TC CCGAACCCC A C GG TTG AGT GG GGG TGAGGAC CAC CACC GCTGTGCT
1070 1080 10590 1100 1110 1120 1130 1140 1150 1160 1170 1180

TGACT T TTTTATT GGQCCGC ACCC TTGAATAT GG GG GA GGGCGGC GATCTTTTTGGI T GTTGIGCT AT TCTCAACTCGCAC CCTTTGIT CC G G




