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10 20 30 40 50 60 70 80 90 100 110 120
T GACT T TT. TATTGCGGACCCTAGAGGTCCCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGATGT GT AT AAGAGACAGGG AGTGGGTTGCAC

e Va6 S o8 .0 L 100 S LA Ak e LA 1 /W\/\M/\/\/\A A A e AR

130 140 150 160 170 180 200 210 220 230 240
CAGAAGTAGCTAGTCTAACCTTCGGGAGGACGGT TACCACGGTGTGATTCATGACTGGGGTG GTCGT C GGTAGCCGTAGGGGAACCTGCGGCTGGATCACCTC CTTAATCGAC GACATC

i WMWMWMWMWMMMMMWW /\/\L\/\/L/U\/L

250 260 280 300 320 330 340 350 360
GCCTGCTGATGAGCTCCCAC CG TTGCTTG TTC TTGTCG G CGTTTTTCCTGGGC G CCTGG TGAGCATTCGTAT CGAATGTTGATTTCTGGCTTTT GT CAG TCGTTCTTT

IR e A A el ol 0

400 410 430 440 4350 460 470 480 490
TTCGG T TGTGAT G T TAGACTGAACACC TTOCCTGCTGGTGG TCACCCTAACGAC TTTGT GGAGATCTGCT CGTC AGAGGAGC GT GCCAAG TCTGC GAGTGCT G

500 510 520 530 540 550 560 570 580 590 600 610
TCTTCTGC ACAAGCACGACAT GGGTACACGEICC T GAGCT GGGAC GC GAAGCAATCCCAGAACGGGEGGC ATGCCGTGAGGAGTCACC TGCGA GGACAATTGG T ACTAICC CCGCC CCTAAT
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620 630 640 650 660 670 680 690 700 710 720 730 740
CATTGGATCATGI CCGGTCGAT CCCCACTCGCTECCCCCAA GAGA TT GACCT GATCTIGI CTGTC CTGCCCA GCCCCGGAC GCCIGGS CTTCTTC ATTGCCCTT GCATTAC G TTTGCAT GE&
e
750 760 770 780 790 800 810 820 830 840 850 860 870 880 890
GT GGGC C CCGGGGETTGAAGTAG GAAATTCTITT ACACCAA GECAC GCAGOGG CCCAACTGL GGGC CITCCOCCCICTIGT CCOCICTTITT T ACACCCGEAQGEILGGTACCT C CCCAGAG TGUIE
900 910 920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040 1050 1060 1070
Gf TC COCGOACCC CATCT GAAT TIAGEFCEGAGTTTTIGGGAGCCIGIA CTTTC CCC@35 GEMCTCTCAT C CCCGICT GIGTCIGCCTE TIGT GI'TC CIGEGHT TATGYAA CC CC CCAACACAGE'GGGAC CCAMG
1080 1090 1100 1110 1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240
GAA A TAAT QCTCTGEGEG T A C CTAATAELAGT GG TCAAGETAOC ATGAAE0GTOET G GC G ATCTGCGCCTTC C CTCICACTOOETC ATAAGGAC GATTTAAGAGGCCC CC CACT CCACA CCCCTTTAT GAGIGIG
1250 1260 1270 1280 1290 1300 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400

GTG G THGGGE GEEICCCC CCACTHTC AT CTTG COC CCOCG GGG G GA GMANAT GGTT TT TTACAATATGACATTT TAIT TC CECTGACAGACCAGA C CC COOGGCONTC C C CACCANCCTC CC 030G GGTGGE GIAACGITIC CCCT TC




