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10 20 30 40 50 60 70 80 90 100 110 120 130
G G/GGCA CIC GAG GCAAT GGCCGTGCT GGGG/CCGACGT T GACCAGCCTACGT AATACT GGCCAAGT CGGT GACT GT CGAGT AAC GGGTAGT CAGGTGTTGATCAACTGTGT GGGC GGACAAT
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140 150 160 130 190 200 210 220 230 240 250
GI'CTT CT GAAC TAGATCT CTAT GAC T GTCTT CTAGACAGAATAGTTGT CTG TCAGTCCAGTTAT GCTGTG GCATACTGGACTTTTGITATGGCT G
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270 280 290 310 320 330 340 350 360 370
C CTCTTCATTTTCT GAAGT GC TTGCCCGT CGT TT GAGGGGCGTGGEGAETCGAGGUCGCAAGCTCCTAGE GGOGOATTTGTCCTACTCAGG AGAGCGTTGACCGAL C C G
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500

T CG GGeCcce GTCTTTCG CTG GCCTTTCGTTTT TTTG TGCCTC GCT GAGTC TT cCcCcC GGCGTTT GGGC CC T GCTGCCTT C C GT TACG CCCC
510 520 530 540 550 560 570 580 590 600 610 620

GCCCTGCAEA CTC ATCGCAGTACTGEIT G TTGATTCAGCAT TCTGACCGACATGG CCC ATCACAGC CGGTTTGAT GTCACCT G TCGCCAGACGGCATC AGACACCT TGC CCACC
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630 640 650 660 670 680 690 700 710 720 730 740
T CTGCC T G TTTGOCCCATGG ATG CCCGGG CTGCTGAGG GATCCTCT ACCTGTGGGCCCACTCTTAACTGICC GACGGG AGC CTTCCACC ACCGCGTGTTGGT GCG
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750 760 770 780 790 800 810 820 830 840 850 860
GAC TTCAATAC AGC TTTGT AT CAGG CAC CAT GTAT GAGC TAC GGC CCAGGTCTTATCT CGCCCACCCAAC GGATCCC CCT AATACTCT ACC TGAC CATGGGAQGC TTGC
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880 900 910 920 930 940 950 960 970 980 990
CGOCGICCTCGAC G C CTCT GAGCGGACTAATI CCT GCTACT CC TGG AG AGAATAAC TGTCT TCC TTTITTT CCCCCCCATTGGTT CCCTGGGAr

1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120 1130
TTTCACCCCCGG GGEGGGT AT CCCATTTT CCACCCCCCACTCCCCCCCTCCCC CCTTTITTCT CCCAMGGEGEGCCTTTTTTT TACTCCITTTCGC CGCC T TT
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1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270
TATTCTTT CTCACGGGEGE GA AG GGCTTCTTITTTITIT TTTT TICTCI' TT TT GGGGGE GCGCG G GGC ACAAC G GATAGT AGTG T TAT GAGMEGOIG C@GCCCC
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