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500 510 520 530 540 550 560 570
GCACACTTGAATACGGAGAAGTTTTCGTCCAGTACACGGAGGACATTACCGACAAGGGCGGCGAGACCAAAGT GCT GACAGGGEG

580 590 600 610 620 630 640 650 660
GAGGTAGT T TGTGACACGGAACCCGTGCTTCCACCCGGGAGACGTACGGAAACTC CAGGGCAGTC CGACGTC CCACGGACTGGATTCA

910

840 850 860 870 880 890 900
AAAGAGCTATCAAGTGTTAAAACCCACGACATCGAAGATTTCATTGTCGAGTACATTGCAAATGACAGACTCGGTCAGATTG
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920 930 940 950 960 970 980 990
CAAACGCGCATCTCGCTTTTOGCGCACACCGTG A AAGGGAGGTATCTTTTCCAGTAGATGCCTTAGACT A AGCCGAAAATCATTT CCGA
— —
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1070 1080
GA TTTCC AAA GA CA GGGGTATAGT CCC TC TTG AAG AAA GAAAGG A AAGACC TTTGG MTAT CCAGACTTTAT GGG AAAGAAA
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10‘90 1100 1110 1120 1130 1140 1150 1160
A AA GG GAA GA T ACAAGAC GGTCA AATCC GTTCAAGG G AAATGTACAAAAATGG CC AA AATTTGAAC GGTT TGCCCCCCTACT AA
—

1170 1180 1190 1200 1210 1220 1230 1240 1250
A GACAAG AAC TGGG GATC CAAAAACCA AATTG GC CCCTTT CT TC AAAAA C CAAAA A AA CCGGI G TT TCCTCGG C GG C AA AA AATA A AA A
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AACGGG CGG T8 GG A T




