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ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAaGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGANGGAAAGTTGAAAAG
ATTACCGCGAGACCGATAGCGAACAAGTACCGTGAGGGAAAGTTGAAAAG

60 70 80 90 100
e e e e e e
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC
AACTTTGAAGAGAGAGTTCAAGAGTACGTGAAACCGTTCAGGGGTAAACC

110 120 130 140 150
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TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGT
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGA
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGA
TGCGAAACTCGAATGAGCGAACGGAGAGATTCATCGTCAATCGCCGGCGA

160 170 180 190 200
T 1 1 1 1 1 e I |
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTATCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTATCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTATCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTATCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTATCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTCTCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTCTCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTCTCGGCGGTCACGCG
ACGGGCGCGATACAAGCGATGACCGCTGGGCTAGTCTCGGCGGTCACGCG
ACGGGCGCGGTACAAGCGATGACCGCTGGGCTGGTCTCGGCGGTCACGCG
ACGGGCGCGGTACAAGCGATGACCGCTGGGCTGGTCTCGGCGGTCACGCG
ACGGGCGCGGTACAAGCGATGACCGCTGGGCTGGTCTCGGCGGTCACGCG
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e e e e e T [ [ [
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGTCGACTGCGTGCACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGGCGACTGCGTGTACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGGCGACTGCGTGTACTTCTCTCTTAGTATAGC
TCGCGCCCGTCGACGTCCGGCGACTGCGTGTACTTCTCTCTTAGTATAGC

260 270 280 290 300
1 1 [ e T |
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGCGCGGGAGCCCGG
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGCGCGGGAGCCCGGT
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGCGCGGGAGCCCGGT
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGCGCGGGAGCCCGGT
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGCGCGGGAGCCCGGT
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGATACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGATACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGATACC
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ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGATACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGATACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGGTACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGGTACC
ATCGCGACCCGTTCGTTGTCGATCTAAGCGCCGTGCGGGATCCCGGTACC

310 320 330 340 350

T e e T T
CGA GTCTCCGTCAAAAAGGGACCCGTCTCGG
CGA GTCTCCGTCAAAAAGGGACCCGTCTCGG
CGA GTCTCCGTCAAAAAGGGACCCGTCTCGG
CGA GTCTCCGTCAAAAAGGGACCCGTCTCGG
CGA GTCTCCGTCAAAAAGGGACCCGTCTCGG
CACGCGGGAGATCGGTTGCCATGTCTTGATAAATAAA -GACGTGTGCAGG
CACGCGGGAGATCGGTTGCCATGTCTTGATAAATAAA GACGTGTGCAGG
CACGCGGGAGATCGGTTGCCATGTCTTGATAAATAAA GACGTGTGCAGG
CACGCGGGAGATCGGNTGCCATGTCt TGATAAATAAA GACGTGTGCAGG
CACGCGGGGGATCGGTTGCCATGTCTTGATAAATAAA -GACGTGTGCAGG
CACGCGGGGGATCGGTTGCCATGTCTTGATAAATAAA GACGTGTGCAGG
CACGCGGGGGATCGGTTGCCATGTCTTGATAAATAAA GACGTGTGCAGG

360 370 380 390 400
T 1 1 1 1 1 e I |
ACCGCCGCGGACGCCGACCGACATCACGCGGACGGTATGCAACGGCGCGC
ACCGCCGCGGACGCCGACCGACATCACGCGGACGGTATGCAACGGCGCGC
ACCGCCGCGGACGCCGACCGACATCACGCGGACGGTATGCAACGGCGCGC
ACCGCCGCGGACGCCGACCGACATCACGCGGACGGTATGCAACGGCCGCGEC
ACCGCCGCGGACGCCGACCGACATCACGCGGACGGTATGCAACGGCGCGC
ACCGCTGCGAACGCCAATTGA TAACGCGGACGGTATGTAACGACGCAC
ACCGCTGCGAACGCCAATTGA TAACGCGGACGGTATGTAACGACGCAC
ACCGCTGCGAACGCCAATTGA TAACGCGGACGGTATGTAACGACGCAC
ACCGCTGCGAACGCCAATTGA TAACGCGGACGGTATGTAACGAAGCAC
ACCGCTGCGAACGCCAATTGA CAACGCGGACGGTATGTAACGACGCAC
ACCGCTGCGAACGCCAATTGA CAACGCGGACGGTATGTAACGACGCAC
ACCGCTGCGAACGCCAATTGA CAACGCGGACGGTATGTAACGACGCAC

410 420 430 440 450
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ACGCGTTTCAAACGCGTCCGGCCCGACGCAAGGCGTCGTCGTACTATCCC
ACGCGTTTCAAACGCGTCCGGCCCGACGCAAGGCGTCGTCGTACTATCCC
ACGCGTTTCAAACGCGTCCGGCCCGACGCAAGGCGTCGTCGTACTATCCC
ACGCGTTTCAAACGCGTCCGGCCCGACGCAAGGCGTCGTCGTACTATCCC
ACGCGTTTCAAACGCGTCCGGCCCGACGCAAGGCGTCGTCGTACTATCCC
ACGCGTTTCTAACGCGTCCGGCCCGACGCAGGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCCCGACGCAGGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCCCGACGCAGGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCCCGACGCAGGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCACGACGCAAGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCACGACGCAAGGCAGCGTCGTATTCT
ACGCGTTTCTAACGCGTCCGGCACGACGCAAGGCAGCGTCGTATTCT

460 470 480 490 500
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CGGTCCTGCCCGTGAGCGGACCGGGGTGCGGCGCGCCTGCATGTCGCAGC
CGGTCCTGCCCGTGAGCGGACCGGGGTGCGGCGCGCCTGCATGTCGCAGC
CGGTCCTGCCCGTGAGCGGACCGGGGTGCGGCGCGCCTGCATGTCGCAGC
CGGTCCTGCCCGTGAGCGGACCGGGGTGCGGCGCGCCTGCATGTCGCAGC
CGGTCCTGCCCGTGAGCGGACCGGGGTGCGGCGCGCCTGCATGTCGCAGC
AGGTACCGGCTGAGTGCGGACCGGGGTACGGCGCGCCTG TTTCGCAGC
AGGTACCGGCTGAGTGCGGACCGGGGTACGGCGCGCCTG TTTCGCAGC
AGGTACCGGCTGAGTGCGGACCGGGGTACGGCGCGCCTG TTTCGCAGC
AGGTACCGGCTGAGTGCGGACCGGGGTACGGCGLCGCCTG TTTCGCAGC
AGGTACCGGATGAGTGCGGACCAGGGTACGCCGCGCCTG TTTCGCAGC
AGGTACCGGATGAGTGCGGACCAGGGTACGCCGCGCCTG TTTCGCAGC
AGGTACCGGATGAGTGCGGACCAGGGTACGCCGCGCCTG TTTCGCAGC

510 520 530

P e e e e I

CGTGCAGTCTCGGACATGTGCGCGTTCATATAC
CGTGCAGTCTCGGACATGTGCGCGTTCATATAC
CGTGCAGTCTCGGACATGTGCGCGTTCATATAC
CGTGCAGTCTCGGACATGTGCGCGTTCATATAC
CGTGCAGTCTCGGACATGTGCGCGTTCATATAC
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT
CGTACAGTCTCGGACATGTGTGCGTTTATGTAT



