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TCTTTTA CCTTAAG CCTCTCTTTTGG CTTCCTCA TTAAG TTCGA CTTCCTCTCTA TGAAAG TAA TGAG TTAAGA CCA TAAGAA CAAGAGAA TAAA TTCAGAA TGA TGAGGAG TTG CTA CGA TA CTTA CTTG TCTTCTTCCTCCTC

TTCTGG CTTTTTCTTGAGA TTCTTTTTG TCCA TCTTTTAG TAG CAAA TCTTTAA TTGAA TTTAAA TTGA TAAGA TA TTCTAAA TCA CTCA TA CTA TA CTCAA CA CCA TTTCG TA TGA TTCTTTAA TTAAA TCTTG CA TTTTAAGA

AA TCA TTTA TTTA CAAAAA TTG CTAA TTAGA TTAAA TTA CTGAG TCAA TA CA TAG TTCTAG TTTTCTA TTA CTTCTCA CCA TCAA TA TTCAAAAG TTCTCTG TTTG CTTCAA TTA CCTAAA CA TTAAAAAAG TTTGAG TAAA TTT

GA TTAAA CTTA CAAA TG CAA TG TG TG CTTTGA TTTAAG CTG CTTTG TCA CTGAG CG CA TCAA TCTTTTTA TTGAAAAA CTTTTCTTTCTTCG CAA TA TAGG CTAAAG TTTCTTCTTGA TTGAG TTCAA CAAAGAAG TCTTTTGAG

A CTTTCA CCA TGA TCTTTTG CAAA TCCTCA CTAA TG CAA TAA TCA TAAAAAAAGA TTCAAGA TG CTTTGGAA TTTAA TAG TTCAA TTA TTA CTTA CA CTTCTG CTTG TA CAAAGAAA TTG CA TCCCA CA TCCA CTCTTG CTTCA T
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730 740 750 760 770 780 790 800 810 820 830 840 850 860 870
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1,020 1,030 1,040 1,050 1,060 1,070 1,080 1,090 1,100 1,110 1,120 1,130 1,140 1,150 1,160

1,170 1,180 1,190 1,200 1,210 1,220 1,230 1,240 1,250 1,260 1,270 1,280 1,290 1,300

1,310 1,320 1,330 1,340 1,350 1,360 1,370 1,380 1,390 1,400 1,410 1,420 1,430 1,440 1,450

A CTTTTTCAA CTTCTA TTCTTTAA TCA TCTCGA TA CTG TTTCTCAA TTAAAGA CTAAAAAA CA TCTTAA TAAAAAAAAA CA TTCTTCCCA TTAAA TTTTTGAAA CTTA CTA CTGA CCAAG TTCA TTAAA CAA TTTTG TAA TAA TA

G TCAAA TTAA TA TAAA TTA TTTAAA TTAA TAA TGG TTTA TA CAGAA CTTCTCTG CTTTA TA TAA CTTTTTA CAAA TCTGG TCTAAG CTTTA CA TCTA TGAAA TTCTAGAA TTTTA TAA TTTTCTCA TCTA CTTAA TCTTA TCTAG

CA TTTTTTGAG TTTGA TCTTGA CA TTA CTA TTAA TTTTTAA CAAAAG TA TTA CAA TAA TCGAGA TCAA TTTAA TAA TAAA TTA TTA TTGAAAA TCTAA TAGAAA TG TCAGAGGAGAG TAAAGA TA TCAAA TCG TAA TTGGA TTCT

TAAG CTTTA TAA TAGAAAA CTTAA TAGA TAGAAG TTTAAA TTTA TAA TA CTG CAG TAA TTAG CTAG TAAAA CGA CGAGAAA CAAGG TTTA CCTA TCA TTTCAGAA TCTAAGAAGG CTG TGAA CTTCTAAA TTCAAAG TTAAA CCG

A CTCTCCAG TG TAA CCAAAGAAGG TTTTAAA CAAGGAAGA TCA TTAA TAA TTCAAAGGAA TCTAA TCCTTAGGAGG TCTGA CGGAAAG TG CTCTTA TAG CTCA TGA TGA TTTCA TGAAA TAA TAG CA TGA TA TG CTAA TTTAAAA
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TAG TA CGAA CAA TCA TAA CCTCAA TAA TTAAG CTTCAGAA TTGAA CA TCA TGAAGAAA CCTCAA TAAG CTA TA TA CAA CTCAA TGAAAAGAAAAA CTTA CTCAAAA TA TGA TTTGG TCAAGG TTAGAG TCA TTTTG CAAGA TCA T

TTCTA TA TTTTTTCAAGA TTTTTGA TAAG CAGAA TTCTTA CTCTTA TTAAGG TTAG TAAA CGAAG CTG TTCTG TG CAAA TTCCTA TTTTCTAAA TCA TAA TTGA TA TCCAA CTTAAA TTTA TAGG TGAAAGAAAAAGA TTCAA TC

AGAA TGA CTCTTGAGG TTAAGAAAA TG CTAA TTGAA TCAAA CAGA TTAGAAA TAA CTTAGG CTGAG CTGGAG CAG TA TCTCTTCGAAA CTA TGAAAAAA TTTGG CTA TGAAGA TAA CTTTG TGAAA CG TTA CAAAA TGA TCA CAA

CTTTCTA TCAGAAAAGA CTA CCCTTCA TTA TCA TGA TAG CAGG CA CAGA TTG TA TGGGGAAA TCTA CA CTAG TTA CTCAA CTTGGAGAAAGAA TCAA TA TTTCTAA TA TTG TTTAGA CAAG CA TAG TTCAGAAAG TAA TGA TGGG

TCTGAG TTCTTTAA TGAG TG CCAA TAAG CGAG CGAGAGG TA TAAG TCAAGA TGAAAA TCTGGAA TAAA TCA CGGA TGAGGA TA TTA TA CA CAA CTA CTAAAG CA TG TG TAGA CA TG TCAGAAAAGGG TG CAA CTTTGA TA TTTAA
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AAG TG CTTCG TCGA TGGGAAA CCA CTAA TAA TAGAAGG TAG CCA TA TAGA TCCCGA TCTCTA TA TAAGAAAAG TCA CCCTTGAAGA TGG CA CCA CAAAA CTTGAGA TGGA CA CTCAAAA CTCCAAAA CCCCTTAA TGAGG TTTA T

AAG TG CTTTGA CTTTTAGGGAA TTTG TTAGGAG TTGGGG TTA TTAA TTAAAAG CGAGA CAAAAA TAG CAAG CTTTTGGGG TCTA TTTCTGA TGAAGAG TA TA TAGA TTTAG TG TTTTAA TTCGA TG TGGA TG TGAAGAA TAGAG T

GAA TAAG TCAAA CCAG TA CTGAA CTA TAAG TCTA TTGAA CG TAG TCCA TCAA CTG TTCA CTCTCA CTG CTTGAAAG CTG TGAAA TTAAAG CAA TAA TAG CTGAA TTCTTAGG CTAAGAGGAAG TCAAAG TTTCAA TAGAAG CA TA

TTGA CTA TCTTA TTAA TGAGAAAAA TTAGAAG TA TTGGG CTCTCTTCTCTCTCGA CCAA CGAG CTA TTA TTTTTCA CCCCCAG TTCCCTGAG TTGAAGA TCTCTG CA TAG TCTG TTG CAAA TA TTTA TAAA CGAAA TGG TA TCA C

TTA CAAAGG TG TGAA TCG TCTCAAGAGAG TGA TTTA TTTCA CTCTG TCA TTTTA CAA TTA TAA CTTAAA TTA TA TTTA TAA TTAA TTG CAGAGAG CA TAA TAGAA TAA TA TTAAG TTTA TG CA TG CTGA CGAGG CTG TG TTTA CC
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2,910 2,920 2,930 2,940 2,950 2,960 2,970 2,980 2,990 3,000 3,010 3,020 3,030 3,040
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TTCAA CA CTTTCA TCTAGAAG TCTTGG TA TAAGAGG CA TAG TAA TAAAGAGG TA TA TGA CTAAAAGG TCAAGG TA TAAA CAA TGG CAA TTCTTGGAGGAA TTAG CGAGGA CG CTGA TTTAGAAA TTTA TCTTCG CTCTA TTAAGA

AAGAG CAG TA TA TAAAG TTCTTAGAA CGG CTGAGAGAGAAG TA CTCTGAA TAAGAGA TTA TA CTG TTTG TTGA TAA TCTTTCTG TTCA TAAGA CTAAAGAAA CAAGGAAGAG TTA TGAA CAA CTTAGAA TAA CTCCAG CG TTCAA

CG TA CCTTA CAG TCCA TAG TTTAA TGGAA TTGAG TTCTA CTGGGG TA TTTTGAAAGG TCA TTA CAAGAAA CTG CTCTTA TTTCA CTTGA TG CA TGA CCTA CCTA TCGA TA CAG TAGA CTTTA TTAAAG CTCAG TGAAGAGAG TAG

A TAA TTAG TTGG CTTAAAAG TG CG CTAAAGAAGGGAAAG TGAA TG TA TA TAAA TAAG TTTTGGAG TTAAA TTAA TGAA TA TA TAAG TCA CA TTTAAAA TTCTTTAGAGGGAG CTGA CTTCTCTTTCTTTTCTTTCTTTTAAGG CT

TG CTTGGG CCAAGA TTTCTTCTCTTG CTG CCAG CTCCAG CG TCTA TG TTCA TTGA CTCTGGAGG CTAAA TA TTTAAA TA TTTGAA TAAAG TCTCTTG CTAA CTTCA TA CTTTG TCTA TGA CTTTCG CTCTCTG TGAAA CTTG CTC
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TA TTCTTTCA TCAAGAAGA TG CCAG TA CCAGA TTTTTCTA TAGAG TTAAA CTA CAAA TCTTA TTTAAAA TA TAAAGG TG CTTCTG CAG CTCTGA TAG CCAG CTCTCA CTTA TCTTGA TCTCTTG TTTG TCA TTA TCTTCTGAAGA

GA TG CTG TA CCTTTTCTTA TGAGA TTCTTGAA TAA TTTTTTTCAAG TAA TCAA CTTTAAA TG TTG CAAG TA TG CCAAAGAAA TA CTTTCTTTCAGGAAG TTTA TTTGA CAA CTG TTTCTTAG TAGG CAGG TA CAG CGAAG CCTCT

GGG TCG TTCA TAG CA TCA TCA TA TAAG TTAG TCA CTGAAA TCTCTGGA TAG TTTGGAA TCTCTG CAAA CTTTA CA TCTTAAG TTTTCAAAG CTTTCTTCTCTTCG CAGAG TA TCG CTCTTAGAAAGGAAA TTTTAG TA CCTTG CA

TCG TTAG CAAGAA CAAA CCAA CTA CA TAG TCAAGA TTAG TTA CTA TGAA TTCA TTAA CTTG CTG CA CCAGG TAG CGG TG CAAA TCCTCCTTG CTTCTAAA TCTTTGAA TCAA TTCTTG TG CTTG CA CTCTTTTCA TTG CA TCA TT

CA TTGA CTCCA TCTTG TTTA CAGA TCTAAGAAA TGA TA CTCAAA TTTAAG TTTA TTGA TTTCAA TTTTA TA CCTCTG TAAAA TTTA TTA TTAAA TA TGGG CA TTCTA TAGGAGG CCAA CA TCTTA TAAGGA TA TGGAGAAGG TTT
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TGAGAA CTG CTTTCAAA CTTGAGAGA TTGA TA TCAA TTTCTA CTG TTA TAG TTCCA TA TTTTTAAA TTTAAA TTGG TA CG TA CTTAA TTAGGAG CAG CA CCTAAAA TG CTAG TA CTTAA TTAGGAG TA TAAA TAAAAG CTAG TA C

TTAA TAAGGAG CA CCCTAA TTTTAA TCA TAAAA TCA CAAAA TA CCTCCTAAAG CAG TA CG TA CTTAA TTAGG TG CA CCTCCTAAA TCGG TA CG TA CTA TAA TCAA CTTA TTA TTGAAAG TAAAAA TGG TTA CTTCCTCAA CCAAA

TG TAGAG CTGGA TCG TCTCTTAA CA CTCAGAA TTCTTCTCTAA TA CTCTAAGAA CTTCCCTTGAAA CTTG TAGG CTTG CAAAGA TCTCG TA TAAG CTCTCAG TTA TAGAGG CAG TTTTA TAG TTTTAAA TTCAAA TTTAAA TAAG

AG CG CTAA CA TTTTAAGAAAAA CAA CAG CA CTTCCA TCAAA CTAAA CGAGA CTTA CCTTTGG CAG CAA TTAAAAG TG TAA TAG CTG TGAGA TGAA CTCTCTTAAAGAA CTA CCAAAG CTA TCA CTCTAGG TCTCTG TTA TTAAAA

TAGAAA TTAA TAA TAGAAAA TAAA TGG CAAA CAAG TG TG TGGGAGA CAGAAAGGAGGAGAAAGG TA TTAA TGAAA TTCCTA TA CAAA TGGAAGAAG TAGAGG TA TAA CTTTTTAA TAAG TG TGAGGGAGA CTTCG CTCA TAAA TC
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5,080 5,090 5,100 5,110 5,120 5,130 5,140 5,150 5,160 5,170 5,180 5,190 5,200 5,210 5,220
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AAG CTGG TA CAGG CA TA TGAAGGA CAAG CCCA CG TTA TA CTTAAAG CA TGA TGAAA TAGA TGGAAAG TA TGG CTCCTTTGAG TG CCA TAAG CAA TA CTCTCA TAAAAGAGA CTTGAAGAAG CA TCTA TTAAAAG CTGA CAAGAAA

GA TA TAGAAG TAGAGAA TCA TGAAG TTGAG CTGAAG CCTCTCAA TTAAAGAAAAG CAAGAGAA TCTTCGAAAG TGG TAGAG CTCGAA CAAG CTAG TGAA TCAAAA TA TG TGAGGAAA TCTCG CAA CCTA TTAG CA TTCGAAA TCA

CAAAGA TCA TGA TCAAAA TTCAA TA TAAAAGA TTCCTG TTCTTG TCTAAA TTGA CCTAGAAA TTTCA CTTTAAA TCTA CCG TA TA TTAGAAGA CTCTTTTGA TAAGAAAG TTA TCAA TGA TCA CCAA TA TG CA TAAAAGG TG TA T

CCCTTCAA CTA TCTA TTAAGAGA TGA TAAAAA TTAAA TGGAG TTTA CAAA TGAG TA TCAAG TA CTCA CTCAAG CAAAA TTTAAAGAG TG TGG TTA CTTAA TCAAG CTAGA TG CTG TTCTCCTTG CCAAGGA TCA TG TTG CTTTCA

GA CTTCCA CTCTG TGAAA TGA CCCTAAGAGA TTTCA TAA CAGA TTAAAGGAA TCA TAAG TAA CTTGGA TAAA TAG CAA CTCAGA CCA TA CAAGG TA TTAAAGAG CTTCA CAAG TTA CGG TTTG TTCA CAGAGA TTTTAAG CCAGA

TBE1

TBE1

TBE1

TBE1

TBE1

5,080 5,090 5,100 5,110 5,120 5,130 5,140 5,150 5,160 5,170 5,180 5,190 5,200 5,210 5,220

5,230 5,240 5,250 5,260 5,270 5,280 5,290 5,300 5,310 5,320 5,330 5,340 5,350 5,360

5,370 5,380 5,390 5,400 5,410 5,420 5,430 5,440 5,450 5,460 5,470 5,480 5,490 5,500 5,510

5,520 5,530 5,540 5,550 5,560 5,570 5,580 5,590 5,600 5,610 5,620 5,630 5,640 5,650

5,660 5,670 5,680 5,690 5,700 5,710 5,720 5,730 5,740 5,750 5,760 5,770 5,780 5,790 5,800

MIC_seq

MIC_seq

MIC_seq

MIC_seq

MIC_seq

clone52

clone52

clone52

clone52

clone52

clone56

clone56

clone56

clone56

clone56

clone55

clone55

clone55

clone55

clone55

clone62

clone62

clone62

clone62

clone62

clone63

clone63

clone63

clone63

clone63

clone69

clone69

clone69

clone69

clone69

clone71

clone71

clone71

clone71

clone71

clone60

clone60

clone60

clone60

clone60

clone49

clone49

clone49

clone49

clone49
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AAA TA TAA TTA TAAA CTTTTCA CCGG TAAGAG TAG CAA TAA TAGA TTTTAA CAGAG CCTAAAGAG TGGAAG TA TCAAGG CTTGGA CCTG TAA TGGGAA CA CAAGGG TA CTA TCCAGAAAGAGAAGA CTGGAGAGA TGG TGA CTTT

TAG TGGGA TG TG TGGG CTTTAG CAG CAA TAA TAA TAGAG TG CAA TA TG CCTCCAA CGA TTA TA TTA CTA TTCTA CAAGG TG CGAGAAGGA TG CTAAG CAAAGGA TAAAG CAA CTTA TAG TCTCTCA CCAA TGAAA CAAA TG CCAG

AG TTTA TAA TAA TAAAA CCAAA CTCAAGA TCA TAAA TA TCAA TAGAG TAGA TAAAG TGG TGG TTAAG TAAGA TAAA CTTCAGAG CTCTA CCA CA TGAA CCAAAAG TA CA TTTTGAG TGA TTAAA TTAAA TA CA TTCA CTA TAAA T

TTCA CA TTAAAA CCTA TTAA TAA CCCCAA CCCA TAG CAAA TTCCCTA CAAA TCAAAG CA CTTA TAAA CCTCA TTTAGGG TTTTTGGGG TTTTGA CTCCAGA CCCAG CGGA TGAAGA TGAAAAAAA TCTGGAAAA TGAA TCTA TTA

AAAAGA TGAGGAAG CAA TTG CAA TCCA TAAA TTAAAA CGG CG CTA TGA TAA TTCCA TTCTTG CTTA CTA TTTCTCCA TAG TCTCA TAG TTTA TG CTTGGAGAG TAAGA TCA CTCAAGAA TTTTCA CAAAAA TCAGA TAAAGA CTT
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6,530 6,540 6,550 6,560 6,570 6,580 6,590 6,600 6,610 6,620 6,630 6,640 6,650 6,660 6,670
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G CCGA TTAA TG TCAAAG CA TA TG TGAAGAG CTAAA TTAGGAAG TA TCAAA CTA TA CAGGA CTA TTTGA TTAAAGAA TG CGAGAAA TA CAA CTTTAAAG TTTTAGAGA TTAA CA TAAA TTA TTTTGAAGA TA CAA TTGAGAAGA TG

CA TGA TA TTA TA TTGGAA TCGA TTGAGAGAG CTTA TTTA TCAGGAGAA TTTAAGGG TAAA TTA TAA TTTAAAAAAAA TCTTTTA CTA TTTTTA TA CAA TAA CTCTTA TTTTAA TTTA TCCTA TTAA TTTTGAGA TGG TAG TTGAA

TTGAA CAA TGAAAA CA TAG TTTGAG TTTTA TA TG TTAA TTTTA TAA TTCCA TA CAAG CTA TAAA TTAAAAA TAA CA CAG TCGAA CA TCTTTGA TTA TG TG TCTCA TCTCAAAA TTA CA TTTG CCTTTCTAA TAG CTAAA TA TTCA

TTTTTAA CA CCTTCAGG TA TA TTCTTTA CCA CTGGG TAAAAA TCA TTG TTG TAG TA TCTCAGAG CAG TCTTTGGA TCTTAA TAAA TA TA TAA TA TCCCTCTCTAAAA TGAA TA TTA TTTCTAA TA TA TAG TTTAA TTAG TG TGAA

AA CCTG TGAAA TCA CAG TA TTTA TTTGG TTTCTTGA CA CTAA TTCCCCCA TCAA TAGA TTAG TAAGA TCCCAG CTA CTCTCCA TAAGGA TCA TTA CCG CA TA TCTA TTTTAGA TTCTTTG TA TG TTTCGA CTAAAA TCTCTTTTA
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TTTTTCCTTCTTTTCTAG CCA CTCTTCA CTTTTA TAAG CAAA TG CTGA TTTTTCTTCAAGGAG CTAA TTTA TCA TA TCTCCTTTCTTTA TCA TGAAG TTTG CAAAA CTA TTCTGG TTCTCA TAAA CTCTTA TAAAA TAAAA CTCC

A TTTTAAGA TG TAAAA TCTAA TCTTAA TAA TGA TTAAAAG TA TG TTAA CTCTTTTTG TCTG TCTTTCTG TTGGAA TA TTG CCTGG CCTCAAA TTGAAG TCA TCA TCG CCCAAA CTAA CTCCA CCTAAA TTAG CGGAA CTCA TCA T

AGAG CTTTGA TTAA TTAA TTCTTCG TCTGGA CCTCCTCTA CG TTTTCCCAA TA TTGAGGG CCCA TTAGGA TTAG CTCCTCTTCCAA TA CCTGAA CTCG CTAAA CTA TAAG CA TCAGA TG CAG CTCTTCTA CCTCTTCTTCCTGG C

GG CA TTTTAAAAA TA TTTAA TTTAA TTA TTA TTAAGGAAA TTAA TTAAG TCAA TA CTA CTAAAG TAA TTA TTCAA TTCAAGA TCA TTCA TTAA TTTTTA CTCA TTTTAA TTA TTCTTTAAA TCAAGA CTCTTAG CAAAA TA TA TC

G TAAA CAGGG CTTTG CA TCA TTTCTAA TTA CTTCTTGAA CA TTTCA TGA TCA TAAG CGAAA TTA TA CAAGAA TTTCCTTAA TTAA TCGGG CTTTA TA TCTA CA TAAA TGG CAA TA TCAAAAA TTCTTTTTAGA CTCAGG TCAA TT
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7,980 7,990 8,000 8,010 8,020 8,030 8,040 8,050 8,060 8,070 8,080 8,090 8,100 8,110 8,120

8,130 8,140 8,150 8,160 8,170 8,180 8,190 8,200 8,210 8,220 8,230 8,240 8,250 8,260
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TCA TTTCTTGAAAAGA TTTTG TTTA TA TA TTTCAA TG CA TCTCTTGGAAAG TCTTAA TCG TTTTTCA TTA CAA TCTAAGAAAA TAAAA TTA TG CAG TA TG TTTCTTA CAAA TAAG TCTGAA TA CTGA TTG TCTAA TTCA TTAA CA

AGGAA TTG TG CA TCTCTGA TAAG TTTTCTCAAA TTTTAG CAA TTCAAAA TAA TAG TG TCGAA TAGGAA CAAG TCCAG TTTCTA TTGAGA TTTA TA TTAAA CA TA CTTTA TTA TTTTA TAAAA TTTCCAAAG TTCCTTA CCTA TCC

A TAAG CG TA TTCA CTTGA CCTCA TTG CTA TTTTA TTCCA TTAAAG CA TTCTA TCTTAA TCCCCCA TAAA CTCAA TGGGG TAGA CA TAG TCCAA TCTTGA TA TCTAA TCG CTTG TTAAA TTCA TTTTCA CCA TTCTCAAG TA TTCC

TCA TAG TG TTG CTCTTTA TTTTAAAG TGAA TTTA TAAGG TTCAA TCCAA CAAGA TG CTG CTA TAGAAG TTCTTTTAA TTTTGAG TTAAAGA TTTG TTAAGAA TGGAGAG TTA TAG TGA TTTTAA TTTTTAA TAGAA TGAGAAG CA

G TGAAAAA TAAA TA TCTCA TTTTA TTA CTTA CG CAAA TTAG TGG TAAAGAAGAAGGAAG TG TTTAGGAAG TAGAGA TAAAAA TTA TCTTAG TTA TAGA TTG TTTTA TAA TTCTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T

CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
CTA CAG CA TCA CTGAA TTCTTCAG TCTA TAA TA T
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8,710 8,720 8,730 8,740 8,750 8,760 8,770 8,780 8,790 8,800 8,810 8,820 8,830 8,840

8,850 8,860 8,870 8,880 8,890 8,900 8,910 8,920 8,930 8,940 8,950 8,960 8,970 8,980 8,990

9,000 9,010 9,020 9,030 9,040 9,050 9,060 9,070 9,080 9,090 9,100 9,110 9,120 9,130
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9,290 9,300 9,310 9,320 9,330 9,340 9,350 9,360 9,370 9,380 9,390 9,400 9,410 9,420

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTAAAA CAAAAAA TA TTTAA CTTAAA TTAG TAAAG TTA TTTA TTTAG CCTTG CAA TTTTAAA CAA

TTTTA CTCTG CTTAA TAA TCTTA TAAA TTA CTTTA CAA TTTAA TTAAAGA TA TTCA TA CTAAAAA TAAAAG TTG TA TTGA TTTTTTTAAAAAAA TTAG TTTAA TTAA TA TTAAAAA TG TTTTGAAA TTTA TTGAA TA TA TCTA TA

A TTG TAA TTCA TTAA TA TA TAAAAAAA TTA CTTTAGGG TTTAA TTA TA CA TG CA TA TTAAAA TAAGAG TG TAAA TTCTA TAA TAA TTA TTA TAA TTA TCAA TAA TTCCA TGAAA CCCTTGA TA TTTTTA TCA TTA TTTA TGAAA T

CAA TTTCTTA TTA TAA CAG TTTCCTA TTCTTTTGAAG TAA TTG TCCCTTGG TG TTA TTAA TTA CGAA CTCAG CA TTAGGGGG TTTTGGGA TTTCTTTTA TAG TAAA TG CTGG CA TA TTAA TTTCTTTTTTA TGAGG TAA CCTGAA

A TAGA TAGAG TTTTG CCCAAAAA TTTA CTTCA TTA TA TTAA TTTAA TTA TCA TTAA TTA TTCAGAA TTTGA TTTAA TTA TAA TCTTCTTCA TTA TTAA TCCA TTTAAAA TTTAAAG TTTCTCAA TAAAA TAAAA TA TAAAA TA TT

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TT----------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

---------------------------------------------A TA CA TG CA TA TT------------------------------------------------------------------- TTTA TCA TTA TTTA TGAAA T

CAA TTTCTTA TTA TAA CAG TTTCCTA TTCTTTTGAAG TAA TTG TCCCTTGG TG TTA TTAA TTA CGAA CTCAG CA TTAGGGGG TTTTGGGA TTTCTTTTA TAG TAAA TG CTGG CA TA TTAA TTTCTTTTTTA TGAGG TAA CCTGAA

A TAGA TAGAG TTTTG CCCAAAAA TTTA CTTCA TTA TA TTAA TTTAA TTA TCA TTAA TTA TTCAGAA TTTGA TTTAA TTA TAA TCTTCTTCA TTA TTAA TCCA TTTAAAA TTTAAAG TTTCTCAA TAAAA TAAAA TA TAAAA TA TT

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TT----------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

---------------------------------------------A TA CA TG CA TA TT------------------------------------------------------------------- TTTA TCA TTA TTTA TGAAA T

CAA TTTCTTA TTA TAA CAG TTTCCTA TTCTTTTGAAG TAA TTG TCCCTTGG TG TTA TTAA TTA CGAA CTCAG CA TTAGGGGG TTTTGGGA TTTCTTTTA TAG TAAA TG CTGG CA TA TTAA TTTCTTTTTTA TGAGG TAA CCTGAA

A TAGA TAGAG TTTTG CCCAAAAA TTTA CTTCA TTA TA TTAA TTTAA TTA TCA TTAA TTA TTCAGAA TTTGA TTTAA TTA TAA TCTTCTTCA TTA TTAA TCCA TTTAAAA TTTAAAG TTTCTCAA TAAAA TAAAA TA TAAAA TA TT

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

AAA TTTTAA CAA TAAG CTA TAGAAA TTA CCTA TTCA CAGA TTTCAA CTTTCTTA CG TTA TTTCGAA CA TTAAAAGGG CA TTTA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------
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9,430 9,440 9,450 9,460 9,470 9,480 9,490 9,500 9,510 9,520 9,530 9,540 9,550 9,560 9,570

9,580 9,590 9,600 9,610 9,620 9,630 9,640 9,650 9,660 9,670 9,680 9,690 9,700 9,710

9,720 9,730 9,740 9,750 9,760 9,770 9,780 9,790 9,800 9,810 9,820 9,830 9,840 9,850 9,860

9,870 9,880 9,890 9,900 9,910 9,920 9,930 9,940 9,950 9,960 9,970 9,980 9,990 10,000

10,010 10,020 10,030 10,040 10,050 10,060 10,070 10,080 10,090 10,100 10,110 10,120 10,130 10,140 10,150

CTTCCG TTTTA TCCTTA TAAA TAA CTTCAA TCA TAAA TCA TCTTTGA CTCTA TTTAA TGA CAA TTTTTTA TTCTTTAGA TTTTTGG TAA TTTA TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TAAA CTTTA TAA TTTTAAAAGAA TTTAG TAAAAA TAA TA CTC

CAAA TTTA TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TCTTTTTTTA TA TTA TAA TAGA CAA TA TAA TTAA TTA TTTAAA TCAA TTTCGAA TG

CTTCCG TTTTA TCCTTA TAAA TAA CTTCAA TCA TAAA TCA TCTTTGA CTCTA TTTAA TGA CAA TTTTTTA TTCTTTAGA TTTTTGG TAA TTTA TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

CTTCCG TTTTA TCCTTA TAAA TAA CTTCAA TCA TAAA TCA TCTTTGA CTCTA TTTAA TGA CAA TTTTTTA TTCTTTAGA TTTTTGG TAA TTTA TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG

--------------------------------------------------------------------------------------------- TAA TAGGAAG TTTG TTTTCA TG TGA TG TTTAAGAAG CTG CTAG CCAA CAAAG

TCTTCAA CTCTCTCAA CA CTTG CCA TCTGA CTCA TA TTGA TAG TAG TTTTA TCAAG TG TTGA TTTTAAG TTTTAAA TTTAAGA CTG CA TTTCAGA TTGGAGA TTTAG TG CGGA TTGA CTTG TTTTGAAGA CA TCTG CAG CTTAA T

GAG TCAAAAG CCTAAA TTGAAGGAA TA TAA TAAAAAAA TG TCA TTAA CTTA CA CA TCTTCG TCTG TG TTAAG CCTTTTA TAAGAGAA TG TCCCTGGA TTAAGG TA----------------------------------------

-------- TCTG TTA TA CTG TAGAAA TA CTTCA TTCCTAG TTCTTCTA CCA TCCAAA TCTAAA TTA TTCTTCTTTTTCAAAG TTTAA TCA TTAAG TTG TTG TAAA TAAAA TGAAAA CTG CGAA TCAA TG TGA TTTCG TTTCAAAA

G CA CG TCTGGA TTCTTTCTTGA TA TA TCTA CTTTCTTA TA TAA TGAG TTAAAG TAAAG TTTGGAA TCG TTTTTCA TTTGG TCTAA TGGA TC-------------------------------------------AA TTTCGAA TG
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9,430 9,440 9,450 9,460 9,470 9,480 9,490 9,500 9,510 9,520 9,530 9,540 9,550 9,560 9,570

9,580 9,590 9,600 9,610 9,620 9,630 9,640 9,650 9,660 9,670 9,680 9,690 9,700 9,710

9,720 9,730 9,740 9,750 9,760 9,770 9,780 9,790 9,800 9,810 9,820 9,830 9,840 9,850 9,860

9,870 9,880 9,890 9,900 9,910 9,920 9,930 9,940 9,950 9,960 9,970 9,980 9,990 10,000

10,010 10,020 10,030 10,040 10,050 10,060 10,070 10,080 10,090 10,100 10,110 10,120 10,130 10,140 10,150

MIC_seq
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clone56

clone56

clone56

clone56

clone55

clone55

clone55

clone55
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clone62

clone62

clone62

clone62

clone62

clone63

clone63

clone63

clone63

clone63

clone69

clone69

clone69

clone69

clone69

clone71

clone71

clone71

clone71

clone71

clone60

clone60

clone60

clone60

clone60

clone49

clone49

clone49

clone49

clone49
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10,160 10,170 10,180 10,190 10,200 10,210 10,220 10,230 10,240 10,250 10,260 10,270 10,280 10,290

10,300 10,310 10,320 10,330 10,340 10,350 10,360 10,370 10,380 10,390 10,400 10,410 10,420 10,430 10,440

10,450 10,460 10,470 10,480 10,490 10,500 10,510 10,520 10,530 10,540 10,550 10,560 10,570 10,580

10,590 10,600 10,610 10,620 10,630 10,640 10,650 10,660 10,670 10,680 10,690 10,700 10,710 10,720 10,730

10,740 10,750 10,760 10,770 10,780 10,790 10,800 10,810 10,820 10,830 10,840 10,850 10,860 10,870

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC

G TTAAA TCTG CAAA CTA TG TTTTTAGAG TAGAGG CCCTTCTGAAGG CAA CAAAGG CGAA CTTA TTTAA TTTGGAAAAAGG TTTCGAG TTTA TGA TA TTTG TAAAAA TTG TG CCTTCCCAAAAG CCG CTCTTTTCTCG CTG CTA TT

TA TAG TTGA TTCTAA TTTTAGAGGA CTCTTTGGAGAAA TAAAG TTTG TGA TTGAG TCAAAAG CTTTTTTA TCAG TG TCA TTTA CTTAA TTAAAA TA TGGGAG CTTTTCAAA CG TCA CA TTA TTCA CTG TTTTAGA TG TG CCAAA T

A TTCCCTG TGG CAA TAG CA TGG CTTAA CTA TGAG CTTTTCTG TCA TG CTTTTCTCTAGAAGGAA TCCCA CTA TTTA TTGAAAGA TA TCTCTTAG TG TG TCTAA CTGAA CTCTCTTGAGAA TCTGG CTTCAAAG CCG TTG CTTTTC

TTG CCCTA TCTTTAA CAGG CTTTAGG CTGGG CTTGAAA TGAAA TA TTA TCTCTTAA TCAAGG TG CTTG TTAA TCTCAA TTAGA TAAG TTTTG TCTTCG TTCAGAA TA TTTTTAGAA TGA TTTTCAA TTTTAAA CCTTTTTG CA TT

TTTAA TTG TCTCCTCTCTCTTCTTCAA TTCTTTTTCCTTTTCTTCTTCTCCTCTTTA TTAAA TCTTTTG CTA TAA TA TG TTTCTTAAAAG TCCAG CG CCTTTTTTCTTGG CG TCTTCTTTAA TTGGA TG CTCA CTA TAA TCCTTC
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10,740 10,750 10,760 10,770 10,780 10,790 10,800 10,810 10,820 10,830 10,840 10,850 10,860 10,870
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10,880 10,890 10,900 10,910 10,920 10,930 10,940 10,950 10,960 10,970 10,980 10,990 11,000 11,010 11,020

11,030 11,040 11,050 11,060 11,070 11,080 11,090 11,100 11,110 11,120 11,130 11,140 11,150 11,160

11,170 11,180 11,190 11,200 11,210 11,220 11,230 11,240 11,250 11,260 11,270 11,280 11,290 11,300 11,310

11,320 11,330 11,340 11,350 11,360 11,370 11,380 11,390 11,400 11,410 11,420 11,430 11,440 11,450

11,460 11,470 11,480 11,490 11,500 11,510 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,590 11,600

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA TTAA TCAAA CA TAA CTA CTTTGGGA TAAA TAA TCAAAA CA TAAA CAG TAAA TTA TCG TAGAG

AG TTGA TTTA TGA TTGAGAA TA TCTTTGA TTTAA TCAGAG TTAAAG TTAAG CTA TGG TTTA CTCTA TTG CTTTTTGAA TTCTTTA TAAGA TTGG TA TTTAA TTAAG TTAGGAG TTTGG CCGAAAAAA CCA TG TGAAG CAAA TAA T

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA T-------------------------------------------------------- CG TAGAG

AG TTGA TTTA TGA TTGAGAA TA TCTTTGA TTTAA TCAGAG TTAAAG TTAAG CTA TGG TTTA CTCTA TTG CTTTTTGAA TTCTTTA TAAGA TTGG TA TTTAA TTAAG TTAGGAG TTTGG CCGAAAAAA CCA TG TGAAG CAAA TAA T

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA T-------------------------------------------------------- CG TAGAG

AG TTGA TTTA TGA TTGAGAA TA TCTTTGA TTTAA TCAGAG TTAAAG TTAAG CTA TGG TTTA CTCTA TTG CTTTTTGAA TTCTTTA TAAGA TTGG TA TTTAA TTAAG TTAGGAG TTTGG CCGAAAAAA CCA TG TGAAG CAAA TAA T

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------

TCAA TCAG TA TTTTA TA TAG CTTTTA TTTTTCAGG TGG TA TCTCAG CA CCAA CTTTCTTAAAG CTCAA TAAG TA CTCTTTTTG CA TTTCTCTG TA TCTCTCCA TCTCCG CA TTTG TTAAA TCAAA CTTAAAA TCTTAA TCTCTCA

GAAG CAA TTTCTCA TCCAG TGGG TCG TA TTTTTTCA TTGAA TGA TCTCCA TCCTTCAA TCTTTTAG CCAAGAA TTTTTAAA TGAAAGA TTG TTA TA TAG CTTG CTTCA TTG TTTA TA TAG CCTCTCCTCTTTTG TCTTGAG TGAA

AG CCTTAA CTGAA TTGAA TCTTTTCTTTG CAAA TTTTTTGAAG TTA TAA CA TG CTGA CTTCG TCTCA TCAA TA TTTTCGA TAAGA TCTGG TA CTAAGG TTGGA TA TCTCAAGGGAGAAAGAG TTG TTTTGA TTTGA CTAGGA TCA

A CTG CTTGAAG TAAGG TCGGG TG TG CTTAAAA TGAG CTA TCTAG TTTTG TTGG TTA CA CAG TGGG CTTAG CA TTTGGA TTA TA--------------------------------------------------------------

-------------------------------------------------------------------------------------------------------------------------------------------------
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11,460 11,470 11,480 11,490 11,500 11,510 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,590 11,600

MIC_seq
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11,610 11,620 11,630 11,640 11,650 11,660 11,670 11,680 11,690 11,700 11,710 11,720 11,730 11,740

11,750 11,760 11,770 11,780 11,790 11,800 11,810 11,820 11,830 11,840 11,850 11,860 11,870 11,880 11,890

11,900 11,910 11,920 11,930 11,940 11,950 11,960 11,970 11,980 11,990 12,000 12,010 12,020 12,030

12,040 12,050 12,060 12,070 12,080 12,090 12,100 12,110 12,120 12,130 12,140 12,150 12,160 12,170 12,180

12,190 12,200 12,210 12,220 12,230 12,240 12,250 12,260 12,270 12,280 12,290 12,300 12,310 12,320

TTCTTAG CCAG TG TTTCTTG CTTTTAG CGAGAG TCTTAG TGGGG TTTAAAA TGA TCCA TTA TAAAAA TTTA TTTG TTTTA TAAA TA TCCCAA TTAA TTTA TTA TCCAA TAA CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA CCCTTAGA TTTA TTAGAAA TTA CTTG CTTGG CAA TTAG TAG CTA TCTTGAGAAAG CTAAG TA TTAAGAA CTTGAAA CTCTAA TG CAA TAAAA TG T

AAA TTG TCTCTTAAAAA TTTA CA CTTA TA TAGGAAA TTA CTTTGGA TCAA TTAA TAGAG TA TG TTCTAA CAA TTCCTGAAGAG CCTAAAGA TAG CTTGAAAAAGAAAAGAG TTTTTG CTAAAA CTTTAA CCAAA TTTTCCTAAG T

TCAA TTTTA CTAG CAAAGA TTA TAGGGA CCTTTCTTGAA CCTCTTAAAGA TTGAAAA CTTG CA TTAAA TTA CTGA TTTTGA TG TTTAAGA TGAGA TTA TGAAGG CAA CTAAA TCA TTG TA CTTAAA TAAAA CTTCGA TTAG TG CT

AAG TCTGA CAAA CCAG TAA CAAA TTAAG TGGG TA TCGAGAA TCTTTAA CTAA TTG TTA TGG CAA TG TG TTA CA TGA TGAG TCA CGAGGAGA CTAGAA TTTTCTAG CA TG CTCTTGAAG TTTTG CTTA CCTTAA TCAAA CAGA TTC

TTCTTAG CCAG TG TTTCTTG CTTTTAG CGAGAG TCTTAG TGGGG TTTAAAA TGA TCCA TTA TAAAAA TTTA TTTG TTTTA TAAA TA TCCCAA TTAA TTTA TTA TCCAA TAA CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

TTCTTAG CCAG TG TTTCTTG CTTTTAG CGAGAG TCTTAG TGGGG TTTAAAA TGA TCCA TTA TAAAAA TTTA TTTG TTTTA TAAA TA TCCCAA TTAA TTTA TTA TCCAA TAA CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

--------------------------------------------------------------------------------------------------------------A CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

--------------------------------------------------------------------------------------------------------------A CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

--------------------------------------------------------------------------------------------------------------A CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

--------------------------------------------------------------------------------------------------------------A CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

--------------------------------------------------------------------------------------------------------------A CTTTA TA CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

---------------------------------------------------------------------------------------------------------------------- CCA CAAAG TTTGG TTAA TAGA TAAA TT

A CAA TTAA TTTA TCAAAA TA TTGA TA TCAGAAA TGG CA CTTG TAAA CTAA C

-------------------------------------------------------------------------------------------------------------------------------------------------

-------------------- TTGA TA TCAGAAA TGG TA CTTG TAAA CTAA C

ba
piRNA2
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12,330 12,340 12,350 12,360 12,370 12,380 12,390 12,400 12,410 12,420 12,430 12,440 12,450 12,460 12,470

12,480 12,490 12,500 12,510 12,520 12,530 12,540 12,550 12,560 12,570 12,580 12,590 12,600 12,610

12,620 12,630 12,640 12,650 12,660 12,670 12,680 12,690 12,700 12,710 12,720 12,730 12,740 12,750 12,760

12,770 12,780 12,790 12,800 12,810 12,820 12,830 12,840 12,850 12,860 12,870 12,880 12,890 12,900

12,910 12,920 12,930 12,940 12,950 12,960 12,970 12,980 12,990 13,000 13,010 13,020 13,030 13,040 13,050

A TGAAA CAAA CCCAGAAA TTTTAAAAGAA TCAGAAGAG TAA CTTTAGAAGA TA CTTG TCGAAGGGA CTTAGG CA TAAAA CA CAG TTG TTTAAG TGAGA TA TTTTGAA CTAA CA TG CAAA CTAG CTA TGA TA TCTCCAGAGA TTTC

TAAGA TAG TAGAG CCTA TCA TTGA TTAAG TG CTTGG TGA TTTCTTCTCTTA TGA TA TA CTTA CTTAAA TGG CAG TAA TGGA CTTTG TAG CA TTA CTTGGG CAAAA CAAA TGGA CTTCAA TG CTA TTAA CCAAA TAA CAA TTCTTA

CCAAAA CTG TTCGAGAAG TTTAAG TA TGG TGAGGA TCAA TA TGG CTTTA TTA CTAA TAA CTTAG TAA CTCTTTCAG CTTTTG TCTA CTCTG TGAA TGA TCA TG TA TTCAA TCCTTTAAAGAG TGA TGA TTA TA TTTA TTA TTTCA

GAAA CTTGA TTTCTTCCAAAAA TA CTAGGGAG CAAGAGA CAG CTG TCA CTTG CA TG TTCTTTTTCTTCTAGAAAAAAGAA TCA CTA TTTGAG TA TTTTA TA CA CAA TCTTGA TG TTA TGAAA TCCTGG TTAG CCA CTTTTAAA TC

G TAGGA CTTAGA CTTAAAAAAGG CTTCA TTAAA TG CTA TGAGAA TG CTTTTAAAAG TTAAGGA CGAGGAA TCTAAAGAAAAG TTCAA TGAA TTTA TAAGAAGAG CTTTCGGAAA TA TTA CGA CTCCA TAAAA CTTCCCAGAGA TG
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12,330 12,340 12,350 12,360 12,370 12,380 12,390 12,400 12,410 12,420 12,430 12,440 12,450 12,460 12,470

12,480 12,490 12,500 12,510 12,520 12,530 12,540 12,550 12,560 12,570 12,580 12,590 12,600 12,610

12,620 12,630 12,640 12,650 12,660 12,670 12,680 12,690 12,700 12,710 12,720 12,730 12,740 12,750 12,760

12,770 12,780 12,790 12,800 12,810 12,820 12,830 12,840 12,850 12,860 12,870 12,880 12,890 12,900

12,910 12,920 12,930 12,940 12,950 12,960 12,970 12,980 12,990 13,000 13,010 13,020 13,030 13,040 13,050

MIC_seq

MIC_seq
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MIC_seq
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13,060 13,070 13,080 13,090 13,100 13,110 13,120 13,130 13,140 13,150 13,160 13,170 13,180 13,190

13,200 13,210 13,220 13,230 13,240 13,250 13,260 13,270 13,280 13,290 13,300 13,310 13,320 13,330 13,340

13,350 13,360 13,370 13,380 13,390 13,400 13,410 13,420 13,430 13,440 13,450 13,460 13,470 13,480

13,490 13,500 13,510 13,520 13,530 13,540 13,550 13,560 13,570 13,580 13,590 13,600 13,610 13,620 13,630

13,640 13,650 13,660 13,670 13,680 13,690 13,700 13,710 13,720 13,738

GGGGA TGAAAA TTCTTCAG TCAA CTTCTTAA TAAAAGAGA CTGA TG TTCCA TTTGAGGA TTTGGAA TTTTTAGGAA TGAAAG TTA TCAAG CAA CTTTTGAA CTGGGAA TGGGG TG CTCGA TCCCTTTA TG CCAA TTCTTAAG CTG

TA TCCTA TA TTTTGAAGAGAG TA CCAAAA CCTAAGGAA TTGA TGGAAAAGAAG TTCA CAA TTG TA TAAAAGA CTCTTCAAAG CAAA TA CTTCA CAAAAG CTA TGGA TA TTA TTGA TCCAA TTA TAGGAGAA CAA TTAGAAG TTTT

CTA TAGAGGGGG TG TTTA TGGA TTA CCAGG TGGAGGAG CTAA TTTTG TTCCAGAA TA TG CTTCAAAGAG TA TG TGA TA TAG TTTTAA TAA TTAA TAA TTTTG CTTTAA CTTTAA TGA TAG CTTA TTTAG TCTTGA CA TTTGAAA C

A TAAAA TA TCTGA TTAGA TA TTAAA TTAA TAAA TA TAA CAAA TAAAA TAGA TA TCTAAAA TGGAA CG CAAGAGAAAG CTCTTTGA TGA CTCCGA TGA TGAG CAAGG TAA TTA TTTTAG CTCTTA TTTTTTA TTA TAGAA TA TTAA

G CAA CA CCAAG TTAG TAAGAAGAAA CAA CCAAA TCTCAA CCTCCCAAAAAA TAG CA TG TTGAAG TAGAAGAGGAAA TTAAG CTTGA TTCTCCAAAGAAA TCA TCTGA T
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