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MSA length = 7551
- - - CGT AAAA T T AA T T A T CAGT T T T T AGGT T T T TGAC - - - - - - - - - - - - - AGT T A T A T A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT CGCGCCGAGAA - - - - - - - A T T T TGGAAAA T C T T TGC T T A T T TGGT AA T T
- - - T AAAAAAA T AA T A T ACAGT - - - - - - - - - - - - - - - CA T A T ACAGT CCCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT CCCA T A T ACAAAAAA T T AA T T C T ACGTGAAAAC T C T A T AGGAC T T AGT -
AG - AA T AAA TGT T A T T T T T ACGT C T CCC T A - - - - - - C T T T T AA T CACCC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCCC TGT A T AAAA T AA T T AAG - T T T TGAAA T A - T T T A TGT T T T TGT CAAA T
AA T T A T T T AGA TGT T T T T CACC T T T C T TGA T T T T TGT - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT AC T T AGCAAA - - - - - - - T C T CAACA T AGACAC T T C T T C T T CAACAAA -
- - - CAA TGACCAGA T T T T T CGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAACA T AAAGCACCC T A T ACA T - - - - T T AGT T T T T T CGGAAAC T TGACCGT T T T T T AAA -
AACCACACA T CCAAC T ACA T A T T T A T CGAA T T CCA T AGT T TGGT AAC T CCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T CC T CGC T C T T - - - - - - - GC TGAACAAC T AA T CACCA T TGT AA T AAAG -
CA T T T T A T AGA TGGAC T CA TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGT ACGT T AC T T T T T AGC T T AACC TGACAAGAAGT ACAGGCA T C T A T CCGC T
A - - CGTGA T T T CAA T T T T AAC T - - - - - - - - - - - - - - - CAAC T C T ACAGGGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAGGGTGT CACAA T AA T A T AACA T TGTGGAAAGAA T AACC T A T CA T T T AA -
GT TGGT T T A T T T CAAA T T - - GT T AACGACAA T T TGGCGT AAAAAA TGCGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAAACA T AAAGAA - - - - T CAA T T TGAAAAAA T TGAGA T A TGA T T - - - - AA -
AA - CA T T CGC T T CA T T C T AAGT T AGCCGT A T A T CAC T A T TGA T T AAAC T AAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T ACCCAAA T AA - - - - - - - T T T T T AGAAAA T AGT T T CA TGCACAA T AA T T
CA T T AAGCAA T T A T T T T T T T AC - - - - - - - - - - - - - - - AA T A T T T AAAGGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGGT CA T A - - - - - - AA T - - - AAC T CA T AAAAAGGT CAGA T AA T A T A T T AGT
AAC T A T CA T CAA T A T T T T T T T T T T TGGGCA T T T AAAC T T T T T T T AAA TGT AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA TGT A T A T ACAA T AACAAAAAA T AA T A T AAAA TGAA T AA T A T AAA T A T A -
CGT C - - - CA TGTGACA T T AAGT C T CAA T AA T A T AA - - T AAAAGT AAGCAGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGCAGT T A T AAA T - - A T T T A - - - - - - - - - - - - - - - - - - - - C T T CA T CA T T -
AACCACAAA TGT T A T T T T T A T T T A TGCA T A T T T T T CAACAAACAAAGACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT T TGT T TGT AACGAA - - - - - - - - - - - - - - - - - - T CACA T T T T T A T CGAC -
A - - T AGT T A T CAAA T ACC TGAC T T CGAGC T T T T CAAC T C T T T CCAGGGC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGC TGGA T A T CAC T A T T T AA T A T CCGC T CAAGT T T ACGT T T AAGCGGCA -
AA T - - GAAAGGT AA T T T T AAA T T C T T T T CAGT T AA T T AAAA T A T AGAGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAGGGTG - - - - - - T AA T T T AA T T T T AAAAAAA - - T T A T AC T T AAACCAGT T
- - - T AGGT AAGAAA T T T TGAA T CCAC T T T A T T T T AA T T A T TGGGT AGAGAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGAGA T TGGT T - - - - - - T T AA T CGAGCAAAAACAA T T T A T T ACAC T CAAA -
- - - - - - - - A T A T AA T T CCAACGT TGCA T T A T AAGGCCCACAAGT AA T ACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT ACCA T T AAAA T - - - - - - - AA T T TGTGT AACA T A T T T C T T T AAAAAA T T T
AC - - - AAGAAA T T A T T T CGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGT A T T A T AC T T T A T A T T T AGT T T AA T CGAAAGGC TGT T T T T T AAC T T AA -
- - - - AGGAGAA T AA T T T C T AA T T TGC TGT T T CCAGA T - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGAC T A T CGGT C T T T ACA T A T T T C T AGAGAACCA T AA T A T C T AGA T CGGA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGCCGCGT T T AAA T - - - - T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T A T T T A T AA T A T T T CAGA T T AA T A T CGT CC TGA T AAAA TGTGT T T C T AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGT T C TGTGAAGT T - - - - - - - T T T T T A T A T ACAGGGTGC T T C T T AAA T AAG -
GG - AACCAA T CCGA T T CAGGAA T C T CAACA T T AAGACGAGA T AC T AA TGGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAACA T AAAGTGGT C T ACAAGT TGT T T T AAGTGAGT AAAA TGGAAAAA TGT T AA T T AAA -
AG - - - - - - AACCCAGA T T T AA T - - - - - - - - - - - - - - - - - - A T T AGAGT T AAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGGGGT CA TGGACAAAA T T AA T T TGACCAGT AC T TGAGAAC T T CA T CA T C T
AA T T A TGAA T A TGAGAGCAA T T T T T CAGTGAAAAA - - - - - - - - - - - - - - T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT A T ACA T A T T T T AA T T T A - T T TGA - - - - - - - - - - - - - - C T T AA T AA T A T
T AACGA T AAA T CGA T AAACCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAAACCGA T AAA T T AA T A T AAA T CGA T AAA T CGT CGA T AAA T CGA T AAA T -
- - - - - CACAAGCGGT T T C TGGGT ACCC T T CA T CGGGT - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGGGC TGGT T T T TGA T C T AGT T T T T CGACCCGC T CAAA T A T A T A TGAAAA
- - - T A T AACGACAA T T T TGAC T TGT T CGT A T CCAGCC T CCAGCCAAC T CGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA - T T T T AA T A T TGGAAAACA T AAAGGTGGCA - - - - - - T AA T T CAA T T TGAAAAAAA - - - - - - - - - - - - - - - - - - -
A - - - - T C T A TGT AAAA T TGAAC T T ACAAC T T T T A T T T T T T T A T C T AGT CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T - - CGAC TGT AA T T T TGGAGT T ACGGGT T T T T AAAA T T T T T AACCCCCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCCCC T CCCA T AC T CA T TGAGT T T T ACAGACG - - - GACAGACAGA T AGACA
AA T T T T CCAAA T AA T T T C TGAACGT T AA T A T T T TGA TGA T T T TGA T A T CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT AA T T AAGCGA T - - - - - - - - T T T T ACGT AAAAAA TGT C T C T TGGT AAAA -
A - T AAA T AACCAGAC T CAGT AG - - - - - - - - - - - - - - - T T C T T A T AGC T AGAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AA - AGC T A - - - - - - - - - CGT T T AAA T CCAGGAAGAA T CCAGA TGACAGT T A T A T
- - - T T AGCC T CGAA T T T TGT AA T C T C T T T A TGT TGAC - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGC T T T T T - - - - - - GA T T C T AAA T T AAGAGT A T C T T AA T ACAA T AA T T AGA -
- - - - - T T T C T A T AA T T T AGACC T A T CAA T A T A T CCA T CA T T T T AGA T TGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT TGT T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C
A T TGC TGT A T A T AA T T A T ACCAACCCAGT T T T T T T A TGT T AA T CGAGGGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGGGT TGT - - - - - - - - - - - - - - - - - - - - - - - - T T T T T ACC T T AAC T T T AC
- - - - - T AAA T A T AA T T T T AAAA T AC T A T T ACA T AAAAGAAA TGT CAGGAGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGGAGGGGTGGAC - - - - - - - - - - - - - - - - - - - - - - - AAACC T T CA - - - - - C
AA T T AA T ACGAC T C T T T T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGGAGA T A T ACAA - AA T - - - GT T C T CCAAAAA T T T T T T A T A T C T A T T AGT -
A - - - - - T CAACAAA T T T TGTG - - - - - - - - - - - - - - - - T C T A T CCAAGT A T AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGT - - - - - - - - - - - - T T T T AAGA TGCCAAAGT T T C T CAA T T ACAA T CAGC T
T A T AA T AAAGGTGAGT T T T A T AGAGAAGT A T A TGAC T - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T AAAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA T A T T T AA T A T T T AA T TGAA T T T T AAA T CAAA T T AAAAC T TGA T CCAAA -
AAAC T T AAA T T TGA T A TGAGT T T C T T AGT T T T T AAC T - - - - - - - - - - T AGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T AAA T A T TGGAAAACA T AAAGT TGGCGAA T T A T T AA T T C T A T T T AAAGGA T T T T T T AC T T C T T T A T AGAGT
GAC T C T T TGACCAAC T T CGAA T TGA TGGT T AC TGAGT TGA T CGCGT T T AGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - - T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGT T AGTGC TGT T T TGT T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
- - - CAC T AGA T AAA T T T TGC TG - - - - - - - - - - - - - - - T A TGT A TGT A TGCAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGA TGC - - - - - - - - - A T T - - - - - - - - - - - - - - - - T T T T AA T AA TGT T T A T T T
AA T - - T AAAAA T AA TGGT AGA T T CCCAGCA TGTGA T A T A T T CACAGACAAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T T T TGGAAAAC - - - - - - - - - - - - - - - - - - - AAC - - - C T T T T T AA TGGAA T TGCCA T T A T T T T T AC T T
AA - C T T T T AAA TGA T T T T T T T T T T T T T T T C T T T T AAAAA T T CGTGGGT ACAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGT AC T T A T AC T T - - - - - - - A T AAGGAACAAA TGGAAAA TGAAAA T CAAG -
- - - CGC T AAACCGA T T T T AACCCCA T T AGT T T T TGGT - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGGGGGT T AAAAA T CAGT - - - A T C TGCAACAAAA T T TGT AA T AACA T CAAA -
A - - CA T AAACA T T A T T T AAGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAAGT T T T AA T A T TGGAAAACA T AAAGGAAA - - - - - - - - T AGT C T AAA T T T T AA T AACGCCAAAA T T A T AA TGAAA T
A - - T ACAGA T AC T AA T A T TGT T T T CGC T T A T T T AA T T - - - AAACAAAAC T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T A T CGGTGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGTG - - - - - - - - - - - - - T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A
- - - - - - - - - - - - - - T T T T A T AC T CA T TGT T T T T T AAACA T T CA T AGGTGT AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGGTGTGT ACC T TG - - A T T T T - - - - T AAA T AGAA T T T A T T T TGT CGT T - - - -
A T T - - AGCGAC T AA TGT T CCA T - - - - - - - - - - - - A T TGT T T TGT CACACCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCACCC TGT A T - - T AA T - - - - T T T AACA T ACAA TGGT T AC TGT AA T T AAA -
- - - T AGCAAGGAAA T CGCA T AC T TGT AGACAGT AAGA - - - - - - - - - - GGGAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGCGGGGTGGACAA - - - - T T A - - - - T AAAGGGGA T T AACA TGCAGAA TGAG -
- - - T CAC T AGAAAA - - - - - - - - - - - - - - - - - - - - - - - AAAA T A T A T AGGAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A T T T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGAGGA T CAGCCAA T A T C - - - - - - - - - - - - - - - A T T T A T A T A T A T A T C T T T T
AG - - - - - - - - - T AA T T T TGAA T T AC T CGC T T T TGGT CA TGTGACAGAACAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CGT TGT AGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A - - AA TGAAGAAAA T T CCAC T T T AACGAAA T TGAAGAAA T A T C T AAA T CAAGT T A T A T A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T AC T C T - - - - - - - - - - T T AAAA T T A T - T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGA T CAGCAGAAA T - - - - - - - - T T T T AA T TGCAA T A T ACCA T C TGA T CAAA -
- - - T T A T T ACAAAA T C T T CAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A TGT A T CCAGCC T T CA T TGT T C T A T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AAAA T T A - - T T T T T T AAAAA T AAA T T AACAA T A T T - - - AAACA T AAAGGGGGCAA T - - - - - - - - - - - T T T T CAAA TGGGAGTGGCGCCGCAA TGAAA -
AA T CA T T CA TGAAA T AA T TGAC T CCC T T T CAAAAAAC T A T T T CCA T ACACAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGACAC T TGT C T T A T AC T CAA T T T T T AACA T T A T TGT A T A T CAAAAAGGTG -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T T A - - T T T T T T AAAAA T AAA T T T T T AA T A T TGGAAAACA T AAAGGTGT A T - - - - - - AAA T T T AA T T TGAAAACA T TGGACAAA T ACAGT T ACA -
- - - - - - - - - - - - - - T TGTGT CC T - GT CGA T T T T CGAA - - - - - - - - - - CA T AGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGACA T T T A T T T T A - - A T - - - - - - - - - - - - - - - - T T CA T T T TGT TGA T T T T -
AA T - - AGT T T C TGAAA T TGAA T T T CGA T T CAC T AAAAGAA T CGT AA TGCAAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A T - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGTGC - - - A T AA - - T AA T - - - A T T T T A TGT AAAGT A TGCAC T AGAA T - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGAGGT A T ACA T ACCGA T T T A T T TGT AGGGCGAA T T T AAA T T T - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC - - - - - - - - - - - T AA T T AAGT T T T TGAAA T A - T T T ACGT T T T TGT AAAA T
AA T CA T T T ACGCAACC T T AAGT T AA TGGT TGA TGAGT T AAA T A T AA TGGAAGT T A TGT A T CCAGCC T T CA T TGT T C T A T AACGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGGAA TGCGGT A T A TGGT T CA T AAA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C - - - - - - - - - A T T - - - - - - - - - - - - - - - - T A T AAACAA T T A T T A TG -
A - - - - - - - - - - T TGT A T T T AAC T T C T CC T ACAC TG - - A TGC T T CCA T CCCAGT T A TGT A T CCAGCC T T CA T TGTGCAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- A T CGCGA T T A T AAAACCGA T T CAC TGA T TGCCAAAGTGTGGCACAC T CCAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - A T AA TGTGA T T T T AA T A - - - - - - - - - - - - - - - GT T CAGT AAC T ACAGT T A TGT A T CCAGCC T T CA T TGT T CAA T AA TGC TGA TGCAAGA T ACCC T - - - - - - - - - - T T AGAA T T A - - T T T T T T AAAAA T CAA T T T T T AA T A T TGGAAAACA T AAAGC T AC - - - - - - - - - - - - - - - A T CA T T T T TGAA T T C TGT CCCA T T A T CGGA -
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 size: 7551bp; fragments: 576; full length: 64 (>=6795.9bp)
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 size: 7851bp; fragments: 568; full length: 63 (>=7065.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

2000 4000 6000

0
50

10
0

15
0

20
0

25
0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000 7000

0
10

00
20

00
30

00
40

00
50

00
60

00
70

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 2000 4000 6000 8000 10000

0
5

10
15

20
TE: ltr_1_family_585

 size: 11646bp; fragments: 713; full length: 0 (>=10481.4bp)
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