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MSA length = 1688
- A T AGGT T - - - - - - - - - TGT TGT TGT T AAAGT ACCCCAAA - - AAAAAA T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA - - - - - - - - - CCC T AAAAA T A T T - - - AAA T T AA T AAACA - - - - - - T T -
AACACA T T A T T T TG - - - AGTGAAAA T T T AAA T A T AA T AAAC - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T - - - GT T A T C T AAACGAACA T T - - - - - - - - - - - - - - - - - - - - - - - - -
CAAA T - - T A T A T T T - - - - - - T A T T A T C T CA T AGT A T A TGT C T - - - T TGA T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - T A T AA T T T - - - - A T AGT - - - - - - - - - AA T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCA T C T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T - - - - - - - - - - - - - - - - - - AAGT AAC - - - A T CC T T C T T T A T A - - - - - - T T -
- - - - - - - - - - - - - - - - - - - - TGAAGT T C - - - - C TGGCAGT T - - - AAAA TGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAA T T T CC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T CAAA T - - - - T AAAAAGAAGTGAA - - - A T T C T T T T CGA T T AAGGAAA T -
AAAAAA T - - - - - - - - - - - - - - AAAGT T T AAAAC T A T AAA T T - - - T T A TGGT A T ACAGACCGGACCA T CGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T T - - - GTGAAGT AGACAGACGC T - - - - - - - - - - - - - - - - A T AAGA - - G
T C T ACA T C T A T T C T - - - - - - T AAAC T AC - - - - T T AGCAAAG - - - - - - CAC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AA T A - - - - - - - - - - - AAAAAA T A TGT - T CGAC T AA T T CA T T AGAAAA T T -
T AGA T C T C T T T T AA - - - - - - T AA T AA T T AA T AGC T T T T CGC - - - - - TGAC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AA T AGT AGCC TGGT C T T C T C TGT A - - T AA - - AGT - - - - - - - GAAAAAA T ACGC T - CA T T T A T CA T A T AAAAAAA - - -
CAGCCA T CCGA T AGAAAGA T T CC T ACCC TGTGA T T CC TGAACGACA T A TGTGT ACAGACCGGACCACCGT AGT AGT A T CA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGGAAGT TGT T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AAGA - - - T T T T A T TGGA T AAGT TGC - - - - - - - - - - - - - - - - AAAAAA - - -
T TGA T A T AA T A TGA - - - - - - - - - - A T CAAA T CA T T AGA TGA T AAAA T T AA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAAC TGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AAGT - - - - - - - T C TGAAAAAAAAAA - - - - - - - - - - - - - - - - A TGAAA - - -
CA T A T AACCGAA T T - GT T T C TGAGA T T TGAGCA T CGAAA T T - - - CCACCC T A T ACAGACCGGGCCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T A - - - T A T C T T T CGGA T AGT T T T - - - - - - - - - - - - - - - - AAAAAA - - -
C T T C T A TGT A T AC T AAGAAA T A T AA T C T - - - - A T T ACAGAGT AAGT T A T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGT C TGGT C T T C T C TGT A - - T AC - - - A T - - T T T CA T AAA T AA TGC T T T TGCAA T ACCGCA T - - GAAAA T T -
T A T ACAC T AA T T CG - GT T AC T AC T AC - - - - - - - - - - - - - - - - - - T C TGT A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T A T - - - A T T A T A T A T A T A T A TGGT TGT - - - - - - - - - - - - - AGAA T A - - A
TGAA T A T TGCC T T CAA T CAC TGT AA T T T AA T AAGAA T T A T A T AA T C TGT A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAA T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T ACAAGT AA T T CAGC TGGAAAGAC T A T C - - - GCA T T AA T T AA T AGAA T AG - - -
T AA T T CC TGC T T T CAAC T T CCCCAA T T CAA T CGTGCCGAAGC TGA T A T TGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT - - - A T T T TGT TGAA T AA T A T T - - - - - - - - - - - - - - - - AAC T AA - - -
A TGACACGT T - - - - - - - - - - - - - T T T TGAAACACCC - - - - - - - - TGT A TGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A - - - T AC T T C T CACGT AAAAA T AAG - - - GA T T C TGC T T TGT AA - - - - T T -
T AGACGACGCGACGGGAGCC T A T AGTGCA TGCGT T C TGAA T T AA T C TGT A T A T ACAGACCGGACCACCGT AGT AGT AACACAGGCAGAAC TGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AAAA - - - T A T A T T T T AGAAAA T A T T T T T - - - - - - - - - - - - - - - - - - - T T -
- A T ACA T AAAGAC T - GA T AC T T T T A T T TGAAAGT T A T AAAGT AAAA T AAA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGCCA TGT T AC T AGT A - - - - - GT C T T C T C TGT A - - T A TGT AA T T A TGT CCGAAA T AA T T AC - - - AAC T TGCCAGA TG - - - - - - - - -
T T AA T ACCGTGC T T - GGT T T CAAACCC T T A T T C T T T AAAA T - - - T AA T T C T A T ACAGACCGAACCACCGT AGTGGT T ACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGT AAGT TGC T A TGT T AC T AGT AGCCCGGT A T AGAC T T T C TGAACA T AA T T A T T T A T ACAAAA T T AC T T T CACAA TGA T AAAA T - - - - - - - - -
T CGAAA T T T T CCC T A - - - - - - - - T AC T AA T TGGT T TGGAAG - - - T A T CGGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A - - - T ACCGCCAA TGGAA - - - - - - - - - - GGAA T AACCAAG - AA - GAA T T A
- C T C T A T T A T AC T C - AA T C T TGT T A T T CAAA - - - - - - - - - - - - - GGA T T T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAACC TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T T - - - - - - - - - ACC TGT T AA T T CC - - - AGCGCAA T AAACA - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AAGAAA T - - - - - - - ACCAAAGT T T CCGTGAC T T AGT AAA T ACAAAAGT C -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA TGGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A - - - - - - - - - GCCGGGT AA T T T T - - - AA T T AAA T T AAAA - - - - - - C T A
T AC T AACC T A T C T C - - - - - - T A T AGT T T - - - - A T AA - - - - - - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AAC T T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T C T AA T A T T T T AA T AAGAAGTGGT T - T T A T T TGGA T T A T - AGAAAGGA -
T AGT T A T T A T T T T A - AA T A T T A T T A T T TGGTGA T A T AGGAG - - - A T AGT A T A T ACAGACCGGGT CACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAA T TGC T A TGT T AA T - - - - GC - - - GT A T T CA - - - - - - - - A T A T - - - CGGGACCGAACGCA TGCG - - - C T T CGAGT CGGT A - - - - - - - - -
- - - - - A T T T CAGC T - GT A T T T AACA T T AAGGAGT AA T AAGGTGA - - - - - A T A T ACAGACCGGACCACC T T AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT A - - - - - - - - - - - - - - - - - - - - GT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAGACA - - - - - - - - A T T TGC T ACGA T T CGAGT AC T T TGAAGT AAGAAGAA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGAAGAA T T - - - - - - - - - - T T CGT CCGGT AACC TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T A T - - - - - - - - - - - - - - - - - - - - - T T C - - - - - - - - - - - - - AAAGAAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - T T TGGGAC - TGTG - - - - - - - - - T T T A T ACAGACCGGACCACCGT TGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGCCCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T - - - - - - - T T AA T A - - - - - - - - -
A T AAGA T CAAGT AAAAAAA T TGA TGT T CGGAAGT ACC - - - - T CACA T TGA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - A T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - - - - - - AA TGT TGT T AGACA T AGT AGT - - - T ACA T AGT T T AAA - - - - - - C T A
T AAACAA T T T T T C T A T A T A T T A TGA T T TGA T T A T A T AAAAGGAA TGT TGGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCAGCAACC T AC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AGT A - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - - - - - - - - - - AAAA T T A
- - - - - - - - - - - - - - - GCCC T T AGT A T - - - - - - - - - - - - - - - - - - GACAA T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A TGT A T T T - - - CGCGA T T T AAAAA T CGCA T T T A T T T T T A T A T A T AA T AAGC - - -
- - - - - - - - - - - - - - AACAGT T AAAAA T T T T A T A T A T AA T T T T A - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T C - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T ACACAAG - - - - - - - CAAAAAGT AGT T C T AC T T T AA T T T AAC - - - - - - T T -
CAA T T ACCAC T T C T - CGA T T CAAAA T T T A TGT T C T AGAC - - - - - - - - - A T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGC T AGT TGC T A TGT T AC T AGCAGCC TGGT C T T C T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - T T T T T T T AACA - - - - - - - - -
CAA T T ACCAC T T C T - CGA T T CAAAA T T T A TGT T C T AGAC - - - - - - - - - A T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGC T AGT TGC T A TGT T AC T AGCAGCC TGGT C T T C T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - T T T T T T T AACA - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - GA T CGAGT AA T - - - - - - - - - - - - - - CGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T AAAAA T AAAC T T AGAAAAA T A T C T T T AA TGGGT TGT A T T AAAAAA T TG
- - - - - - - - - - - - - - - - - - - - - - - A T T T CAGT ACA - - - - - - - - - - - - - - - A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C -
- - - - - - - - - - - - - - - - AAAC T AA T A T T T A T T AA T T ACCAGA - - - - - - - AA T A T ACAGACCGAACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGCAGCC TGGT C T T C T C TGTGT A T A T AAAA T C T T A T T AGAAGTGAAAAC - - - TGA T T T A T CGA T A T AGAAA - - -
T A T T T AC TGT A T AG - GC TGCCACCA T - - - - - - - - - - - - - - - - - - AAA TGA T A T ACA T ACCGAACCACCGT AGT AGT AACA T AGGCAGAA T CGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T ACA T - - - T CAC T ACCAGAAAGCAAC - - - - - - - - - - - - - - - - AAAGAA - - -
T AAACA T T T C T T T T - AAAA T TGCAGT T T T A - - A T A T AA T T T T A - - - - AAC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T A T C TGT A - - T A TGAGA T T T A T T T AAA T AAAA T A T T T T - GT T C TGT T T T A T TGGT AAGT T -
- A T ACA T AAAGAC T - GA T AC T T T T A T T TGAAAGT T A T AAAGT AAAA T AAA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGCCA TGT T AC T AGT AGCA TGGT C T T C T C TGT A - - T A TGT AA T T A TGT CCGAAA T AA T T AC - - - AAC T TGCCAGA TG - - - - - - - - -
- - - - - - - - - - - - - - - - - - - T T AA TGT T C T AC TGT AAC TGTG - - - A TGGAGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGGAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AA T T - - - ACCA T T CAAA T AAACAGC T T T AA T T T T CGC T A TG - - - - - - - - -
TGAGCA T CA T CAGC - A TGA T T AAAAC T AAA TGA T T A T AAGT T - - AGTGA T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT AGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AA T T AGT T T T C T C T AAAAAAA TGT T - - - AAGTGGA T TGA T T AAAAGA T A -
T A T AAGC T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T C TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - GGCAAGA T - - - - - - - GAAAGAACACCC - TGAAAGAGT T CA T - - GACAACC -
CCAA T A T T T T T T CA - - - - - - CAA T T T CAAACGT CGT AAA T A T CA - - T A T A TGT ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGCA T A T AA TGA T TGT T T A T TGACAAAA T AA T T T CAA T T T C T A T C T T T T AAAA - T AC
T A T A T A T T T CAGA T - GT AGC T A T T AC T AACGGA T CCCA TGGT AA T A T C T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACAAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T T - - - TGT T T T T T ACAAGACACC T T C - - - - - - - - - - - - - T AAAAG - T -
C TGA TGCCGT T T T T - - - - - - T ACAA T CA TGTGGT ACA - - - - - - - - - A TGA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T TGT AGCC TGGT C T T C T C TGT A - - T A - - - - - - - - - - - - - - - - - - - - - - - - T C T TGCC T AAC T T CCAA - - - - - - - -
CAAACA T CGT T T CA - - - - - - TGACA T T TGAGGAAACAAAAGCAGA T A TGA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T AGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGC T C T T C T C TGT A T A T AAACAACGC T T A T T T AAAAGA T A T T - - - AA TGTGT C T A T T AGACAAA - - -
- ACA T A T T A TGCCCAAAAA T T ACAA T T C - - - - A TGAAAGTG - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGACAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T - TGC T AC T AGT AGCC TGGT C T T C T C TGT A - - T AAAA - A T CACGGCAAAAA - - - - - - - T T T AGT T T AA T A T A T T - - - - - - T T -
- - - - - A T T TGA - - - - GGA TGCAA TGC T AGT C T A T AACA T AGGA T T A T - - A T A T ACAGACCGGAC T ACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAA T CGC TGAGT CA - AAGA T T AA T AC T AAAC T A T T T T AAGT T ACAA TGGGT A T ACAGACCGGGCCA T CGT AGT AGT AACACAGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T - - - - - - - - T ACAAAAAA T A T T - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - TGC T T CACGC T T T C T CA T C - - - - - - - - - - - - - - - GT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGA T C TGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A - - - - - - - - GACAGA TGGAAGGC T ACGT T T AC T T T A T T CAA TG - - - - - - - - -
T CAA T C T AGCC T CG - - - - - - CAA TGT C T AACGA T T CC T CCA T - - - - - - AGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AAA T AA T - - - - T T TGAAGGAGCAA T T T - - - - - - - - A T TGT T AAAAGA T T -
- ACA TGT T A T A T CC - - - - - - C T T T T T TGAAGCAC T C TGT A T T AACC T T T C T A T ACAGACCGGACCACCGT AGT AGT AACA T - - - - AGAACCGGACGAA T T - - - - - - - - - - GT CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T AA T T A T T T A TGT T CGGGT TGC T T T C - - - TGTGTGGT CGAAG - - - - - - - - A
AA T A T A T CGAGC TGGTGACCCGA TGT CCAA T AAAAGA T AC T - - - A T T T T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AA T T AA T - - - - - - - AAA TGAA T C T T T A TGA T T T A T AGGA T T - - - - - - - - -
GTGA T ACAGT C - - - AA T T AAAAGT A T T AAGAAACGT AGAAA - - - T AGGT A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACAGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T - - AA T A T T CGAAAAAAACA T A T T - - - AAAA T AACCGAGT AAAAAA T T T
- - - - - - - - - - - - - - - GTGA T CGT AACC T A T T AA TGTGTGTG - - - T AGAAA T A T ACAGACCGGACCACAGT AGTGGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T ACA T AAAAAC T T C - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - AA T T T AGTGGGT - - - - - - - - - A T T A T A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - T CGC T AAA T T T - GGAGT CAAGGT T CC T AAA T AAGTGT A - - - GGGT AC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T T TGT T AC T AGT AGCC TGA T C T T C T C TGT A T C - - - - - - - - - - - - - A T AAAGGAAACA T T T T AA T T T A T T T A T T A - - - - - - - - -
T AAAAAC T A T T T T AAAA TGC T AAAA T - - - - - - - - - - - - - - - - - - T TGT T T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T ACAAAC - - - T T T A T C TGAAAAAA T AAA T - - AA T AGT CC T T ACAAAAGAA - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - T CGT T TGT ACAGAAA - - - AA T A TGT A T A T AGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T - - - AGT T CAA T AAAAAGT AAA - - - T AA T T AA T CAA T A - AAAAG - - -
GACACA T CACGGCC - CA T AGT T T T A T T C - - - - - - - - - - - - - T AGT T T T AC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T - - - - - - - - - - - - - - - AAA T AAA TGC - - - - - - - - - - - - - - - - - - - - - - - - -
CAAA T AGAGAAC T A - - - - - - CAACA T T TGGTGGC - - - - - - - - - - - - CGAC T ACA - AGA T TGGACGACAGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AA T AGT AGCC TGGT C T T C T C TGT A - - T AA - - AGT - - - - - - - GAAAAAAAACGC T - CA T T T ACCA T A T AAAAAAA - - -
AA T AAA T T AGT AGT - AAGT T CA T T A T T C T A T T A T T AGCA T A T AAAA T AGA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T ACGGA T T AACAACCAAAAACA T AACGT CACCGT AACA T A T AAGAAAA - - A
TGGAAAC T AC T AC T - A TGGGT AGAA T CCGA T A T T T T AAAAG - - - GC T T CA TGT ACAGACCGGACCACCGAAGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T T AC T A TGT T AC T AGT AGT C TGGT C T T C T C TGT A T A T A T A T - - - T T AA T T T AAA T AAA T T T T - - - CGT T CAAAAGA T T AGGAAA - - -
CCGACAC TGTGTGAAAGCGT TGC TGT T T AAAAA T CAAC TGA - - - AGT C T A T A T ACAGACCGGACCA T CGT AGT AGCAACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT T CGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A - - - - - - - - A TGAAA T AAAAA TGT AAGT T T - - - C TGGT CCA T T CAAAGAC T -
AAAAAA T TGAGGAA - AAAA T TGAGGT - - - - - - - - - - - - - - - - - - T TGT T C T A T ACAGACCGGA T CACCGT AGT AGT AACA T - AGAAGAACCAGACGAA T T - - - - - - - - - - T T CGT CCGACAACC TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T T - - - GT T CCA T ACAAAGT T A T T - - - AAACAAGAC T A T A - AAAAA - - -
T AGT T A T T T A TGGT - T A - - - - T AAGTGGAAA TGT T T AGGGC - - - GTGAC T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A TG - - - - - - - - - - - T AACACGCGAGTGCC - - - A T T T T A T CCAACAAAA T AA - - A
A T AACA T T T T A T C T AGA T T T T A T AGAC TGACAGCAGAGGAGT AA - - - - GGT A T ACAGACCGGA T CACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAACC TGC T A TGT T AC T AA T AGCC TGGT C T T T T T TGT A T - - - - - - AA T T AAC T T T T T CA T AC T T AC TG - A T AC TGT T T AA T CAGACAG - - -
T A T A T A T A T A T A T A - A T A T A T ACAGC T TGAACA T A T T AAAA - - - - - - - TGT A T ACAGACAGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CAGGCAAC T TGC T A TGT T A T T AGT AGCC TGGT C T T T T C TGT A T A T A T A T - - - T A T AAA T T AAAA T A T A T A - - - - - - - - - - - - - - - - AACAAA - - -
GT CA TGT CACCCCA - AGT A T TGT T A T - - - - - - - - - - - - - - - - - - T A T TGT T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGC TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T ACA - - - - CA T C T T T CAAAAAA T C T C - - - AGT T TGA T A T T T T AAAAA T - - -
AA T C T A T C T AAC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACAAA T T - - - - - - - - - - T T CGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - A T T C T TGAC - A T A T C T A T AGC TGAACGA TGT CAAGA T AAGGAC TGCCAA T AAGCGGGAGCACAC T AGGAGT AACA T AGGCAGAACCGAACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCGTGGT C T T C T C TGT A TG - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - T AAAAA T T -
TGT A T AA T AC T CCA - TGA T T TGTGGT T T AGT TGT C T CAAA T - - - - - - - - - - - T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGA TGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T T - - - TGT A T T T A T T AGAA TGT C - - - AAA T A T A T TGA TGAAGAAGT T -
CA T C TGT TGT AC T C - AA T C T CA T TGT T T C T A - - - - - - - - - - - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACAAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T A TGA T T T A TGAA T AAAAC T CAGT T C - AAAA T AA T CCA T AAAAAAAA T -
A TGA T A T T T T A T T T - - - - - - CAA T A T T CAGCAA T A T AAACA T AAACGACA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T T T T T T AACCAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T - - - T A T AA T T AAAAAAACAC T - - - - - - - - - - - - - - - - AAAAAA - - -
AAAACA T T CA T T T T - AAAA T T A T T A T T T ACACA T C T CC T AA - - - CGAGCA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A T A T T AC T AGT AGT C TGGT C T CCGC TGT A T A T AC TG - - - C T T CCCAGCGAAAA T A T T - - - AA TGC TGC T CA T CAGT AAA - - -
T AGT CA T CGCCAAC - AAGCGCCAAA T T T AAA TG - - - - - - - - - - - - - - - - T T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGA TGAA T T - - - - - - - - - - T T CGT CCGGCAAC T T AC T A TGT T AC T AGT AGCC TGGT C T T T T C TGT A T A TGA T T - - - AAC T AA TGGGCGAA T T CG - - - A T T T T CCC T T ACGGGGT AA - - A
T AAA T AA T T T AC T A - - - - - - CAAAA T T T AAA T T T T A T AAAA - - - - AAACGT A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CA T CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A TGC - - - CAACA T T CAAAAAA T AAC - - - AA T T T AGCC TGTG - AA TGA T T -
- - - A T AA TGTGT T - - - - - - T AA T TGT T T T AC TGT C T AA - - - - - - T A - - AA T A T ACAGACCGGACCACCGT AGT AGT AACA TGGGCAGAACCGGACGAA T T - - - - - - - - - - T T TGT C TGGCAAC T TGC T A TGT T AC TGA T AGCC TGGT C T T C T C TGT A T A TGCGT AAA T T CA T A T AAAAAAGACA T - - - GGA T TGA T TGACG - - - - - - - - -
T AGACA TGGT AAGT AAACC T T A TGA T T T T A T AAA T AAAA T T - - - - - - - - - T A T ACAGACCGGACCA T CGT AA T TGT AACA T AGGCAAAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A - - - AA T AA T AC - A T ACA T ACC T A T - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - T TGCACA T A T AAG - - - - - - - - - GA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T - - - - - - - T TGA T T - - - - - - - - -
GGGAAA T T A T - - - - A - - - - - - - - T A T T AGAA T A T C T - - - - - - - - - - - - - - - - - - - - - - T T AGACGGTGGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A - - - AACCGCCAA TGGAA - - - - - - - - - - GGAA T AACCAAG - AAGGAA T T A
- - - - T A T A T AC T CG - - - - - - - - - - GT C T CGTGGT - - - - - - - - - - - - - - - A T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACAAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A TGT AGT - - - - A T AGAAGAGGCGA - - - - - - - - - - - - - - - - - - - - - - - T - -
AAGACA TGAAGT CC - A T T T T T AC TGT T AAAA T A T T T AAAGA - - - GAAAGT T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGGCGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A TGCA TGT A T T TGCGT AAGAAGAAGT AC T - - - GA T T CGCCACA T C - - - - - - - - A
- - - - - - - - - - - - - - - - AGCCA T A T A T C TGAGT A T T A - - - - - - - - AGTGT A - - - - - - - - - - - GGT AACC - - - - - - - - AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AAGT AA T - - - - - - - - TGGAGGT ACA T T - - - - C T T T T C T A T - T AAAAA T T -
AAAGTGT CAAA T T C - GT AACCA T AGT - - - - - - - - - - - - - - - - - - - - - - GA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT C TGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C T A T A TGT AC T T - - - AA TGT T T AAAAAA T T A T T - - - ACA T TGGCAAACGAAAAAA - - A
AGAA T A T T CCA TGG - GT AAA T AGAGT C T CACCA T T CGT AGG - - - ACCACA T A T ACAGACCGGACCACCGT AGT AGT AAC - - AGGCAGAACCGGACGAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- ACA T A T T A TGCCCAAAAA T T ACAA T T C - - - - A TGAAAGTG - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGACAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T - TGC T AC T AGT AGC T TGGT C T T C T C TGT A - - T AAAA - A T CACGGCAAAAA - - - - - - - T T T AGT T T AA T A T A T T - - - - - - T T -
T AAA T A T T AA T T T T AA T AA T T AAAA T T T T ACAC TGT AAA T A - - - - - - - - - T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT T AC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A - - - - - - A T CGT C T CAAAAGTGGC T T T TGA T T TGGT A TGT T AA T AAAC T -
GCAA T A T T TGT T CC - - - - - - AC TGGT T T AGT AGAAAA T A T C - - - GTGCAGT A T ACAGACCGGACCACC - - - GT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGCC T T C T C TGT A T A - - - - - AAA T ACAC T T AAAAAAA - - - - T TG - - - - - - - - - - - - - AAAAAC T TG
AAAA T AC T AGGACCAAAAAC T AAAA T T CC T T CA T T A T T A TGT AGACA T AC T A T ACAGACCGGACCACCGT AGT AA T AACA T AGGCAGAACC TGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AA T AGCC TGGT C T T C T C T A T A T A - - - - - - - - GT T T T C T ACGAAAACAA T - - - AAC T AAAGT T A TGT T AAA T - - -
- GGA T A TGGAGTGG - GAAGGT A T AGT T T AACCC T T - - - - - G - - - GA T AAGT A T ACAGACCGGACCACCGT AGT AGT AACA TGGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAGT TGC T A TGGT AC T AGT AGCC TGGT C T T C T C TGT A - - T AA - - - - - - - - - A T T ACAAGAA T A T T - - - - - - - - - - - - - - - - AAAAAA - - -
CGGA T A T TGGT T T T AGAA T CGCAAA T CCGAGCGT AAAAAGA - - - AGC TGGT T T T T AC T T AAGGTGACCGT AGT AGT AACA T AGGCAGAACAGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T C T A T AA T T C T A TGAC T CAAAGT AGA T T T AAAC T T T T C T A T CCAAAAA T T -
GT CACA T T ACC T T C - GCAAGCGGT ACC T TGC T AC T CCCAAG - - - AAACGC T A T ACAGACCGGACCACCGT AGT AGT AACA T AGACAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGT AAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T A T T AAA T T AA T T T CGAAAAA T T T T T - - - CAGT CGGT CAA T T AGAAAA T T A
AAAA T AA T A TGT T T - GCAA T T A TGGC T T A T T T T T C T A - - - - - - - T A - - T A T A T ACAGACCGGGCCACCGT AGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCGGCAACC TGC T A TGT T AC T AGT AGCC TGGT C - TGT C TGT A T AGA T AC - - - T C T C TGT TGACAGGT T T C - - - - - A T CGA T T TGTG - - - - - - - - -
T TGACGT T - - - - - - - GA TGC T A T AGT - - - - - - A T AAAGAAGT AGGA T T AA T A T ACAGACCGGACCACCGT AGT AGT AACA T AGGCAGAAC TGAA - - AA T T - - - - - - - - - - T T CGT CCGGCAACC TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGCA T A TGT ACAAA TGA T T T T T T AAAAA T AAA T T AA T T T T AGT T T A T - A T AAAA - - A
T AAAAAA TGT T A T T - - - - - - - - - - - - T C TGT AAC T AA T A T A - - - - - - - - T T A T ACAGACCGGACCACCGCAGT AGT AACA T AGGCAGAACCGGACGAA T T - - - - - - - - - - T T CGT CCAGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A - - T A T - - AA T AGCAC T A T AAA T AACAA T - - - - - - - - - - - - - - - - T AAACA T CA
- - - - - - - - - - - - - - - - AGCCA T A T A T C TGAGT A T T A - - - - - - - - AGTGT A - - - - - - - - - - - - - T AACC - - - - - - - - AACA T AGGCAGAA - CGGACGAA T T - - - - - - - - - - T T CGT CCGGCAAC T TGC T A TGT T AC T AGT AGCC TGGT C T T C T C TGT A T A T AAGT AA T - - - - - - - - TGGAGGT ACA T T - - - - C T T T T C T A T - T AAAAA T T -
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TE: rnd_1_family_290.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 1688bp; fragments: 3880; full length: 59 (>=1519.2bp)
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No TE domain detected

After TEtrimmer 1688 bp
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 size: 1988bp; fragments: 3851; full length: 0 (>=1789.2bp)
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TE: rnd_1_family_290
 size: 1104bp; fragments: 2530; full length: 119 (>=993.6bp)
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