
Start crop Point End crop Point

MSA length = 4337
AA - - - - - - - - - - - - - - - - - - - - - AAACAAAAGA T A T - - - - - T ACAAA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCA T CAGAAACAGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - T A T TGAGAAAAGG - - - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAAC T T CCCGCGCAACAAAGGGT AC T T - - - - - - - - - - - CA TGAC T TGC T AA T A T C - T AA T - - - - - - -
A T - - - A T AGCAA T CGAAA T T A - - - T AAAACAAAAA T CGT A T T CGA T ACAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T ACAGCAGC T - AAC - - - - - - - T T T AAAA TGAAGACA T T - - - - - - - - - T CA
GACCCA T CAAAA T TGAAA T T T - - - - - - - - - - - - - - - - - - - - AC TGTGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA TGT A T AA T T T - - - - - - - - - - A TGT A T A T T T T T T A T A T T - - - - - - - - - TGA
AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T C TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACA T T C T ACA T - - - - CA - - - - - T ACCCAA T T T TGGCAAA - - - - - - - - - - - -
- - - - - - - A T CACC TGTGACGT A - - - - - - - - - - - - - - T A T A T CGT TGT AAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AAGGACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA
- - - - - - - - - - - - - - - - - - - - - - - AAA T AA T AAA T A T CA - - - T C T ACGAAGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACGAAGAAGCAA - - - - - - - - - - T ACGAAA T ACGAACAC - - - - - - - - - - T CG
TG - - - - - - - - - - - - - - - - - - - C TGGT T T A T A T A TGCCA T - - - - - - - - - A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AAA T A - - - - - - - - T T C T ACC T AAA TGT T T T AA - - - - - - - - - - - - -
AC - - - - - - - - - - - T T T TGT T T - GT AGT AA - - - - - - - - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAGT AA TGACA - - - - - - T C T TGCAAAGAGT AGAGAAAA T - - - - - - - - - AAG
AAA T C - - AAAAAC T T AAA T T T - T C T C T AA T CAAA T C T A - - - - GT A T A T T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A - - - - - - - - - - A T - - T C T T A T TGT T AC T A T A T T T T T T T CAA TGA T AGAA
AA - - - A T T C T AA TGGACGT T T - - T A T T ACAAGAGAC T AC - - AC T T AAAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAAACA T T C T - - - - - - - - - - - T T AA T AAGT CACACGT T - - - - - - - - - - - -
AA - - - - T A T AA T T TGGAA T T T A T AAGCAAAAGAAAGT A T AC T A T TGGT A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT - - - - - A T T ACC TGCGGT AC - - - ACCAA TGGACA T T A - - - GGT TGA T T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGA T T T T CGT CAAA - - - AC T T A T AGC T AC T A T TGA TGC - C T AAC T AGAACA
ACA T T A T AA TGT A T AAAAC T T - T T A T CAA TGGAAA T TGT - - T A T AAC T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAC T AGT AC T C - GAC - - - - - - - T AAACAA T AA T T ACAA T - - - - - - - - - - - -
CA - - - A T T A T ACAGTGAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T T T T AGA T - - - - - A - - - - - T AAAAAAAA T T A T T AGT - - - - - - - - - - - -
A T - - - - - AA T A T T T C TGT CA T - - - ACAAAA T T A TGA T A - - - GGT T T T T AGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T T AG - - - - - AGGC - - - - - T CCAGGT AAAAGC T A T T T T - - - - - - - - - - - -
AAGT T - - - - - - - - - - - - - - - - A T CA T TGGAAGT AAA - - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT AAAAAG - - - - - - - - - - - - - T AGAAA T T AC T T T T A T C - - AA T T AGA T T A
AGA T T ACAA TGA T T AAACAACCA T A T T AAAAAA T A T T ACGT TGAGGT T CC TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T CC TGA TG - - - - - A - - - - - CCGAGAC TGC T T C T A TG - - - - - - - - - AGA
AA - - - - - A T T CAC T AAAAAAC T T TGT CAAAACAAAA T A - - - A T CGT A TGC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A TGCAAGGT - - - - CA - - - - - T ACGT T T T AGCGGC T T T - - - - - - - - - T AA
AA - - - - T AACACAAC T AA TGT - - - A T T T A T A - - - - - - - - - - - - - - - - - T A TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T A T - - - - - - - AA T - - - - - - - - - - - - AAC T T TGACGT T - - - - - - - - - T AA
AG - - - - T AACAAA T T AGA T A T A T AA T T AAAAA T T AC T C T A T CA TGT A T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T A T T T T - - AAA T - - - - - - - T TGTGAAAA T TGGGAC - - - - - - - - - - ACG
A T - - - - GA T CCCC TGAAAC T T - - - - - - - - - - - - - - - - - - - - CGT CAAAGA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA
A T A T T - - T CCGAA T T AAA T T T - GT T C T AAG - - - - - - - - - - - T A T AC T CA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAC T CA - - - - - - - - - - - - - - - T AC T AGAAA T TGT A TGA T T - - - - - - - - - T AG
AC - - - - - AGTGACA T ACA T T C - - - - - - - - - - - - - - - - - - - - - - - - T AAA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AAA TGACACGAA T T A TGC T A T C T A T AA T A T A TGTGT - - - AA T T AGA - - -
AC T A T A T CCCA T T A T AGGT - - A T T AA T AAAAAAAAA T A - A T T ACAACA T T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA - - - - - - - - - - - - T CG - - - - - TGA TGAC T CA TGAC T T T T - - - - - - - - T AG
GA - - - AA T A TGT T TGGAGC T T C T TGA T AA T A TGGA T T T - - - TGT TGGAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGAA T AGGCC - - - - - - - - - - - T TGCACA T A T T T T CA T T - - - - - - - - - C T A
AA - - - T T - - - - - - C T AAA T A T AA TGT CCAAAACGA T T A T A T AGA TGT T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGT T A T CA T T C - - - - - - - - - - - CC T C TGA T ACCCACA - - - - - - - - - - - CGC
AG - - - - - - ACA T T T T T AGCCC - T A T CAAAAAAA TGT TG - - - - - - - - GT T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGG - - - - - - - - - - - - - - - - - CA T AA T AAA T AA T T A T A T CGT AGT T AGA T CA
GA - - - - - T A TGT C TGAAA TGT - - T A T AGAAGGTGT T T A - - - - - - - - - - - - TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T - - - - - - - - - - - - - - - - - - - - T A T A T T A T A T TGT TGT T - - - - - - - - - - - -
GGA T A T A T T CAA T A T AA T T - - - - TGT CAGAGACCAC T T CA T TGT AA T T CC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T CCA - - - - - - - T C T - - - - - GCAC T AC T A T T CA - - - - - - - - - - - - - CCA
GGA T T T T T T T TGTGT T A T TGT A T AGT T AAACA T AA T T A T T T CGTGT CCCC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T CCCCAGCCAA T C T CA - - - - - T CG - - AC T A T T CAAACGT T AACGAAACAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAGGT TG - - - - - - - - AAAC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGAAACCA - - - - - A T - - C T T T A T A T A T AA T A T A T A T A T - T T A T T T AGACCC
GG - - - A T T AGT CC TGT AGCC T - - AGT T AGTGA TGA T T A - - - AGT ACAAA T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACACAAA T T A T C T - - - - - - T C - - - T CA T AAGA T T TGGCA T T - - - - - - - - A T AA
T A - - - T T T T AA T C T T AAGGA T AGT T C T AAAAAAAA T T A - - - AGT CA T AA T TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T AA T AGCA T - - - - - - - - - - - T T T T TGA T ACAAACA T - - - - - - - - - - T AA
A - - - - - - - - - - - T T T CAA T C T - T A T CGAGGAGACAGT - - - - - - - - - - - - - TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAACA - - - - - - - - - - - - - T CA T A T TGT T C T TGC T T AAA T - T CGGT T CGACAG
A T - - - - - - - - - - - - - - - - - - - - - T A TGAAAA T CAAC TG - - - GGT TGGGCC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAGGGCCCCCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT A T T - - - - - - - - - - - - - - - - - - CA T T AAAGT ACAA T A - - - T A TGT A T T A TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T T AAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T
AA - - - - - - - - - - - - - - - - - - - AGT A T T T AAGACAA T T A - - - AC T T A T T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAA T T A T T ACCG - - A - - - - - - - - CAAAA T A T AA TGGT A T T - - - - - - - - - - - -
AA - - - AAA T AAAC T T AAA T T T - - - - - - - - - - - - - - - - - - - - T A T T T AC T C TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T AC T CA T CCC - - - - TGA T T AA TGGCGGAGA TGGGTGC - T T AA T AAGAGAA
- - - - - - - GA T AA T CCAAA TGCA T T AC T AGT T AAAAC T A - - - - - - - T A T AC TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T AC T AGT T - - - - C - - - - - - T AGT T A T T AGT AC T AGT - - - - - - - - - - - -
AA - - - - - T ACGA T T T TGCC T T - TGT CGAAAAAAAAGT A - - - - - - - T A T A T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T A T A T AACCCAAA T CA T C T T A T A T ACA T AA TGA T T A T - - - - - - - - - - CAG
GA - - - - - AACGCC T A T AGCAC - T AAC T AA T A - - - - - - A - - - ACC TGT CAA TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAG - - - - - - - - - AAA - - - T CC T A - - - - - - - T A T TGA T AA - T T AAC T A T TGC -
AG - - - ACGGGA T CGAAGA T C T - - GGT TGAAAGAA T A T A - - - AGT TGT CAA TGT T AGAAAA T A T C - AAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAG - - - - - - - - - - - - - - - - - - - - T CAA TGT T AC T T A T T T T - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - T T T T AAAGAC T TGA T - - - - - - - - - - T TGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACA T T A - - - - - - - - - - - - - - - - - CCA T T T AA T AGT T T T AGC - - - - - - - - - - - -
GA - - - - T AAAA T CCGT AA T AA - T AA T T T AAAAAAAAGA - - - - - - - AGT TGTGT T AGAAAA T A T CAAAAAAAGGT ACA TGT T ACGCCACC T A T CAGT AGA T - - - - - - - - - - GT T A T CAAAGAAGT AGCA T CGT T TGA T T T CCCGCAGC T T CCCGCGCAACAAGT TGA TGA T AA T T - - - - - - - - - - - TGA T AACACCA T T - - - - - - - - - GAA
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 size: 4337bp; fragments: 294; full length: 72 (>=3903.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4337 bp
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 size: 4637bp; fragments: 294; full length: 70 (>=4173.3bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_835

 size: 5963bp; fragments: 4113; full length: 1 (>=5366.7bp)
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No TE domain detected

Before TEtrimmer 5963 bp
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TE consensus after TEtrimmer (bp)
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