
Start crop Point End crop Point

MSA length = 7893
T T CAA - GAAAAAAAC TGT ACA TGTGT T AA T AAACAAACAAAAACAAGACAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CAC - - - - - - - - - - - - - - - AAAAA T A T AAAAGAAC T A T T T T T T AC T T T CAA
- - - - - - - - AAAAAAA T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AGCA T AGCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T CGT CCAAGAGACCA T T T ACGT - - - - - - - - - - - - - - AAAAACCGT CGT AGT T A T AA T TGT A T AA T T CGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TG - - GT A T A T T T T T T CAC T A TGGAAA T AAAA TGAAAC T T C T ACACC T TGT A
T T T A T - - - - - - - - - - - - - - - A T A T AC T AAC T CA T T CA T AAAAAAA T A T A T AGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGCCAAAGT CC T CCGCCACAAGCA T CC - - - - - - - - - - - - - - - - - - - - - -
- - - - - T - - - - - GGT C T A T T TGGAA - - - - - - - - - - - - - - A TG - - - - - - TGGAGT T A T AA T TGT A T AA T T CGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - T - - - - - AGCCCAGCCGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T - - - AGACA T T T T T T AGC T A T AAAAA T AAAAACA TGT A T C TGGA T T ACAAA
- - - - - G - - - - GGTGT CA T CGACA - - - - - - - - - - - - - - - - - - - A T T TGC T CAGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T T CGGGTGT T T T T TGT CCA - - - - - - - - - - - - - - - - - - - CACGAC TGTGAG
- - - - - T - - AAAAAA T AA T CCAA T - - - - - - - - - - - - - - - - - - - AA T T CAGAAGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGCAGGGTGT T CCA T - - - - - - AA T AACAA T T CAAGT T T T C T TGAAAA T T C T
- - - - - - - - - - - T A T T T A T AGAAGT - - - - - - - - - - - - - - AAGT A - - - - T AGAGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T A T AA T A T AGT T T T T A T T T A - - AAAA T AA T CACAA T T T TGA T CC T TGT T CA
- - - - - T CAGAGAGA T T AGA T ACGAC T AGAAAGAAAAAGAAAAAAGGGCAGAGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T ACAGT ACGA T C T A T A T ACACAAAA T T AA - - - - - - T TGT T T A T AAAGTGAA
GT A T A T AAAAAAAAC T A TGCACAAAAAA T A - T C T T T A T AAAAA T ACACGT AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGT ACGC TGGT A TGTGC T AGA T AAA T T T CA T T AAAA T T A T A T T T AAACAAA
C T T TG - AAAAAAAAC - - - - - A T T TGTGAAA T AA TGGACAAAAA TGCAAGCAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T - - - - - - - - - - - - - - - - - - AAAAA T A T T T AAAAAA T A TGT AC T TGT T T ACA
T T AAA - AAGCAAAC T T A TGAC TGT AAAGAAACA T CAA T AAAA T TGGCCACAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T ACACGT ACACA T T T A T AG - - - - - - - - - - A TGAAA T T T C T CCAA T T AGT CA
T T T TG - - - - - - - - - - - - - - - ACGCACCCGGT T A TGA T T T AAAA T AAACCAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CCAGGA T A T C T T T T A T A T - - - - - - AA T TGA T A T AC T T T T AA T T CA TGT C T
- - - - - TGAAGAA TGGGA TGT ACGT ACA - - - - - - - - - ACAAAAAC TGACCAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CAGAAC T T C T T T T T T A T C - A T AAAA T CGACCAAA T T T AGA - - GGAGCAAA
- - - - - - - - GGAAAA T TGCCC T TGT A T T T CCGA T T C TGT AAAAACGT T C T T AGT T A T AA T TGT A T AA T T AACACACC T TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T T AAGGCAC T T T T T T AAGAGTGGCGT A T AGT T T T T T T T T C T A T AC T TGC T
GGT T A - A T AA T AAA T T T A T T A T A T A T AAAC T CGT T AA T AAAAAACGA T A T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T ACGCCA T A T T T T A T CAACA T T AAACAAAACAAAACA T AAACCA T AGGCAG
- - - - - - AAAAAAAGACAGA T ACGAAGAAA T A T ACGTGAAAAAC TGT ACGAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CCGT T T T CACC T T T T CGAA T CGAAAAA T AA T AA T T T CACA - - - - - - - - - -
T T T T A - GAAA T AGA T TGGCAACACCGCAGTGT T T AAA T AAAAACAGTGT AAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T AC T A T AGCA T - - - - - - - - - - - - - - - - - - - - - AA T T T T A TGCCGAGT CCA
A T TGACGAAAAAAA T - - T C T ACA T T T T T T T T - - AA T A TGCAA T - - - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T A TGTGGCGT T T T T T ACA - GACAAAAAA T AGT AAACAC T - A T A TGGACCA T
A T - - - T CAAAAAGAGCAAGT A T A T AAAAAAA TGTGCA T AAAAAA TGCC T T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T T A - - - - - - - - - - - - - - - - AGAACGT T T ACAGAA T T T T A T - - - - - - - - - -
T A T T A - - - - - - - - - - - - - - - A T C TGT T AA T T - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGAACCC T C T A T T T T ACA T T T T AAACGTGAGAA T T T A TGGTGT TGTGT T T A
T - - - - - AACAAAACC TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T T ACCCGAA T T - - - - - - - - - - - - - - - - - - - - - - A T T T T TGTGT T T T T T C T
C T T T A T A TGA T AAAC T ACGCGTGT AA T T A T A - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGT ACGT C TGT T T T T ACGA - - - - - - - - - - - - - AA T T T TGCA TGTGCAA T CA
A TGT A - - - - - - - - - - - - - - - A TGT AC TGGCA - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T A T AA T A TGT T T T T T C TGACCCAGAAA T A TGCAAGT AC T T T - - - - - - - - - -
T TGT CCGAGT CAAACGA T T A T TGT T T ACAC T CGCAAAAAAAAAACGAC TGAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T C T AA TGT T AC TGT T A T AGGT CCGA T T T A T CCGGA T CGT AGTGT T T T T CGC
T TGT A - AGAAAAAAA T A T CGA T A T A T AAA T A T C TGA T T A T AAA - - - - GAGAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T AGAC T CCAGT T T T TGT A T - - - - - - - - - - - - - AAA T A T C T AGGT A T A T ACA
T T A T T T AA T A T AC T T T AA T AA TGT AAAAGAG - - - - - - - - - - - - - - - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - T T AA T AAACA T C T CCACAAAAACC T CAAAA T T AAC T ACA TGT T CA T A T T T T ACCAAAGAGACAAAGAAAA T CCACC T A T A T A T T T -
TGGCAAAAGGT AGT T CC T ACACGCAGAAGCCCAGTGGGAAAGCC TGCCGT AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CGT CC T CCGT T T T T A T TGAACCGCCCGCGGT AACC T T CAGGA T T AGT - - -
- - - - - T AACAC T AGT T A T ACGT A T T A T T A T ACACAA T T AGAA T CA T AAAAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T C T T ACA T AA TGT T T A T AAGT CGT T T T ACAAGAA T TGT T T A T - - - - - - - - -
- - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TG - - - - A T AA T T T T T TGA T ACACAAAAC T TGGGTGT A T A T AAGA T A T T T T A
CCGCA - GAAAAACAC T ACG - A T ACGC - - - T ACAGT AACA T T A T T TGCGCAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGCAGT CGT T T T T T TGCGCGCCAGTGT AAAAGGC TGGCCCAGGC TGGCCAA
- - - - - - - - - - - - - - - - - - - - AC T T A T CA T T CCAGA T ACAAAAAA TGCA T T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T T T A T A T AAC T T T T T AACA - - - - - - - - - - - - - AGA T T A T CGGT T T AA T T TG
A T A T T - AAAAAA T A T T CCA T ACGT A TGTGT AC T T T AAGA T TGT T ACAAAAAGT T A T AA T TGT A T AA T T AACACACC T TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T AGGA T AA T A T T T T T C T A TGA TGA TGT T TGAGAGA T T T T T T T A T T CA T C T A
T ACGT T AACAAAAA TGACGAA TGT AAACAAGT T T T TGT AAA T A T T T T T C T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CCGC T TGCA T T T T TGT CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T
T TGT A - AA T AAAAA T TGTGAA TGT ACCCA T TGACAAAAAAAGACGA T - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGT AA T A T T A T A T T T CC - - - - - - - - - - - - - - - - - - - - - - - - T TGT TGT TGT
GGAAA - AGAAAAGAA TGGGAGT A TGA T AACAA TGGAACAAAAACA T T CGGAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGT C T T A T AGTGA TGT AGT ACAAA T AA T T - - - - - - - - - - CGCCC T A T T T AA
A T CGA - AAAAA T CACCA T C T ACGT T T T TGT T C T T A T A TGGAA T CAC T C T T AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T TGAC T AAA T T T C T TGCA - A T AAAAA T TGA T ACAAC T T T AAGA T AAGGC T T
T TGGA T AA T AAA T A T T C T AC T CA T CCC TGGCC T CAGT C TGAAGT AAA T T AAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CAACAAGTGT T T A TGT T TGAC T ACAGCGA T T AAC T AAAAAAAGTGGT T TG
T TGT A - - - - - - - - - A T T T T AGTGTGA T T AA T - - - - AACAGAAGCA - - - - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC TGCACC - T T A T T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - TGA T T A T T A T
C TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T A T CGAAAAAAAA TGT AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T A - - - - - - - - - - - - - - - - - A T AAAA T AAA T AAAGGAA T ACA T ACAC TGCAA
- - - - - - - - - - - - - - - - - - - - A TGT C T T TGCA - - - CAA T AAAAACGA T CCCAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CCGCCAACAC T T T CGCACAACAGT AA TGGGCGCGTGC - - - - - - - - - - - - -
T T TGAAGGGAACAA T AAAACACGT CA T T T T T ACACAA T AAGAACA T AGCAAGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T CAGA T A T T CGT C T TGCA - ACAAGAAA T AAA T A T A T T T C TGGAGA T AGCAA
T TGT A - AAAA T AAAGT AA T A T TGCGT T T A T C - - - - ACCAGAACCAGC T - - AGT T A T AA T TGT A T AA T T AACACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - GT T T AA T AAA TGT T T T T AAAAACA T C T CCACAAAAACC T CAAAA T T AAC T C TGCCA T TGT T T T T T T AA - - - - - - - - - - - ACAAC T T T T T T T AA T T A T T T T
A T CGA T AAGAGCCC TGA T A T A T AAAA T AA T A T CCGAGCAAAAACAAAAA T AGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T A T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T CA - AAAAAACGC T A T ACC T A TG - AAAA T T T T TGAAAAAAA TGGCGGT AGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T AC T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - ACACGAA - - - - - - - - - - - - - - - - - - - - - - - - -
T T T CA - - AAAAACGC T A T ACC TGTGAAAAA T T T T TGAAAAAAA TGGCGGT AGT T A T AA T TGT A T AA T T AGCACACCC TGT AGAAA T C T T A T A T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_560.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 7893bp; fragments: 307; full length: 35 (>=7103.7bp)
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No TE domain detected

After TEtrimmer 7893 bp
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TE: ltr_1_family_560.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8105bp; fragments: 307; full length: 35 (>=7294.5bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_560
 size: 2257bp; fragments: 273; full length: 0 (>=2031.3bp)
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TE consensus after TEtrimmer (bp)
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