
Start crop Point End crop Point

MSA length = 4686
TGAAAA T A T A - T T AAAAAC T T T T T T T AAC - - - - - - - - - AA T A T CGC T A T C TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T CGGGA T TGGCA T CC T CCACA T T CCACACAACAC T A T C - ACA T T T T T AGGA T A T A T CA T AAAGA T AGACA T AGACAA TGAGCC
TGAAAA T A T A - T T AAAAAC T T T T T T T AAC - - - - - - - - - AA T A T CGC T A T C TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T CGGGA T TGGCA T CC T CCACA T T CCACACAACAC T A T C - ACA T T T T T AGGA T A T A T CA T AAAGA T AGACA T AGACAA TGAGCC
A T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAC T T AAAGCGC T C T TGGGA T A - - - - - T AGT CC T T TGT A T C T AA T A T T AA T -
A T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAC T T AAAGCGC T C T TGGGA T A - - - - - T AGT CC T T TGT A T C T AA T A T T AA T -
C - - - - - - - - - - - - - AAAAC T - - - - - - - - - - - - - - - - - - AC T A T T AGT T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - GT T T T T - - - - - - - - - - - - - - - - AGGT T TGT T T AAACAA T CAGC -
C - - - - - - - - - - - - - AAAAC T - - - - - - - - - - - - - - - - - - AC T A T T AGT T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - GT T T T T - - - - - - - - - - - - - - - - AGGT T TGT T T AAACAA T CAGC -
TGGGAA T AAAGT T AAAGACCGC T T T AGCAAG - - - - - - - AA TGAGTGGAGGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGGAGGGGC T ACGA T - - - - - - - GT TGAAGAA T T AGAGC T AA TGGGGGGGT C
TGGGAA T AAAGT T AAAGACCGC T T T AGCAAG - - - - - - - AA TGAGTGGAGGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGGAGGGGC T ACGA T - - - - - - - GT TGAAGAA T T AGAGC T AA TGGGGGGGT C
T T AGA - - - - - - - - AAGGAA T T T A T T A T - - - - - - - - - - - - T AC T A T A T AA T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T AA T A - - - - - - - - AGGT T AC - - CAGGAA T A TGGA T T CGGAAAGGT A - - -
T T AGA - - - - - - - - AAGGAA T T T A T T A T - - - - - - - - - - - - T AC T A T A T AA T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T AA T A - - - - - - - - AGGT T AC - - CAGGAA T A TGGA T T CGGAAAGGT A - - -
A TGAA - T AAAGT TGCGGGA T AAC T CAAA T - - - - - - - - - ACA T T CAGT T CGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T CGT A T A T CGT T - - - - - - - ACCGGAC T CAC T T T AA T CCA T CAGAAA T C
A TGAA - T AAAGT TGCGGGA T AAC T CAAA T - - - - - - - - - ACA T T CAGT T CGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T CGT A T A T CGT T - - - - - - - ACCGGAC T CAC T T T AA T CCA T CAGAAA T C
TGAA - GCAAAGGT AAGT AC T CC T T T T - - - - - - - - - - - - - GT A TGT TGAAC TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA TGAACAA T AGT T T - - - - - - - - - - - GT AA T T T T T T A T A T TGAAAAACA - - -
TGAA - GCAAAGGT AAGT AC T CC T T T T - - - - - - - - - - - - - GT A TGT TGAAC TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA TGAACAA T AGT T T - - - - - - - - - - - GT AA T T T T T T A T A T TGAAAAACA - - -
CAGAA - - - - - - - - - TGAAA T A T A T T ACAAAA T AC - - - - - - - - - - - AGT AA TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - - - - - - - - - - - - A T A T - - - ACGAA T C T T T T TGCA T A T AC T AAA T -
CAGAA - - - - - - - - - TGAAA T A T A T T ACAAAA T AC - - - - - - - - - - - AGT AA TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - - - - - - - - - - - - A T A T - - - ACGAA T C T T T T TGCA T A T AC T AAA T -
T T T A - - - - - - - T T AAAGGC TGT TGT ACA T AA T AAAA T T A T T AAGT AC T AC TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAAC T ACCAC T C T T - - - - - - T A T A T CAAAAA TGT AGAA T T CGAAAAAAAGA -
T T T A - - - - - - - T T AAAGGC TGT TGT ACA T AA T AAAA T T A T T AAGT AC T AC TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAAC T ACCAC T C T T - - - - - - T A T A T CAAAAA TGT AGAA T T CGAAAAAAAGA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T C T T T TGT T - - - - - - - A - - - - AC TGA T T T T AA T TGTGT AAA T A T T
GGA T AA T AAA TGGAAAGC T T TGT A T AAAA T A T ACAC T T T T ACAAA T T T T C TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA T T T T CA - - - - - - - - - - - - - - - - - CAA T T T CACC T T T T T AGGGGA TGAA T -
GGA T AA T AAA TGGAAAGC T T TGT A T AAAA T A T ACAC T T T T ACAAA T T T T C TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA T T T T CA - - - - - - - - - - - - - - - - - CAA T T T CACC T T T T T AGGGGA TGAA T -
CAGA - - - - - - - T TGAAGGGT TGT T T T T T T AC T AC - - - - - - - - - - - - TGTGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAC TGTGCAA T T T C T - - - - - - - - - - - AAAACA T T A T T T T T CGACCAGAAGC -
CAGA - - - - - - - T TGAAGGGT TGT T T T T T T AC T AC - - - - - - - - - - - - TGTGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAC TGTGCAA T T T C T - - - - - - - - - - - AAAACA T T A T T T T T CGACCAGAAGC -
AGAAGA T AAGGT T AAGT AC T T T T T TGT A T T A - - - - - - T AGAAC T T A T T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T TGA T T CCAAAAA T ACGT -
AGAAGA T AAGGT T AAGT AC T T T T T TGT A T T A - - - - - - T AGAAC T T A T T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T TGA T T CCAAAAA T ACGT -
AAA - - - - - - - - - - - AAGA T T - - - - - - - - - - - - - - - - - - - GT T T CAA T AGT TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T - - - - AGT A T T T - - - - - - - - - - - - T AGGT A TGT AAA T ACACAA T AAA T -
AAA - - - - - - - - - - - AAGA T T - - - - - - - - - - - - - - - - - - - GT T T CAA T AGT TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T - - - - AGT A T T T - - - - - - - - - - - - T AGGT A TGT AAA T ACACAA T AAA T -
AGTGA - - - - - - CCCAGGC T T T T T T T CAGGAAC - - AAA T T AAAACAGT T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T T TG - - - - - - - - AGAACA - A T CAAACAGT T T T AGAAA T ACAA T A TGC -
AGTGA - - - - - - CCCAGGC T T T T T T T CAGGAAC - - AAA T T AAAACAGT T T T TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T T TG - - - - - - - - AGAACA - A T CAAACAGT T T T AGAAA T ACAA T A TGC -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AAAGT T T A TGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC T A - - - - - - - T T AAAAGT T A TGT T T T AAAA T - - AA T T A T AC T AAAA T TGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAAA T TGCA T T T T A T - - - - - - - - - - - GCAAAAC TGGA T A T TGT A T A T ACAG -
AC T A - - - - - - - T T AAAAGT T A TGT T T T AAAA T - - AA T T A T AC T AAAA T TGTGT T AAGAAAACAA T CAAAAGA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAAA T TGCA T T T T A T - - - - - - - - - - - GCAAAAC TGGA T A T TGT A T A T ACAG -
CAAG - - - - - - - - - - AACAA T T T T T TGAAG - - - - - - - - - - - - - - - - - T T AA TGT T AAGAAAACAA T CAAAAAA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T AA T AC T T TGA - - - - - - - - - - - - - - - A T T T C T C T T T CAACAA T AAAG -
CAAG - - - - - - - - - - AACAA T T T T T TGAAG - - - - - - - - - - - - - - - - - T T AA TGT T AAGAAAACAA T CAAAAAA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAGT T AA T AC T T TGA - - - - - - - - - - - - - - - A T T T C T C T T T CAACAA T AAAG -
AAAA - - - - - - - T TGAAAA T TGA T - - - - - - - - - - - - - - - - - - - - - - A T A T T TGT T AAGAAAACAA T CAAAAAA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T TGACA T ACA T CA T AAAAC
AAAA - - - - - - - T TGAAAA T TGA T - - - - - - - - - - - - - - - - - - - - - - A T A T T TGT T AAGAAAACAA T CAAAAAA T T C T A TGT T A T TGA TGGT C T AGGA TGT A - - - - - - - - - - T T T C T T T A T TGACGAC T T TGGGA T TGGCA T CC T CCACA T T CCACACAACAA T - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T TGACA T ACA T CA T AAAAC
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TE: ltr_1_family_155.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 4686bp; fragments: 94; full length: 18 (>=4217.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4686 bp
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 size: 4986bp; fragments: 94; full length: 18 (>=4487.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_155
 size: 283bp; fragments: 41; full length: 37 (>=254.7bp)
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