
Start crop Point End crop Point

MSA length = 4379
AC - - AAAAC T AC T AA T T T T T AA T CAG - AAAA T AGA T T TGA - GCAAA T ACC TGT AGTGTGA T C TGTGGT TGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAGGAAA T AAA T AAACACAACAA - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A - - - - - - - - - - - - - - - - - - - - - - - - - - AACA TGGA T TGGA - - - - - CCCA T TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACA - - - - - - - GT - - - - - - - - - - - - - - - - - T - AA T T T AAAAAA T A TGT AGAAC T
- - AACGT T C T AC TGGT T T T TGA TGG - - - - - - - - - - - - - - - - - - AACCAA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAC - - A T T C T T C T T T TGAA TGGAAG - - - - - T TGT CGGA T A T AA T T TGGT AC T
A T AGCGACC T T T T CAGT T C T A T TGT C - AGGA T ACA T T C T CAGC - - A T TGC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - T - T CA T C TGT TGCACCAACAA T T T - CAGA T TGACAAAAC T T CGT A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACC TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAG - - A T T T A T TGAA T AGAA TGACGA T T T - CAC T T AAAAAAAA - - T AGGA T A
- - - T CAAA T TGT T CA T T C T T T A T A T - - - - - - - - - - - - - - - A - - - - C T T AC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAC - - - T T T A - T TGA T AAAA T AA TGA T T T A T AGC T A TGGAA T T AA T AAAA T T
A - AGCAA T ACA T C T A T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T TGT AGT A TGA T C TGTGGT TGAGGAGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - - A T T C - T T CA TGAAGT AAA T C T T T C - - - - - - AAAAA T AGGCAGAGT T
A - - ACAAGT T T T T TGT T T T CGGTGC - - A T TGTGAA T T C T T AGT - - A TGT A TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - - - T T A T T ACA T A T A T T T A TGAC T - - CAA T CAAAAAGTG - - - - - - - - -
A - AA T AGGAAA T T AAGT T T TGT A T T - - TGAA T TGA T TGGT - - - - - T A T AC TGT AGTGTGA T C TGTGGTGCA T T AGGACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA T ACA - - - - - TGT C T AAA T T T AAA - - - - - ACC T CA T AAAGTGT C T TGT A TG
A - - - - - - - - T TGAAA T A T A T AGAAG - - AAA TGT AAACAAAA - - - - A T A T A TGT AGTGTGA T C TGTGGT - - A T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA TGT CAACCA - - - - - - - - -
- - - AGACGT TGGGCGT T T C T CGAAC - - CCAGT CAAC TGGT A - - AACACGGTGT AGTGTGA T CGGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACGGA T T T A T T TGA T A T TGTGA TG - - - - - ACA T T TGAAAACA T C TGGT A T A
AA T AAAA T T CACA T AA T T C T AC T T T - - AAGAAAAAA T C T T - - - - - C T AAC TGT AGTGTGA T C TGGGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACACA - - - - - C T T T T T T AACAACA - - - - - - - - - - - - - - - - - - - - - - - - - - -
G - - AAAA T C T T T CCAAA T ACAGGGT C T AAAAA T CACGA T T - - - - - GT T CC TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAG - - - T A T A T C T A T T CACACGT CAGA T CAAGA T T AAA T AAGA TGT AGCAC T
- - - CCAAGT T A T CAAGA T T T A - - - - C T TGT A T T T AA T CGA - - - - - GAGAGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGAGA - C T AAC T C T CA T AACCAACA T A T - T AC T AAAACAAAA T T T TGGA T T
A - AAAAACACGC T T A T AA T TGT CA T C T AGAGT AAAACA T C - - - - - AAACC TGT AGT A TGA T C TGTGG - - - A TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - - - T T A T T T A T CAGA T C T ACCGT T T AA TGT CCCGAAA T ACCC TGT A T A
A - - T CAAA T T A T T T AAA TG - - - - - - - - AGAAAAAAA TGT A - A T AAGGT A T TGT AGTGGGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACA - - - - - T T A - C T C T CAAA T TGAAA - T T CACAGT T AAAGGGAGT T T AGGAAG
A T AA T AAC T T AAAAGAA T C T AACA T - - - - - - - - - - - - - - - A - - - - AAAC T TGT AGTGTGA T CAGTGGTGCA T T AGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - - - - - - - C T T T T AACAGGAGAA T T T - AAGA T T T AGAGT A T T T AA TGT C
- - - T AA T T T T T T A T AGGT T T A T T T T - - AAGAAAAAC TGA T - T CAAAA T AGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAAGA - - - - - - - - - - - - - - - - - - - - - - - - GCGGTGGAGGAAG - - - - - - - - -
- - - A T AAAA T A T C T AC T ACAAGT T T - - AGAAAAAAC T T T T - - - - - AA TGT TGT AGT A TGA T C TGTGGT TGAGGAGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAAGT A T C T A T T T AGT AAACCCACGGT T T A T AA T T A TGTGCCAC T CA T T A T T
A - - GAACA T C T ACGT C T T ACAACA T - - - - - - - - - - - - - - - - - - - - GGAAGTGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGAGA - - - - - T AAGT A T AA T T AAGAAA T AACGGT A T AAAGAAGT TGC T ACA
T TGGAAA T T T T T CGA T CGA T AA T T T CCA T CC T AAAA T CCC - GT AAA T ACC TGT AGTGTGA T C TGTGGTGCA T T AGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - A - T T A T T T AA T AA T T TGGT A - - - T - T AA T T T CGGAAGA - - - - - - - - -
- - GCCACGA T T T T AGT T T T AGT CA T CCAGAAAGAAACAAA - GT TGAC TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAACAGGAAAAC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACACA - GT C T A - T TGT CAAA T T AAAGA T T T - AAAGTGAGAAA T A T T T T ACA T T
- - - GGACGCCC T T T T T T A T CA T CGT - - - - - - - - - - - - - - - - - - - - A TGAC TGT AGTGTGA T C TGTGGTGGA T TGGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA T - - A - - - - - CC T T T AAAC T AGC T - - - - - T AAA T AAA TGAAA T C T AA T A T A
A - - A T AC T T T T CCAGT T T TGAA T AGT T A T AA T AAGT T AAG - - - AAA T T A T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAA - - - - - - - T A T T T A T AA T AGT C - - - - - AA TGCACAAAAAA - - T AAGACA
A T AGGA TGGT A T CGAAA TG - - - - - - - - AGGGT A T A T T T T T - GT - - T CCA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - AACCGGAAAGA T ACA T CGT A T C
A - - A T AAGC T T T CAACA T - - - - - - - C T AGAA T AAA - - - - - - GT - - TGCA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA - - - - - TGA - - - - - - AAAA T T A TGA T T - - ACA T T T TGAAAAAGTGAACA TG
G - - AGAAGT TGT T T AC T T A - - - - - - - - - - - - - - - - - - - - - - - - - - CC T A T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACA - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T TGT AAAA T A - - - - - - - - -
- - AA T AGGGTGT T AA T A TGTG - - - - - - ACAA T A T AC T T AA - - - - - C TGT A TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAC - - - - T TGT AGAA T AAAA TGC T AA T T - - T AA T T ACAAAAAA T T T T A TGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACC TGT AGT A TGA T C TGTGGT - - - TGAGAAGA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAG - - A T T T A T TGAA T AAAA TGACGA T T T - CAC T T AAAAAAAA - - T AGT A T A
GT AAGGGT T CC T T AA T C T T CCCCGC - - AAAAAAAGT TGA T - - - - - GCAAGTGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAGAGT C T T - - T T A T TGAAACGT TG - - - - - ACGT TGAAGAAAGAGCAA T A T T
- - - A T AC T T TGGCCAC T T T T T CA T T - - - - - - - - - - - - - - - - - - - - GT T AGTGT AGTGTGA T CGGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACAGAGAGT T A T C T AGT AGAACAA TG - - - - - GTGT TGTGAAAAA - - - - - - - - -
A - - GAAA T A TGT T T A T T T TGT T AA T A T AAAACAGA T T T CA - - - - - T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAA - - A - - - - - T AA T T AAA T TGGT AA T T C T T T T T TGTGAAAAA - - - - - - - - -
- - - T T A T A T T A T CAGT TGT TGGGGC - - GT AAAGT AA T T AC - - - - - A T CAGTGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACAAAGT T T T AGCA T C TGT AA T AAAA - - - - - A T A T T TGA T AAGACGT AAGT T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AC TGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T CAAGAAA T AAA T AAACACAACACA - - - T TG - T TGA T T AA T T AAC T AA T C T AAAGT A T A T AAAA T C T AAAC T A
A - - A T AAGC T T T CAACA T - - - - - - - C T AGAA T AAA - - - - - - GT - - TGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T TGTGT T T A T T AAA T CAGAAC T AAA T T AAGAAA T AAA T AAACACAACA - - - - - T AACCAGACAAAA T CA T AA T T T AAAACCAACAAA T AA T AAGCA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - A T CA T AAA T AGAAA - - - - TGCA T TGT AGTGTGA T C TGTGGTGCA T T AGAACA T TGACGT T TGAACAAGCGCGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - GGT AAAGT AGA T AC T T T T T A T AA - - - - - - - - - - - - - - - A - - AAA T T TGTGT AGTGTGA T C TGTGGT TGAC T TGAACA T TGACGT T TGGACAAGCGC T A - - - - - - - - - - AC T TGTGT T T A T T AAAA T AAAAC T AAGT CAAGGT A T AAA T AAACACAACAA TGA - - - - - - - - - - - - - - - - - - - - - - - - AAGT AACAGAA T A - - - - - - - - -
GT - ACACAGT C TGCA T CCC T AGCCA - - GT AAGGT AA T T A - - - - - - - T ACC TGT AGTGTGA T C TGTGGT TGAC T TGGACA T TGACGT T TGGACAAGCGC - - - - - - - - - - - - AC T TGTGT T T A T T AAAA T AAAAC T AAGT CAAGGAA T AAA T AAACACAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACCA - - - - - - - - -
GT - ACACAGT C TGCA T CCC T AGCCA - - GT AAGGT AA T T A T A - - - - GT ACC TGT AGTGTGA T C TGTGGT TGAC T TGGACA T TGACGT T TGGACAAGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A - - - - - - - - -
- - - AGA T A T TGT CGGTGACCCACC T - - AAAGCAAA T T T T C - - - - - GT ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT C T A T - T A T A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - T T AGT AAAA TGT T T - - - - - AAA T T T CAAGGAACGT AGAA T A
- - AACGT TGT T T C T AGT T T T CAAC T - - - - - - - - - - - - - - - - - - - - GAGGC TGT AGTGTGA T C TGTGGTGGA T T AGAACA T TGACGT T TGAACAAGCGCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - CCA T T AGAA T T AC T - - - T AAAA TGGAAAAGGACC T AGGAGC
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TE: ltr_1_family_877.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: 4379bp; fragments: 184; full length: 33 (>=3941.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4379 bp
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 size: 4679bp; fragments: 184; full length: 31 (>=4211.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_877
 size: 3441bp; fragments: 158; full length: 1 (>=3096.9bp)
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No TE domain detected

Before TEtrimmer 3441 bp
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