
Start crop Point End crop Point

MSA length = 888
T - - - - GC T T AGT T T AAGAAA T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGTG - TGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T A T CGA T T T T A - - - - - - GG - - - - - - - - - - - - - - - - - - - - - - - - AGAAGT T T CA T T T T T A T T T CGA T T T T T TGCAA
T T T CAGCC T T T T T T T T A TGGA T A T C T A T CCA T T T T T T T A T AACGAAAAAAGAA T AAA T CAAC T T T T T AACA TGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACAA - - - - - - - - - - - - - - ACAGA T AACACGA T AA T A T A T TGAAAC T T T T T T T T T A T T T TGAACGG
T T T T T A T T CAAAA T C T A T AGGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGCA T T T AAA T C TGC T T CGAC T T A T C T T AGT
- T T ACA T CC T A T T CCACAAAC T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT T AAGT AAGCCCCAAAAA T AACGA T T T T ACAA - - AAA T T A T CA T T T - - - T AAAA T CC TGTGAGA T A TGAAAC T TGCAC T TGT T T T CACA TGA T
- T TGT AGCAAGT A T A T A T AACGCA T AA T A T A T A T A T T CA TGCGT T AA T A T - - - - - - - - - - - - - - - - - - - - GTGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA T A - - - - - - - - - - - - - TGT AAGAA T AA T T TGAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - GAA T T T CGA TGT CCAC T T T AACCGT CAAA T A T AAA T AAA T CAAA T T TGGAAA T TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAA T T T AA TGT ACCA T A T T A T C T A T T T T T T T T T AAAC T AAAAAAAA T AA T T T T T T T AAA T T T T T T T T A TGT AAAAC T TGGAAAA T AAGT T TGT T A T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC
T A TGGGCCCAC T A T C T - - - - - - - - - - - - - CA T T C T AA T A T AACAAGAGAG - - - - - AAGCAGCC - - - - - A T A TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T T ACGA T T T T ACAC - - - - - - - - - - - - - - A T A T AAAAC - - - GT AAGAAA T T AGAACAA T CGCC T T T CGT T T T CA T C
- - - - - GT T T TGT A T T ACGAGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA TGAA T TGTGT TG - T A T AAAAC T TGGAAAA T AAGT T TGT T A T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA - - - GAA T T A - CAA T T - - - - - - - - - - - - - - - AGCCC T TGCAGT CGAACA T TGT T C T T T T T AGA
- - - - - - - - - - - - - - - - AAGACCA TGT ACC T AC T T A T T AAC T AACAAAAA T - - A - - AAAAACC T T T A T T AC T TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA T A T AGA T TGCCA T T T C T A TGT AACA T T T CAAGGC T T T T AGT A T T T A T T T T ACGGT T T T CGT C
T - - - - GC T AAA T A T T A T TGAA T A T - T T T T T A T T T T T T TGT T C T T TGACA T AAA T - TGT T T A T T T T AACAAA TGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T ACCGA T T T T ACAA - - AAA T T A T - - - - - T TGT A T AA TGT TGT AGT T TGT T TGT T TGTGT ACC T TGT T T T T T T AC T
- - - - - T T T CGGCA T T T C T AAC T C TGT T T T T T T C T T T T AA T T A TGT AGAGC - - - - ACGGCA T T T C T AC T AGGTGT AAAAC T TGGAAAA T AAGT T TGT T A T A - - - - - - - - - - GAGCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA T - - - - - - - - - - - - - - TGA T T A T A T A T - - - - A T T T T T T A T AGGT T TGT T TGGA T T A T T T T AAC
- T A T AACA T TGT T T CAC TGGT CGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCC T CAAAAA T AACGA T T T T ACACA T - - - - - - - - - - - - CAACAGTGCGT CGCAGAAC T T AGGAA T T T TGT T T AAGT ACA TGCAAA
T - - AGGCACAGT A T AAA TGGAAA TGTGAA T AAGC TGA T AC TGA TGA TGA T A T A T A T A T T TGGT TGT C T A T - TGT AAAAC T TGGAAAA T AAGT T TGT T A T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA - - - - - - - - - - - - - - - C T A T AAAA T ACA - - - - - - - - - T A T AA TGT C T T T T AAA TGT A T T TGAC
C - - GAAC T T T A T T CCGGAAAC T T CGAGCA T A T T C TGCAG - - - - - - - - - - - - - - - - AAA T AAGT AAAAAAG - TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T A - - - - - - AGT T A T CA T T T T T AGGAGA T A T AGTGAGAAGT T T CA T T T C T A T T T CGA T T T T T T T AAA
C T AAAA T C TGACACA T C T AAAAA T T CA T CGCGT CGT AAAC TGT A T AA T C T - - - - - - - - - - - - - - - - - - - - T TGT AAAAC T TGGAAAA T AAGT T TGT CA T A - - - - - - - - - - GACCCAGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACAAA T - - - - - - - - - - - - T T T AGAAA T T A TGT AAAAAA T CC T T A T TGT CCC T T A T T A T T C T TGC T
- T AGT A T T T TGT A T C T AAGAA T AAACGAA T AA T T A T T T AAAAA T T AGCA T - - - - - - - - - - - - - - - - - - - - A TGT AAAAC T TGGAAAA T AAGT T CGT CA T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCGAAAAA T AACGA T T T T AC - - - - - - - - - - - - - - - - - - - AAAAA T A T A T T T AAA TGT A T AA T T A T T AC T A T AC T T T TGTG - - -
G - - - - ACA T AA T A T C T C T AAGT A T - T A T T T A T T C T T T CAC TGAGTGT A T T - - - - - GAACAAA T T T AA T AGA TGT AAAAC T TGGAAAA T AAGT T TGT T A TG - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T ACA - - - - - - - - - - - A T A T TGA T T AGA T ACCGT T A TGTGT TGT TGT T T A T T T TGT A T C T AA TGAA T
T - - - - GT T CAA T T A T AA T AAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACAAA T T T A T AA T - TGT AAAAC T AGGAAAA T AAGT T TGT T A T A - - - - - - - - - - GACCCGGT TGAGT AAGCCCCAAAAA T AACGA T T T T AGA T A T AAA T T A T T A T T T C T A T T AAA T ACAGTGA T A TGA T T AAGT T C T A TGT AAAGT T T T T T AAA
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TE: ltr_1_family_290.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 888bp; fragments: 6560; full length: 406 (>=799.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 888 bp
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 size: 1189bp; fragments: 6560; full length: 0 (>=1070.1bp)
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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_290

 size: 791bp; fragments: 4736; full length: 813 (>=711.9bp)
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Before TEtrimmer 791 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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