
Start crop Point End crop Point

MSA length = 667
A - - - - CGGGCAA T A T C T AAGGACCA TGT ACAGA T T T CC T A TGGACAGT T T TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - GGTGCAGCA T T AAA TGT A T CC T CGCCCA T CGCC T CGT T TGTGGC T CGTGC TGGAAAAA T C T TGG
GAAAAC T AAAAAAAAACACA T AGT CCAGGT T T T T A T T T AAGTGTGAG - GGTGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGA T AAA T AACCA
GAC TGA TGA T AAAAAAAACA T AC T CCAGGT T T T T A T T T AAGTGTGAG - GGTGT T A T A T TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAAAA T T CAA
AGCCC TGGA T AAAA T C TGAA - - T T T C TGACA T T T C T T T AGGAAGT AA T AC TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - GGTGCAGCA T T AAA TGT A T C T T CACCCA T CGCC T CGT T TGTGCC T CGTGC TGGAAAAA T C T TGG
AA T C T T TGGCAA T AC T AAA - - - CAGT TGACA T T T A T T T T AAAGT TGGT T C TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAA TGT A - - - - - - - - - - GGTGCAGCA T T AAA TGT A T CC T CGCCCA T CGCC T CGT T CGTGGC T CGTGC TGGAAAAA T C T TGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGCGA T CAGT A
- - - - - - - - - T AA T A T AAA T A T AA T A T AAA T T A T T A T A T T A T T T T CAA T AA TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAGGAC T T T T T T
AA T C T A T AACAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGT T A TGT TGTGGCAACAC TGCC T AACC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - GGTGCAGCA T T AAA TGT A T CC T CGCCCA T CGCC T CGT T TGAGGC T CGTGC TGGAAAAA T C T T CG
GAC TGA TGA T T ACAAAAACA T AGT CCAGG - T T T T A T T T AAGTGTGAG - GGTGT T A TGT TGTGGCAACAC TGCC T AGCC T A - - - - - - GTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA TGGC T T ACAA
AA T C T A T AACAACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGT T A TGT TGTGGCAACAC TGCC T AACC T AGGGT T TGTGTGCGCAAGCAA - - - - - - - - - - GGTGCAGCA T T AAA TGT A T CC T CGCCCA T CGCC T CGT T TGTGGC T CGTGC TGGAAAAA T C T T CG
GAC TGA TGA T T ACAAAAACA T AGT CCAGG - T T T T A T T T AAGTGTGAG - GGTGT T A TGT TGTGGCAACAC T ACC T AGCC T A - - - - - - GTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA TGGC T T A T AA
CGT C TGAAA T AAAGAAAAAA T AA T ACAAAAAA T CAGT T T A - - - - - - - - TGTGT T A TGT TGTGGT AACAC TGCC T AGAC T AGAGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGCAAGT T T TGAA
- - - - - - - - - - - - - - - - - - - - - - C T CCC T A T T A T TGT A T A T A T AAAA T T A T TGT T A TGT TGTGGCAACAC TGCC T AGCC T AGAGT T TGTGTGCGCAAGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAA T T C T - - -
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TE: ltr_1_family_239.fasta.b.bed_uf.bed_g_1.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: 667bp; fragments: 21; full length: 1 (>=600.3bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 667 bp
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TE: ltr_1_family_239.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 899bp; fragments: 16; full length: 0 (>=809.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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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_239
 size: 215bp; fragments: 17; full length: 11 (>=193.5bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150 200

0
50

10
0

15
0

20
0

TE consensus self dotplot (bp)
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Before TEtrimmer 215 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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