
Start crop Point End crop Point

MSA length = 763
- - - - - - - - - - - - - - - - - - - - - - - - - GCAA T A T TGACGT T T T CAA T AAGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACA - - - - - - - - - - - T T T T T C T A T T CAAAA T CACGAC T T AAAAC T T AGA TGAACGTGAA T T AAA T TGGT
AACA T AA T T C T AAA T AAAGT AGGAGA T T A TGTGA TGGT C T T T AA T AA - - - TGAAGT AAC T CCCGGAA T T AA T AAGAAA T T A T ACC T AAA T ACAGAGGGCC - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAGGT CAAA - - - - - - - - T ACA T A T CGCAAAC T AGGT T AAAA - - - - - T T CCA T A T T A T T AA T ACCAA -
AACA T AA T T C T AAA T AAAGT AGGAGA T T A TGTGA TGGT C T T T AA T AA - - - TGAAGT AAC T CCCGGAA T T AA T AAGAAA T T A T ACC T AAA T ACAGAGGGCC - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAC TGAAAAGT T T - - - - - - CA T AACC TGCAA T A TGGCAACAGT CGCA TGCGT AGT A T C TGTGAC T A T
- - - - - - - - - - - - - - - - - - - - - - - - - A T T A T T T AA TGTGA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACA - - - - - - - - - - - - - - - T C T A T T CAAAA T CACGAC T T AAAAC T T AGA TGAACGTGGA T T AAA T TGGT
AACA T AA T T C T AAA T AAAGT AGGAGA T T A TGTGA TGGT C T T T AA T AA - - - TGAAGT AAC T CCCGGAA T T AA T AAGAAA T T A T ACC T AAA T ACAGAGGGCC - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAAGT AAAAACA T T T T TGCCGTGCAC TGAAGTGTGA T AAAA - - - - - A T T T AC T T T AA TGA TGGT T T -
T CAGT ACC T C T AA TGACCA T AAGTGGC T A T T T CAAAGT T C T C T AC T TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - TGAAC T AACGA T T TGAAGTGCAGA T ACC TGT AGAGT TGAGCGCC
AACA T AA T T C T AAA T AAAGT AGGAGA T T A TGTGA TGGT C T T T AA T AA - - - TGAAGT AAC T CCCGGAA T T AA T AAGAAA T T A T ACC T AAA T ACAGAGGGCC - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACA - - C T A T AA T A T - - - - AC T ACAC T C TGT A T T T TG - T AAAA - - - - - A T AA T T T T AAA T TGT AGC T C T
- - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T CA TGAGC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACA - - - - - - - - - - - - - - - T C T A T T CAAAA T CACGAC T T AAAAC T T AGA TGAACGTGGA T T AAA T TGGT
GAGA T - - T T T T T AACAAGA T T TGAAAA TGTGGCAAGGACC TGGAAGAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACACC T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T A T A TGT A T AGACAAAA T AAA T
AACA T AA T T C T AAA T AAAGT AGGAGA T T A TGTGA TGGT C T T T AA T AA - - - TGAAGT AAC T CCAGGAA T T AA T AAGAAA T T A T ACC T AAA T ACAGAGGACC - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAC T A T AAA T T A T C T T C T A T ACACGT T T T A T TGA T A T AACAC T T AAA T C T ACGC T T T T CACGT T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - AAAA T T T T CAAAA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACA - - - - - - - - - - - T T T T T C T A T T CAAAA T CACGAC T T AAAAC T T AGA TGAACGTGGA T T AAA T TGGT
GAGA T - - T T T T T AACAAGA T T TGAAAA TGTGGCAAGGACC TGGAAGAGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACACC T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T A T A TGT A T AGACAAAA T AAA T
AAAGC - - - - - - - - - - - - - - - - - - - - GT T T T T T T AAAAGT T T T AACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAA T T AGT AC T A T T T T TG - - - - GCCAGT T AA TGACA T T AAA T T T T AAAGGC TGC TGT T AGAA T TGG -
GGAAC - - - - - - - - A TGAAAAGGGAGCC T T ACACAAAAACC TGAAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T AAAAA T A T A TGA T TGACCGCCGGCCCC T ACACA TGGGAC T A T T T T T C - - - - - - - - - - - - - - - - T CCAGGAGT AA T A T A T A T T T T A T A T A T T T T A T T
GAAACGA T T T T TGGAAAAAA T T AAAA T T TGG - - - - AA T T T T T AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCCCC T ACAGAACA T T T - - - - - - - - - - - - - - - - - - - CA TGAA T AGGAA T T T AGT T A - - - - - - AC TGGGA T A T T T
AGTGG - - - - - - - - - - - - - - - GAGA T C T AGC T TGA T AGAC T C T A T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGCCGGCC T C T ACAAC T CA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAAC - - - - - - - - - - - - - - - GT A T AA T T T T AGAAAGAGCC T TGT CC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGT AAAAA T A T A TGA T TGACCGC TGGC T CC T ACAAAGT T T T T T T T - - - - AC T T T A T T AAAAAA T AA T AAAAAA T T T AGAGA T AC T T T AA T T T T ACAA T T
GCAAC T A T CC T AGGCGGAAAGCGAAA T T T CGCC T AAA T T T C T T AAGT A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T TGA T T TGAAAA T T TGT CAGT C T T T AC TGAGC T T A T T
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TE: ltr_1_family_158.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: 763bp; fragments: 35; full length: 8 (>=686.7bp)
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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 763 bp
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TE: ltr_1_family_158.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: 1085bp; fragments: 35; full length: 0 (>=976.5bp)

TE consensus (bp)
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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



0 50 100 150 200 250 300

0
5

10
15

20
TE: ltr_1_family_158

 size: 304bp; fragments: 35; full length: 24 (>=273.6bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 304 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)
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