
Start crop Point End crop Point

MSA length = 1299
T A T ACC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T A T AAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA TGCACA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGTGAAA T TGAGAAAA T A T AGAA T A T AA T T AAAA T T AAA T A T A - AAA T T AAGT
T A TGT C T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA TGAAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - AAACA T C T AGT A T AAAGAACA T A - - - - - - - - AAGA T T A T T
T A T ACC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA TGAAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA - - T TGAAAAAA T - - - - - - - - T AAAAA T AGAA T AGT A T ACAAAAC TGT A
- - TGGT T T T - - - - - - - - - AAA T T CC T T CAAAAGAC T T C TGGGT T T T T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAAGAAGA T C - - - - - - - CGA T T T CGGT
GA T AGC T CCA T A - - - - C T T T T T T T C T T CAAAAGAC T T C T AGGT T T T T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T ACC T T T T TGGCGGGT T CA T T T C T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACGAAACC T AC TGC T A T ACGGAGCGA T - - - - - - - CAAAA T T A T T
T A T AGC T T TGTGGCGGGT T CA T T T C T T CAAAAAAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAACAAAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAG - T TGAAAA T A T A T T AA - - - GAGGAGAAA T A - - - - - - - CAAGT C T T TG
T A TGCC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T CCAAAAAA T - AAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - AAACA T C T AGT A T AAAGAACA T - - - - - - - - - - AGA T T A T T
T A T ACC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T T - - - - - - - - - - - - - - - - - - T AGTGAAGT T T - - - - - - - CAAAA T AAA T
T T CAAC T C T AC T AGGT A T TGA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - T AAA T AAAA T T - - - - - - - C T AAAC TGT T
T A T ACC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGACAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGAACC T AGC T AC TGCAA TGGAAGT A T AA T A TG - - - - - TGCA T
T - - - - - - - - - - - - - - - - T ACAAA T C T T CAAAAGACC T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T A T TGT - - - - - - - - - - AAA TGCGCA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGTGAAA T TGAGAAACCCGCCAGT A T AGACAA T A T T T AA T A T A T AAAAA T A T T
- - - - - - - - - - - - - - - - GTGAA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA T ACACA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGTGAAA T TGAGAAACCCGCCAGT A T AGACAA T A T T T AAAAAA T A T AA T T A T T
GA T ACC T T TGT AGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA TGCACA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGT AAAA - - - - - T AAA T A T T T AGT A - - - - - - - - - - - - - - - - - - CAA T A T T T A T
GA T ACC T T TGT AGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAGAAAA T C T ACAAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA TGCACA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGT AAAA - - - - - T AAA T A T T T AGT A - - - - - - - - - - - - - - - - - - CAA T A T T T A T
T A T ACC T T TGTGGCGGGT T CA T T T C T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAG - - - - - - - - - AAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA TGCACA T T T C TGA T CGTGTGT T ACAAA T C T T T A T TGAA T AA T T T TGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T ACC T T TGTGGCGGGT T CA T T T A T T CAAAAGAC T T C TGGGT T T T T CGCCAC T AGAAG - - - - - - - - - AAAA T C T ACAAAA T AAAAAAGT T A T T T T T TGT - - - - - - - - - - AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGCA T T T AGT A T T T T CAAAA T C T AA T A T A - - - - - T T A T T
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TE: ltr_1_family_433.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 1299bp; fragments: 40570; full length: 0 (>=1169.1bp)
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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 1299 bp
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TE: ltr_1_family_433.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 1757bp; fragments: 37514; full length: 0 (>=1581.3bp)

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



0 500 1000 1500 2000

0
5

10
15

20
25

TE: ltr_1_family_433
 size: 2312bp; fragments: 17485; full length: 1 (>=2080.8bp)

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

Before TEtrimmer 2312 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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