
Start crop Point End crop Point

MSA length = 1769
GA T AAA T T A T AGGA T A T ACC T T A T ACGAAGTGAAGAAA T AAGAGAAA T CACA T CAAAAACA T AGAA TGT AAACAA TGCCAAGT C T CGCAACGCGC T C T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CACAAC T T A T AGGT T T T T T T T AA TGGGAAAAAA T C T T AACA T AA T T T C
T - - - - - - - - - - - - T T T T A T T T T T CA TGGAAA T AAGAAGT AA TGGT AA T C T CACCAAAAACA T AGAA TGT AAAACA TGCCAAGT C T CGCAAAGCA T T C T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T TGT T C T T TGTGT T T T T T T T TGC TGCCGACGACGGGAGGAGAA T ACC
T A T TGC T A T T T AAGT A T - TGC T AAA TG - AAGCCAAGAAA T A T T T T A - T CCCA T CAAAAACA T AGAA TGT AAAA T A TGCCAAGT C T CACCACGCA T T T T T C - - - - - - - - - - GAA T T T TGA TGA T CGGTGA TGAGT CACAAA T AAAAAA T AC T AGCGA T AA T - T CA TGAAC T A T AAGC T A T - - - - AA T T A T T AGA T A T A T T AGCAA T A TGGC
T ACGAGT ACA TGCA T A T A T T AAAGCCGCAAA TGTGAAA TGAAA T T AA T CCCA T CAAAAACA T AGAA T A T AAAAAA TGCCAAGT C T CGT AAA T CA T T C T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T CAA T AAAC T A T - - - - CAC TGAAAAGT T T AC T TGC T C T T CA TG
T AAAAA T AAACACAAC T C T T T T AAA T T T - - - - - - - - - - - - - CGACAA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T T T TGA T TGT T TGAGGTGTGTGACGAA T AAAAAA T AC T AGCGA T AA T T T CA T AAAC T A TGAAGT A T - - - - AA T T A T T AGA T A T A T AGGCAACA T AGT
TGAGA TGC T AAAAA T A T C TGGGGAA T A T T A T T AAGAAGT AA T AGT AA T T CCA T CAAAAACA T AGAA TGT AAAAAA TGCCAAGT C T CGCAACGGA T T C T T C - - - - - - - - - - GAA TGC TGA TGA T CGC TGA T AAGT CACAAA T AAAAAA T AC T AGCCA T AA T - T CA T AAAC T A TGAGGA T T - - - - AA T T A T T AGA T A T A T TGGCAA T A T AGC
CGACAA T T TGTGACAGT A T TGCCAGAAG - - - - - - - - - - - - - TGT T AACCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T ACCCAA T A T T CC T T T T C T AAA T AGT CAA T AGAA T T AC T AAA T AAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGCGTGGAA TGGCGT T ACGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T C T T T AC TGAAGA T A T T T T T T AACAAACCAA T C T A T A TGCAGGACA - -
GGCAGT TGCAAGGGCGT AAAC T AGA TGG - - - - - - - - - - - - - - - - - - - C T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAA T A T TGCAGA T T - - - - - - TGGCAAAA T A T A T T AGAAAAGGAA T
T AA T AGCACGTGGAAACAC T CGAAC TGAAGGT AAAAGGT T ACA T CACGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T T T TGA TGA T CGGTGA - - - - T CA - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAAC T ACAC T CACG - - - - AA T T A T TGCA T A T - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T AAA T T A T AA T T T C T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAAGT T AC T T A T C TGCA T T T T A T C T AAA T ACAACAAA T AAA TGT A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAA T T T TGA TGA T CGGTGA TGAGT CACAAA T AAAAAA T AC T AGCGA T AA T - T CA T AA T TGGCGA T C T C T C T T AAA T C T A T T A T CAGA T C T A T AA T A T T T C
TGAAAA T A T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CC - - - - - - - - - - - - - - - - - - - GAAAAA TGCCACA T C T CGCAACGCA T T C T T C - - - - - - - - - - GAA T T T TGA TGA T CGGTGA TGAGT CACAAA T AAGCAA T - - - - - - - - - - - - - T CA T AAAC T A T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAAAGT A TGTGGC T A T C TGT CAAACGT AA T T CA T CAA T T AAGT CA T T CC - - - - - - - - - - - - - - - - - - - AAAAAACGCCAAGT C T CGCAACGCA T T C T T C - - - - - - - - - - GAA T T T TGA TGA T CGGTGA TGAGT CACAAA T AAAAAAAAC T AGCGA T AA T - T CA T AAAC T A T AAGGT A T - - - - AA T T A T T CGA T A T A T TGGCAA T A T A T C
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TE: rnd_1_family_150.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1769bp; fragments: 12156; full length: 1 (>=1592.1bp)
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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 1769 bp
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TE: rnd_1_family_150.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_bc.fa_se.fa
 size: 2109bp; fragments: 9611; full length: 0 (>=1898.1bp)

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
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TE: rnd_1_family_150
 size: 266bp; fragments: 3663; full length: 531 (>=239.4bp)
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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 266 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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