
Start crop Point End crop Point

MSA length = 1363
T T T AA T T T A T AGAC TGAGA T T T A T T T T T T T A T T T A T T T A T TGC T CGA T TGGCGTGAAAAACAGT AACACAAAA T AA T A T A TGT A T A TGT TGCAAAAGAAG - - - - - - - - - - GAGGTGCGGGGAAGAA TGAGA T AACA T A - - - - - - - - - - - - - - - - - AGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T C T TGGA T ACC T AC T AC
T T T AA T T T A T AGAC TGAGA T T T A T T T T T T T A T T T A T T T A T TGC T CGA T TGGCGTGAAAAACAGT AACACAAAA T AA T A T A TGT A T A TGT TGCAAAAGAAG - - - - - - - - - - GAGGTGCGGGGAAGAA TGAGA T AACA T A - - - - - - - - - - - - - - - - - AGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T C T TGGA T ACC T AC T AC
T T T AA T T T A T AGAC TGAGA T T T A T T T T T T T A T T T A T T T A T TGC T CGA T TGGCGTGAAAAACAGT AACACAAAA T AA T A T A TGT A T A TGT TGCAAAAGAAG - - - - - - - - - - GAGGTGCGGGGAAGAA TGAGA T AACA T A - - - - - - - - - - - - - - - - - AGA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGA T C T TGGA T ACC T AC T AC
- - - - A T T AA T AAACCA - - - - - - - ACC T T A T AGCAAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGTGCGGGGAAAAA TGAGGCAACC TGC TGGGACC TGT AA - - - - - - - - - T T T ACAGAA T CGCAC TGC TGT T CA - - C T A T AGA T C T TGGGT AACAA T T TG
C TGGA T A T ACGTGACG - - - - - - - CCC T T TGAAGAAA T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGTGCGGGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T ACAGAA T CGCAC TGC TGT T CA - - C T A T AGA T C T T - GA T ACCGA TGA T
T CCA T T CCACGACCAAAA - - - - - T T T T T CAAAAAAA TGT T T T T T A T AGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCCCAAAA T A T CACAGT T T TGTGAACCGCGGAC T T TGCC T T TGCC T T T T
T T T AACACAGAG - T TGACAC T - - T C T T T C T AGT T AA T T - - - - - - - - A T T T A TGTGAAAAACAGT AACACAAAA T AA T A T A TGT A T A TGC TGCAAAAGAAG - - - - - - - - - - GAGGTGCGGGGAAGAA TGGGACAACC T A T T T AC T CA T AGA T C T TG - - - - - T CAA T A T T A T T A - - - - - - - - - - - - - - - - CAAAAC T C TGGA T AC - - - CCAC
T T T AGT T T A T AGGC TGAGA T T T AGT T T T T T A T T T A T T T A T TGC T CGA T TGGCGT AAAAAACAA T AACACAAAA T AA T A T A TGT A T A TGT TGCAAAAGAAG - - - - - - - - - - GAGGTGCG - - - - - - - A TGAGACAACC T AA T CAC T CA T AGA T C T TG - - - - - CAAA T AA TGT - - - - - - - - - - - - - - - - - - - A TGACC T T CGGCAA - - - TGT T
T A T T A TGT AGT A T T T A - - - - - - - T A T T T AAGA T A T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGGTGCGGGGAAGAA TGAGACAACC TGT T CAC TGA T AGA T C T TG - - - - - T CGACAAAA T AA T CCGA T CGT A T A - - - - - - - - - - - - - - CA T A T CGA T T T T
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGTGCGGGAAAGAA TGAGACAACC T A T T CAC T CA T AGA T C T TG - - - - - GCCA T AGAA T AACAAAGTGGCGAAAA T C T CGAAC T CCGAGCGAA T C T CCC
T T A TGT T TGTGA T T AAAAA T T T - GC T T T T T AA T TGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGTGCGTG - - - - - - - - - GACAACC T A T T CGC T T A T AGA T C T TGAGA T A T CGAAAAGT AAA T A T CGGT A T T T T AACCGCGC T CC T TGGAAAA TGCC T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGGTGCGGGGAAGAA TGAGACAACC T A T T CAC T CA T AGA T C T TGAGC T A T CGAAAAGT AAA T A T CGGT A T T T T AACCGCGT T CC T TGGAAAA TGCC T T T
T T CA TGT T A TGA TGT T AAAGT - - C T CA T T T A T AAGT T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - G - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AC T AGA T T AGA T T AGA T T CC T AGT CCA T CGGCC TGC T CCAC TGCGACC
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TE: rnd_5_family_1395.fasta.b.bed_uf.bed_g_2.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: 1363bp; fragments: 325; full length: 0 (>=1226.7bp)
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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 1363 bp
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TE: rnd_5_family_1395.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1753bp; fragments: 290; full length: 0 (>=1577.7bp)

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_5_family_1395

 size: 707bp; fragments: 292; full length: 2 (>=636.3bp)
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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 707 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
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)T
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