
Start crop Point End crop Point

MSA length = 848
AAAA T T A T A T T A TGCCAAAAC T C T CCAC T A TGCCAGGTGGC T CCAAA - - - TGA T A T CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCC TGA T C T A - - - - - T C T C T AGT ACA TGACA T T TG - - - T C - - T A TGT C T C T C TGT C
GAGT AAGAGGT AGGGAAAAA T T T T CCGCCC - - - - - - - - - - - - - - - - - C TG - - - - - CCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGC TGGCAACCC TGGCCCAGGT - A T CC TGT CAGTGTGCGT T T T T A T T T CCGTGC T C T T AAA T T AC
GT ACC TGTGCGGT AAAAACGA T CCGGT T TG - - - - AAA TGA TGGTGACA T - T T A T ACCAGGGT TGCCAACCGT ACGGT AAC T ACCGT ACC TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAGT T T TGAAAAGT TGGCAACCC TGACCGGAACGA T T CAAAGAA T A T A T CAA TGTGA T TGCGT A TGT A T CAAGAAA
- - - - - - A T A T AA T T CAA T A T T T C T A - - - T T TGCCAAGT A T T AC T C T T - TGCGA T AACAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCC TGAAGCACGCGGCGT T T A T AAA T CGA T A T T AAGGT T C - - T A TGT T T A T A T T C T
T T AA T CACA TGAAACGGAA T T T T T T CGT CG - - - - AAACGT AGGT CCA - - - - - - - - T CAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGA T T T T A - - - T T T C T T AGA T CGT ACGA T T A T T T T A T - - T C T T T T T A T C T A - -
ACGC T C T AGAAA T ACAA T A T T T T T CCGT T A TGT T AGA T A TGT AGT A T - - - TGA T AGCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCC TGAGGT AA - - - T T CCCCGAGAGT TGTGA T T T AAGT T C - - T A TGT T T AAC T AC T
- - - - - - - - - - - - - - CGAGAAC TGT T T T TGGTGCCAAC TGCGGT CGAAA TGTGA T ACCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCC TGAC T T AA - - C T T AC T A T TGAGC TGCAA T T A T AGTGC - - AA TGC T T AGACAAG
GCAC T T T CGAGTGAC TGAAGCCA T C T C TGC - - - - CAA T AC TGT TGCC - - - - - - - - GCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCC TGACGT TG - - GCCA T T AACAACGGT TGAGT ACGC TGG - - - - - - - - - - - - - - - -
GAAACGACAGAACACA T T T T A TGT CGGT CGCACGAAA TGTGCGT T T CGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT ACGGT AA T - - - - - - - - - - T T T CAGC TGCGCGGT ACGGT AAA T CAGT T T TGAAAAGT TGGCAACCC TGACAA T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT C T A T C T ACC T A T C
A T AGAAA T ACAA T A TGT ACGGT T T ACGT T A - GCCAAA T AC T TGC T T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAACCC TGACGA TGGC - - T T T A T AAAC T CGCCGAC TGCGGT AACGT ACGGCAGTGCGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T C TGAAAAGT TGGCAACCCGGAGTGAAA TGACAGA T AAAGCACGGCACAAAA T T T A - - T A T C T C TGGGT ACG
A T A T TGAAACGA T T T CAA T T T T T CCCGCCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGCAAC T C T - - - - - - - - - GT CA T T T A T CA T T CGT AA T T A T T AA T C - - TGT TGT T T T C T T T T
A T AGAAA T ACAA T A TGT ACCGT T T ACGT T A - GCCAAA T AC T TGC T T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAGCGT T ACC T AAAA TGGC TGAC T - - - - - - - CGT ACGA T TGT - - - - -
A T ACA T A T A TGA T A T A TGA T TGA T C - - - - - - - - - AAA TGT A T T TGGT - - - - - - - - GCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T CGAAAAGT TGGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - A TGCGCACGACAGCGGGC T CC T C - - - - - - - - - A T T T A T T CC T - - - - - - - - - - - CCAGGGT TGCCAACCGT ACGGT AA T T ACCGT AC T TGT ACGGT AA T - - - - - - - - - - T T TGAGC TGCGCGGT ACGGT AAA T CAA T T T TGAAAAGT TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_6425.fasta.b.bed_uf.bed_g_3.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: 848bp; fragments: 189; full length: 44 (>=763.2bp)
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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 848 bp
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TE: rnd_5_family_6425.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1162bp; fragments: 183; full length: 0 (>=1045.8bp)
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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_6425

 size: 840bp; fragments: 188; full length: 48 (>=756bp)
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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 840 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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