
Start crop Point End crop Point

MSA length = 566
T A T T T T T T A T TGT T T AC T AGT A T T T T T T AAAAC T A T TGT - C T C T T T T AACA T AAAACAAGCGCCGCACAGA TGAGT A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCCGTGCGCCA T T T T A T T T T T AA TGAC T T AAAGA TGACAAGCA TGTGCA T AAGAA T ACAAC T AAGGT A TGT CGT AAACCA T A T T CAAGACGA - - T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T AGT AAAA - - - - - - T ACCCAGCCCACAGAGAAGCA T T T C TGT C T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCCGTGCGCCA TGT T A T T T T T AA TGAC - T AAAGA TGACAGG - - - - - T T T T T AAAACC T A T T T AAGG - - - - - T TGAAAAAACC T AAAGC T CA T - - - -
TGGTGGTGGT A T TGTGCAAACAC T T T T T CGTG - - - - - - - - CCAGT CCAGC - - - - - - CCACCGC TGCACAGAGGGGT A T TGT CGT C T AAAA T C TGGT CA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T T T T T A T TGT T T AC T AGT A T T T T T T AAAAC T A T TGT - C T C T T T T AACA T AAAACAAGCGCCGCACAGA TGAGT A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCCGTGCGCCA T T T T A T T T C T AA TGAC T T AAAGA TGACAAGCA TGTGCA T AAGAA T ACAAC T AAGGT A TGT CGT AAACCA T A T T CAAGACGA - - T T
T A T T T T T T A T TGT T T AC T AGT A T T T T T T AAAAC T A T TGT - C T C T T T T AACA T AAAACAAGCGCCGCACAGA TGAGT A T T T CCA T C T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCCGTGCGCCA T T T T A T T T C T AA TGAC T T AAAGA TGACAAGCA TGTGCA T AAGAA T ACAACGAAAGCGT C T T CACAGCGGTGGGGA TGACGT - - A T
AA T T CAAAAACA TGAGCAAA T A T T T T T T T ACA T T T A T A T AC T AGT A T AA T - - - - - - - - - - - - - - - - - - GAACGAA T AAA T CGCAC T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCCGTGCGCCA T T C T A T T T T T AA TGAC T T AAAGACGACAAGCA TGT ACA T AAGAA T ACAAC T AAGAGA T A T CGT AAAC T A T AAGAGA T ACAAAAA T
- - - - - - - - - - - - T T TGT C T T T A T T T T C TGA - - - - - - - - - - T C T ACA T AAC - - - - - - - - - - - - - - - - - - - - - - - CGCA T T T T CGT C T AAAA T T CGGT CAAA - - - - - - - - - - TGGCCCC T TGCGCCA T T T T A T T T T T AA TGAC T T AAAAA TGACAAAAGTGTGCGTGAGAA T ACAAC T AAGGGA T C T CGT AAAGCA T AAGAGA T ACAAAAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGGCGCACAGAGGAGT A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACAAAGT A T AAC T AAGGT A T A T TGT AGGTGA T AACAGT TGCA T T AA T
T T T T T AA T CA T AGGT A T C T CAA T T T T T T TGAAA TGGAACGCA T A T T TGGA - - - - - - - - - GT ACCACAC - - - - - AC T A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCCAAAAA T A T T - - - - - - - TGAA T CGT CAA T CAA T CC T AA T T T A T - AA T
- - - - - - - - - - - - - - - - - - - - - - - T T AGGT AAAA T CA T T TGGC T A T T T ACGT T AAAACCAGCGCCACACAGAGGAGT A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - TGGCCCAGTGCGT CA T T T T A T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGT - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - TGT ACGT AC TGT A T A T AGC TGT CCC - T T T ACA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT AA T T A T AC T A T T AAGGT T T C T TGGAAAAAA T T CAAAGGT AA T AAA T
- - - - - - - - - - - - - CCACCAGT AA T T T A T T AAA - - - - - - - - - - - A T T T AGGA T A TGACGAACGT CGCACAGAGGAGT A T T T CCGT C T AAAA T CC T C T CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T AAGA T T C TG - - - - - - - - - - - - TGAAAGCGAC T AGAA T AGCA T - CGT
- - - - - - - - - - - - - - - ACA T T T TGT T T A T T AAA T AC T AGCGCGT A T C T AAC - - T AAGAAA T CAACGCACAAAGGAGT A T T T CCGT C T AAAA T CCGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T AA TGAAAACC TGGGA T A T C T AGT AAGCGA T A T AAAAA T CA T - - - -
A TGT A T TGGCAA T T T AA T T AAC T T T ACCAAAGT T T ACAA - T T TGCC T AAA - - - - - - CC T - - - - - ACACAGAGGAGT A T T T CCGAC T AAAA T CCGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T C T CAA T AA T C T T CGT ACC T A T T T A T T T A - - - - - - - - - - T T AAAA T AAC - - - A T AC T T C T ACGGCGCACAGGAGT A T T T CCGT C T AAAA T CCAGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T AAAAA T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T A TGG
TGT C TGGAGT C T C T CA T AAA T A T T A T T T CGA T T AGAAA TGCCAAC T AAGA - - - - - - - - C - - - - - - CACAGAGCAGT A T T T CCGT C T AAAA T ACGGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_17940.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: 566bp; fragments: 96; full length: 11 (>=509.4bp)
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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

After TEtrimmer 566 bp
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TE: rnd_5_family_17940.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: 883bp; fragments: 92; full length: 0 (>=794.7bp)

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_17940

 size: 559bp; fragments: 106; full length: 14 (>=503.1bp)
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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

Before TEtrimmer 559 bp
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ORF1

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)
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