
Start crop Point End crop Point

MSA length = 973
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A TGT T T T AGA T T - - - - - - - - - - - - - - - - - - - - - T CAGAGG - - - - - - - - CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA T CGT CACGAGCCGC T AC TGT AGTGGAACAA T T TGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AAC - C T AAA T AAAAGT A T CCA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGC T A T AACA T CAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T T ACGT CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC TGT T ACA T AA T AAACAAAC T AAGAAAA TGAA - - - - - - - - - - - T A TGACA T CAA
GCA T AAGGAAGAAAAA T A T T T T T T T AC TG - GA TGT A T T A T AAA - - - A T T T C - - - - AA T AC T AA T A TGCAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T AGGGT CGCC T CA T T AGT T T T AA TGGT CACGAGCCGC T AC TGT - - - - - - - - - - - - - - - - - - - - - A T A TGAAAC - T CCAAC TGCACA - T T A T CA
T AA T - C T AA - - GAA TGT A T T T T T T T A T T - - T T TGT T TGT T AA - T T T T T T T C T AA - - - - - GT T AAAACCAGAGGCGGC T CGT CAGGGGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CGTGGGT T C T AA TGGT CACGAGCCGC T AC TGT T T CC T AAA T A T T T A T T T AA - AAAGTGGAACCACGGA TGT TGCAA T AA T AA
CA - - - - - - - - - - - - - T T A T T T T T CCGCC - - A T C T T T T - - - - - - - - - A T T - - - - - - - - - - C T C T AA TGCAGAGGCGGC T CGT CAGGTGAGGCAGC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AAAGGT CACGAGCCGC T AC TG - - C T C T AA TGGT TGA T T T - - - T AAGT T A - - CC T T T T ACCAAGGAACC T T A T
AAA T A T T A T AA T A T T T T A TGT T T T AA TGGGGGT T T T CC T T AAA T CG - - - - - - - - TGT C T A TGT ACACCAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - - - - - - - T T TGCGT CGCC T CA TGAGT T C T AA TGGT CCCGAGCCGC T AC TGCAGCAAAA T T A T CCAA T AAAGAAAA T CAAA T - - T TGAA T T CGAAAA T T TGA
T AA T - CCAAGAAACAA T T A T T A TGT ACA T A - - - - - - - - - - - - - - - - - - - - - - - - AAA TGGT TGAAC T CAGAGGCGGC T CGT CAGGTGAAGCAACAGAGCC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA TGGT CACGAACCGC T AC TGT - - - - - - - - - - - - - - - - - - - - - - AGTGA - - - - - - - - - - - - - - - - - - - - - - -
TGACA T C TGAGAA T T A T A T T AC T T T A T AGACA T ACCC T C T AAA T T - - - - CC T AAA T A T ACAGTGGAGCAGAGGCGGC T TGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - C T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGC T AACAAAA T AAGT T A T T T T T A T A T AA - GA T A T T T - - - - - - - - - - - - - - - - - AAAA T A TGGA T A T CAGAGGCGGC T CGT CAGGTGAGGCAAC TGAG - - - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC TG - - - - - - - - - - - - - - - - - - - - GAA T A TGGA - - - - T CAAC T T T AGG - - - - - - -
G - - - - CGGAA T AACCGTGTGT A T A T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T C TGCAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC TGT T CCCGGGT AAACGGT ACAAGGA TGTGT AACC T C T AAC TGCAAAAAAA T AA
- - - - - - T AGAACAGA T T T T A T T T T T T C T - - - - T A T ACAGT AAA T TG - - - T CAAA - - - - - GT ACGGACCAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGC T T CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC TG - - ACGGACAA T T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AC T ACGT AAAGT T AGT CC T T A TGCA T AGAA T T A T ACCAAAAG - - - - - - - - - - - - TGAGGT T TGGACCAGAGGCCGC T CGT CAGGTGAGGCAAC TGTGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T T A T T AGT T T T AA TGGT CACGAGCCGC T AC TGT TGCAAAACAAC T T AGT AGA - - - - - - - - AGCA T C TGACCC TGAAA TGACCC
T AAGA T T T AAA T AGT T T T T T T C T T T A T A - - T T TGT C T T T TGC T T CGA T CCC T AAAAGT CC TGTGGA T CAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC T A - - - - - - - - - - - - - - - - - - - - - - TGA TGAA - - - CCGAGGT T TGAGAC T AACA
T A - - - - - - - - - - - - - GTGA T T T T C TGTG - - GA T T T A TGGT AAA T TGA T T T C T AAA T AACCGGT AAACCAGAGGCGGC T CGT CAGGTGAGGCAAC TGAGGC - - - - - - - - - - T CCGCGT T TGCGT CGCC T CA T T AGT T C T AA TGGT CACGAGCCGC T AC TG - - CGGT AAACC T T AA T T T - - - AGAGTGG - - CC T CCCACC TGGCAAACACAA
AAA T ACGACAA T ACGC TGACAA T ACGC TGAAA T ACGC TGACAA T TG - - - T C T AA TGAC T T T ACA T AACAGAGGCGGC T CGT CAGGTGAGGCAACCGAGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA T AAGT T A T AA TGGT CACGAGCCGC T AC TGT T CCAGA T T T A T ACA T T T AAAAAAACAAAA - - - C T AAACGT AGAACAACAA
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TE: rnd_5_family_7952.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: 973bp; fragments: 450; full length: 91 (>=875.7bp)
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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 973 bp
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TE: rnd_5_family_7952.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: 1274bp; fragments: 450; full length: 0 (>=1146.6bp)

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_7952
 size: 1667bp; fragments: 581; full length: 29 (>=1500.3bp)
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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 1667 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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