
Start crop Point End crop Point

MSA length = 853
AAAA T A TGT T A - GCAA T AC T T AACAAGCCC T TGT TGA T C T T CA T AA T C - - T AAC T T T CACAA TGAC T AAAGAA T ACAAGGACGCGT AACGCGCA T A T ACG - - - - - - - - - - CAA T T TGGT C T CGGGTGT T A T TGGT CC T TGT A T T C T T T AGT CA T TG - - - - - - - - - - T T T C TGCACAA T AAA TGAAAAAACAACAAAGT T T AA T - - - - - - -
AGA T C T TGGGA - CAAGAA T T T CAGCGG - - - CAGT A T A T T C T T A T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T T TGGT C T CGGGTGT T A T CGGCCC T TGT A T T C T T T AGT CA T TGA T T AGGT T T A T C T C T CCACGT CGT T CGAAAAAAAAGAA T AA T T AAAA - T T - - - -
GTGT T ACA T CAGCCACAA T ACACCAAAACCACGCGCA T T T TGC T AGCC T ACAAAA T T ACCAA TGAC T AAAGAA T ACAAGGACGCGT AACGCGCA T A T ACG - - - - - - - - - - CAA T T TGGT C T CAGGTGT T A T TGGT CC T TGT A T T C T TGAGT CA T TGT T AAGA T AACA T A T T C T A TGT T A T C T - - - - T A T T AGT T T AGT T T T AAA T T T AAG
AAAA T AAA T TGGAACGAA T ACGAA T AAAA - AAGT CAAAC T T T T T T AC T T A - - AAA T T T - CA T TGAC T AAAGAA T AAAAGGACGCGT AACGCGCA T T T ACG - - - - - - - - - - CAA T T TGGT C T AGGGTGT T A T TGGT CC T TGT A T T C T T T AGCCC T TG - - - - A T AAC T T AA T T T T AGA T AACC T T T - - - - - - - A T ACAAC T TGGT C T T T - - A
GT TGGCGGT TGG - - - - - - - - - - - - - - - - - - GCACGTGT C T C TGTGC T CCA TGAAAAGACCAAAGAC T AAAGAA T ACAAGGA TGCGT AAC T CGCA T A T ACG - - - - - - - - - - CAA T T - - - - - TGGAGTGT T A T TGGT CC T TGT A T T C T A T AGT C T A T T - - - - - T A T ACCGA TGC T T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC
ACC T AGT T T TGACCGTGA TGAAAA T AAGCCGT AAGT A T T C T T T T T CCA T T T AGAAA T T CCAA TGAC T AAAGAA T ACAAGGA TGCGT AACGCGCA T A T ACG - - - - - - - - - - CAA T T A T C T C T CGGGTGT T A T TGGT CC T TGT A T T C T T T AGT CA T TGA T T AA T A TGT CGA T T T T ACAAA - - - - T AAAAAC T TGT ACAA T T T CAA - - - - AGA
TGAAAACGT AA - CACAAAACCAACAAA - - - T T A T TGA - - - - - - - - - - - - - - - - - - GTGCCAGTGAC T AAAGAA T ACAAGGACGCGCAAGGCGCA T A T ACG - - - - - - - - - - CAA T T TGGT C T CGGGTGT T A T TGGT CC T TGT A T T C T T - - GT CA T TGA T T A T C T ACACGT T T CCA T AA T A T T T T T AAAC TGAGAA T AGT A T AA T A T C T AAA
AGGAGCA T T T AGAAACAA T AGAAACA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT A T ACA - - - - - - - - - - CAA T T T AA T C T CGGGTGT T A T TGGT CC T TGT A T T C T T T AGT CA T TGAA T A T T A TGT T T T C T A T AAAC T AA T T TGAACACAAC T AAAA T T T AA T A T T - - - G
GT AACAAGT CG - - - - GA T T T AAAGT AGT T - A T AAGAAGT T T T T TGAC T T A T AAAA T T T CCAA TGAC T AAAGAA T ACAAGGACGCGT AACGCGCA T A T A TG - - - - - - - - - - CAA T T TGGT C T CGGGTGT T A T TGGT CC T TGT A T T T T CAAGT C T A TG - - - - ACCAA T CGA T AC TGGAA T AAA T T T AAGAA TGA T AAAA T T T AAAA T T C - - -
T AGGCAAAC T AGAAAGGGT TGGGAAAGT AA - - - - - - - - CC T T CCAGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T C - - - - - - - - - - CAA T T TGGT C T CGGGTGT T A T TGGT CC T TGT A T T C T T T AGT CA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACCAA T T AGA T C T AA T - - - T AAG
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TE: rnd_4_family_207.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: 853bp; fragments: 3715; full length: 72 (>=767.7bp)
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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 853 bp
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TE: rnd_4_family_207.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: 1161bp; fragments: 3715; full length: 0 (>=1044.9bp)
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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_4_family_207
 size: 767bp; fragments: 4241; full length: 81 (>=690.3bp)
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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 767 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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