
Start crop Point End crop Point

MSA length = 2774
T AAA T AC T AAAGAAAGCA T A T T AACA T A T T T CCAGAAACC TGAG - - - - T T T AAAAAAAAAAAAAA T AA T AA T ACCACCA TGGCGGGAGAGGC TGAAGGAA - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGGAAAAAAAAAAAA T AA T AA T AA T AAAAAAAAAA T C T AAA T T AA T C T CAA T A T A T T A T C T TGAGAA T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAAA T AAAAAAAA T AAAA T AA T AA T AA T AA T AA T AA T AAA T AAC - - - - - - - - - GGCCAGACA
T A - - - GTGGAAAAAAGT CGGT T AGCAGA T T T ACAGA T CACAGAAACACACC T AGAAGACCAGA T ACAAAA T T ACCACCA TGGCGGGAGAGGC TGAAGGAA - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA - - - - - - - - - - - - - AAAAAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA T AA T AA T AA T AA T T - - - - - - - - - - - - T AGCCA T TG
T AAA TGCAGCAAAGAGGCCAA T AA TGT AA T CGAA T A T T A T AGAGT AA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA T AA T AA T AAAACA T AC TGT C T AAAGAAA TG
T A - - - GTGGAAAAAAGT CGGT T AGCAGA T T T ACAGA T CACAGAAACACACC T AGAAGACCAGA T ACAAAA T T ACCACCA TGGCGGGAGAGGC TGAAGGAA - - - - - - - - - - GT CAAGCAA T CAAGCCAACCGAGT T AA T CGTGAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA T AA T AA T AA T AA T AA T T AACA T A T TGT T CAAAAAAA T A
CAAC T - - - - - - - - - - GCCA T T CAACACAACC T CA T ACAAGAAACACACAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGGAAAAAAAAAAAAAAAAAAAA T AA T AA T AA T AA T AA T AA T AA T AA T A - - - - - - - - - - - - AAGGAGGT A
T AAA T AAAAGT AGAAGAACA T TGGT A TGA T CACAAACCAAAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAAAAAAAAAAA T AA T AA T AA T AA T AA T AA T AAAA - - - - - - - - - - - - - - - - - - A T T T TGGT T
T AAA T AAAAGT AGAAGAACA T TGGT A TGA T CACAAACCAAAGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAAAAAAAAAAA T AA T AA T AA T AA T AA T AA T AAAA - - - - - - - - - - - - - - - - - - A T T T TGGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CG - - - - - - - - - - - - - - - - - AAAAAAAAAAAA T AA T AA T AA T AA T AGT C T T T AACA T A T T - - - - GTGT AAAAA
T A - - - GTGGAAGAAAGT CGGT T AGCAGA T T T ACAGC T CACAGAAACA T ACC T AGAAGACCAGA T ACAAAA T T ACCACCA TGGCGGGAGAGGC TGAAGGAA - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAA T AA T AA T A T T AA T AA T A T T ACAAAAGGT AAAA T A T AA T - - - - - - T TGT C T ACAAAGA T T
T A - - - GTGGAAAAAAGT CGGT T AGCAGA T T TGCAGA T CACAGAAACACACC T AGAAGACCGGA T ACAAAA T T ACCAGCA TGGCGGGAGAGGC TGAAGGAA - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAAAAAAAAAAA T AA T AA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - - AAAAGTGC T
CG - - - T CAGAAA T CAGGT TGGT AGGGGAC T T A T CAA TGT TGAAAGGGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAA T AAA T A - - - - - A T AA T AA T AA T AA T AA T AA T AACCGT C - - - - - - - - - - - - GAGACGC T C
CG - - - T CAGAAA T CAGGT TGGT AGGGGAC T T A T CAA TGT TGAAAGGGCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT T AA T CGTGAAAAAAAAA T AAA T A - - - - - A T AA T AA T AA T AA T AA T AA T AACCGT C - - - - - - - - - - - - GAGACGC T C
CAGACACGAGACAGAAC TGA T T AACAAA T - - - GGAAA T C T AAAGC T T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT AGCCAGA T A TGGTGAAACGCAGCGGCAACGT C T TGCC T AA T T AAAAA
AA - - - AC T T AAGAAAA TGCA T T AACGA T A T TGGAA T ACC T TGGAACA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT CAAGCAACCAAGCCAACCGAGT AAA T CGTGAAAAAAAAAA T AA T AA T AA T AAGA T AGA T CAGA T CAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_7119.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 2774bp; fragments: 198; full length: 8 (>=2496.6bp)
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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 2774 bp
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TE: rnd_5_family_7119.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: 3104bp; fragments: 198; full length: 3 (>=2793.6bp)
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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_7119

 size: 688bp; fragments: 239; full length: 2 (>=619.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 688 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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