
Start crop Point End crop Point

MSA length = 1124
GA T A T T T A T C T T A TGT T C T AGACC T T T A T CAA - - - - C T A T CA T TGCC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T ACGC T AAA T AAA T AAA T AAAACC T CAC T T T AA T T CC T T TGT CCGT CAACAAA T - - - - - - - - - T A T C
C - T AGCGGT A T T T TGCCAACA TGC T TGCACCG - - - - T T CCACGTGT T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT T C T T TGTGT C T T AA TGTGCCA T ACGC T AAA T AAA T AA T AAAA TGT T T AAC T A T A TGAC T AA - T CAAGAAC T AAC T - T T T T A T T TGC TG
T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAC T A T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AC T T CGTGT C T T AA T A TGCCA T ACGT T AA T T AA T T AAA T AAA T AAA T AAGTGA - - - - - - - - - - - - AAAAGT AAC T - AC T T A TGT A T T A
- - - GT C T ACC T CAAGGAGCGGTGC T CGCGCCGT T T T T T CAGC T TGT ACA T C T CAAA TGCCCCAAA T AGGT CAAGAAAACA TGA T A T CCGACGA T TGGGGA - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T ACGC T AAA T AAA T AAA T AA - - - - A T AA T AAAC T T AAAAAGTGT TGGGGCAAGT - - - - - - - - - T CA T
C - T A T TGT CC T CA TGGAGCGA TGC T CGCGCCGT T T T T T CAGC T TGT ACA T C T CAAA TGCCCGAAA T CGGT CAAGAAAACACGA T A T CCGACAA T TGGGGA - - - - - - - - - - TGT T A T A T ACGT AC T T TGTGT C T T AA TGTGCCA T ACGC T AAA T AAA T AAA T AACA - - GCAACAAAAGAAAAC T - AA T AAAAAAAA T T - - - - - - - - - AA T T
C - - A T CAA T CC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T - - - - - - - - - - - - - - - - - - - T AAAGAAAACA TGA T A T CCGACGA T TGGGGA - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T AGGC T AAA T AAA T AAA - - - - - - - A T AAC T AAACGAAAACGT C T AA T AAAAAA T - - - - - - - - - GTGT
AG - - - - - - - - GT A TGA T ACAA T T TGA T AGACA - - - - A T T AAA T TGTGCA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGT CA T ACGC T AAA T AAA T AAA T AAACC T T T A T T T T AA T CGCAGA - T C T AGAAGT AAA T T A T T T A T - - - - - -
T ACAACAAGT CAA T AAAA TGGT T T CACAAAAAGAC T A T AAGC T CGT A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T AC T C T A T AC T AA T A T A T AAAA T CC T AAGTGAC TGAC T CA - TGA T T AA T CACGA T ACA T ACA T - - - -
GA - - - - TGC T T T T TGAGGAAGT T T T T CGT A T AAC T AC T AGGT TGGT T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AA T T TGTGT C T T AA T A TGCCA T ACGT T AAA T AAAAA T CA T CA T CAC T T A T T CAACCA T T T TGT T A TGGTGT AACC T A T CC TGA T T A T T
T A T A T CCGCCACA T AGGT A T AGACA T T T T T T A T T T T T T AGAA T T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T AGGT AC T T TGTGT C T T AA T A TGCCA T ACGT T AAA T AAA T AAACAC T T T T T AAA T AAAA T T AGAAGC T T T T AGAGT CCC T T A T TGA T A T T T T T
- - - - - - - - - - - T ACGA TGAGA T T TGG - - - - - - - - - - - - - AAA T T A TGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T ACGC T AAA T AAA T A - - - AAA T C T C T AGGCGT A T T T AAGT - T T T AAAACCAAA T T A T T T A T A T - - - -
G - - A T T T A T T T T T AAGGGTGGT A T A T T - - - - - - - - - - - - - - - - - - T T T ACCCCAACAGCCCGAAA T AGGGCAAGAAAACA TGGT A T CCGACGA T TGGGGA - - - - - - - - - - TGT CA T A T ACGT AC T T TGTGT C T T AA T A TGCCA T ACGC T AAA T AAA T AAAACCCCA T T T T A T T AAA T AA T A T A - CA T A TGCAAGCC T - - - - - - - - - A TGC
- - - GT C T ACC T CAAGGAGCGGCGC T TGCGCCGT T T T T T CAGC T TGT ACA T C T CAAA TGCCCGAAAAAGGT CAAGAAAACA TGA T A T CCGACGA T TGGGGA - - - - - - - - - - TGT CA T A T AAGT AC T T TGTGT C T T AA T A TGCCA T ACGC T AAA T AAA T AAA - - - - - - - GTGGCAGGAAGACAA - - - - TGGA T AAGA T T - - - - - - - - - GAC T
- - - GT C T ACC T CAAGGAGCGGTGT T CGCGCCGT T T T T T CAGC T TGT ACA T C TGAAA TGCCCGAAA T AGGT CAAGAAAACA TGA T A T CCGACGA T TGGGAA - - - - - - - - - - TGT CA T A T ACGT AC T T T A TGT - - - - - - - - - - - A T ACGC T AAA - - - - - - - - T A T T T - - T T AA T A T AGTGA TGT - - - - TGGAAA T AAAA - - - - - - - - - A T CA
A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T CA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT CA T A T ACGTGC T T TGTGT C T T AA TGTGCCA TGCGC T AAA T AAA T T - - C T CA T T CGT T C T CAAAGAACGT T - T CCAAAAA T AAA T - T T T T A T A - - - - -





0 200 400 600 800 1000

0
5

10
15

TE: rnd_4_family_2180.fasta.b.bed_uf.bed_g_4.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: 1124bp; fragments: 314; full length: 45 (>=1011.6bp)
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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 1124 bp
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TE: rnd_4_family_2180.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1442bp; fragments: 299; full length: 0 (>=1297.8bp)
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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_4_family_2180
 size: 640bp; fragments: 115; full length: 54 (>=576bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 640 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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