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MSA length = 1015
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGA TGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T - GGT TGCA T A T AAAA T AAA T A - - - - - - - - - - - - - T AAAGC T TGAAGT T A T T ACCA
GT T T T T T AC T AAAAAGT T AAA T T T TGGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T AGGC T TGGTGCA T T T CCGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCAC TGGCGGAGA T TGCACCAAGCC T A T A - - T T - - - AGT AGACAAAAA T A TGT C T A T - - - - - T AA - A T T T A T A TGT CGT T T - -
T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T CGCCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T A - - - - - - - AA T A T AGAGA T A T AACA T AAAAGT A T - - - - - - - - - - - - - - - - - - - - -
TGT C T T TGT - - - - AAAA T AA T AGT AA T - - - - - - - TGT T A T T C TGC T ACGC T AA T TG - - - - AA T C T T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCAGCGGAGA T TGCACCAAGCC T A T AAG - TGAAA T T T AAAAAAA T T A T CA T AAAAA T A - - - - - - - T T A TGAGT T AC T T AC
T C - - T T T - - - - - - AAAA TGAC TGGGA T AAA T A T T T AC T A T T T A T CAA T A T CGAG - - A TGT - AC T C T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T A - - - - AA T A T T AAA T AAAA T AA T T T T CAAAA T T T T AAAA TGGGT AAGT - - C T T AA
T CGA T A TGT T AAGAAAA T AAGAGGAAAGAA T A T - T AA T A T T T ACAAAGAG - - - - - - - - - - - - T AA T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAAAAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T AGA T T AA T AA T AAAAAA TGT AA T T T CAAA - - - - - T A T AA TGAAA T AGCAACGT AC
T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGCCAAGT C T A TGT AC - - - - T A - - - - - - A TGT A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGT TGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T A - - - CGCCAGT AGGGT AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CC TG - - - - - - - - - AAAA T - - - - - - - - - - - - - - - - T T ACAC T T A T T T AAAA - - - - - - - - - - - AC TGT A T AGGCC TGGTGCA T T T T AGT TGA T T T CAACAAA - - - - - - - - - - GT T CACCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T AGG - - - - - GGCAAAA T AAAGGAA T A T AA T AAGAC T AAGA T AGA T AGA TGGAGCAG
AC T A T T TGT T AA - ACAACGT T AGAA T TGAA T A T T T AA T AA T TGT A T AGAA T AAGT AA TGT - - CGT T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T TGGGTGT T AAAAAAA T AAA T AAA TGC T A T AA T A - AAGAAC T T C T AAACAA T A TGA
CC TG - - - - - - - - - AAAA T A T T TGCAC T - - - T A T T T AAC T T T CA T A TGAAA T - - - AAA TGT A T C T C T A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T A - - - - T ACAAAGAAGT AAA T CA T T T AAA T AA T - - - - - - - - - - - - - - - - - - CA TGA
T - - - T A TG - - - - - - - - - - - GT AGT AA T - - - - - - - TGTGAA T T T T T T AAGT T AAGT A - - - - AA T T T T A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCGC TGGCGGAGA T TGCACCAAGCC T A T A - - - TGT A - T T T AAAAAAAC T AAAA TG - - - - - - - - - - - - - T T C T AAAC T AGT TGC
AA TG - - - - - - - AAAAGA TGAA T CAAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T - - - - - - - - AAAAAGAA T A T TGAA T T T T AAAACGT - - - - - - - - - - - - - - - - - - - - -
T T T A T T T - - AAAAAAAA T AGA TGGAGGAAGCACGTGGCGGT T T T AGGCGG - - - - - - T T A TGTGTGAA T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T T AAACAAAGC T CGTGGGT TGCGAGT A TGACAAAA T TGT T CGGA - - - - - TGAAA T C T A T AAACAGTGT AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAACGGT A T AGGCC TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T A - - - - - - - AC T T ACAAA T AA T T T T T T A T AAA T A T - - - AA T T AC T T T T T T AAGT T T
TGGA T T TGT T - - - AAAA T AAGTGGAGGACA T A T T T A T AGT T AA T A T T CGGT AAGT AA TGT - A T CGT A T AGGC T TGGTGCA T T T CAGT TGA T T T CAACAAA - - - - - - - - - - GT T C T CCGGCGGTGGCAGCACCGGCGGAGA T TGCACCAAGCC T A T - - - - TGGT ACCAAAAAC T AGAGT A T C TGT - - - - - - - - - - - - - - AAAA T AACA T CA
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TE: rnd_4_family_1329.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_ce.fa_gs.fa_bc.fa
 size: 1015bp; fragments: 11411; full length: 1630 (>=913.5bp)
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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 1015 bp
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TE: rnd_4_family_1329.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: 1317bp; fragments: 10911; full length: 0 (>=1185.3bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1329
 size: 984bp; fragments: 15374; full length: 1499 (>=885.6bp)
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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

Before TEtrimmer 984 bp



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

TE consensus after TEtrimmer (bp)
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