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MSA length = 4057
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AACA T T T T T A T T T AA T ACA T T AA T A T A TGC T T TGAACA T T C T AGAAAAGTGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACGA T T T T T T T C TGCA T AC T AAC T AC TGGGAAC T AACAA T AA T CA T T C T AGAAAAA T TGC T TGT
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CAAACA T T T C T TGAA T ACA TGAA T C T T T T C T AGAA TGA T T A T TGT T AAGTGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACGA T T T T T T T C TGCA T AC T - - - - - - - - - - - - - T T T C T AGAA TGT T CAAAGCA T AA T T T CA TGT
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T - AA T A T T T A TGAAA T - - - - - - - - - - T T C T TGT AAAGA T TGT AA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACGA T T T T T T T C TGCAAAA T AAAAAC TGTGCA T AGAAAAAAA - - A T CGT T CAA T T - - - - - - - - -
CAAAGTGC T ACCAAA T ACAAAAA T T C T T T T T CCAAA T AGGC T AA TGAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACGA T T T T T T T T C TGC T AC T AAC T AC TGGGAAC T AACAA T AA T CA T AA T AAAA T A - - T ACA T T T
CA - - GAGCC T C TGAA T - - A T AA T A T T A TGT T A TGA T T A T TGT T AGT T AGT CAGAAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACGA T T T T T T T C TGC TGAA T AA T - - - - - - - - - - - - - - - - - - A T T A TGGTGC - - - - GTGT T C T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAACA T TGT T T CC T TGCAAGCC T T CCCAAACACCCACGA T T T T T T T C TGCA T AAACAC T T T A T AGCA T AGT TGA T AA - - - - AA T CCAA T T A T T T T T T T T
- - - - - - - - - T T T AGGC - - - T T A T A T T T C TGT A T AAACA T T T ACAAAAAA TGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGC T TGAAAGGAAACAA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA - - T A T T T A T T T A T T - - - T CGCCCC T T C T CGGGGA TGAAA T T AAAAAAAGCAGAAAAAAA T CGTGGGTGT T TGGGAAGGT T TGAAAGGAAACAA TGT T T - - - - - - - - - - AAAACA T TGT T T CC T T T CAAGCC T T CCCAAACACCCACAA T T T T T T T C TGTGT T C T AA T T T T C TGGAAC T AACAA T AA T CA T AA T T AAACAA T T T T T T AG
AG - - CGGC T AC T CAAAA T CAGGGCA T T CA T T T CGT AGA T CA T CAGCAACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T A T T AGGGT T - - T CC T A T A
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TE: rnd_5_family_10213.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 4057bp; fragments: 4687; full length: 0 (>=3651.3bp)
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co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4057 bp
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TE: rnd_5_family_10213.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 4930bp; fragments: 3980; full length: 0 (>=4437bp)
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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_10213

 size: 1475bp; fragments: 1888; full length: 13 (>=1327.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1475 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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