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MSA length = 612
T T CC T T T AA T A T CA T T C T T TGT CACAA T A T AAAC T T A T AAACA - - AAA T AGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGTGA - - - - - - - - - - AAAA T T T T AACGT ACC T AAAGT C T ACCAGACCC T - - - - C T T T ACC T T T A T T C T T TGT CACAA T AACAAAAC T T A T AAACAAAAA T AGCA - - - - - T CCACG
AGTGT T TGA TGGA TGT T TGTGT CA T T AAA T - - - - - - - - - - - - - - - AA T T AGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGACCC T AAAAC T T T ACC T T T AC T C T T T ACCACAA T AACAAAACC T T CAAAC T AAAA T AACA - - - - - T CGAAG
GT AAGT T AAGCAGCCGTGGTGT T A T T ACCAAAA T AAA T T A T AAC T AA TGTGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGACCCCA T CA T T T CGAA T T T - T CCCCAA T TGCAC T T A T AA T AC T T T T CAAA T AAGA T T A T ACACACAAAA TG
AGT AA T T C T CGT T T T T T TGCC T A T T T T CA T - AGT C T C T T T AAA - - AA T TGGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGTGA - - - - - - - - - - AAAA T T T TGACGT AC T T AAAGT C T ACCAGACCCAAAAA T TGT AC T T T T A T T AAGAAC T AAA T AA T CGAGT T T T - - - - - - - - - - - - - - - - - - TGT A T TGCA
AAAA TGT T T AAA T T T C T TGT A T AA T T T AAGGT T CA T T T T AC T T - - AGAGCGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGTGA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGT C T ACCAGACCC T A T AGTGCAA T C T CC - CCGGTGC TGCCACCGCGGAGAAC T CGT AAGT ACAAACACACGAACGAAAAA
- - - - - - - - - - - - - - CCC TGT A T AA - - - - - - - T ACA T T T T T CGT CCAAA T CGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGTGA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGT C T ACCAGACCCA T T T ACCGTGT A T T T A T TGT T T ACGA TGT T C T CGA - - - - - - - - - - T CGTGGCAGCACCCACACCAAG
T T T T T T T T T T T T T T T T T T T T T CGA T CA T ACAAA T A T T T T AA T TGCGA T T TGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGAGCCGCAGA - - - - - - - - - - - - T T T A T T CAAAAA T AAAGAAGAC TGT AA T A T AC TGTGA T A T T T A T AAAAA T
- - TGT T T T A T T T A T T CC TGTGCAA T T T T AA - AAC T T T T T - - - - - - T T A T TGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGACCC T - - - - TGT T A T T T T T - T CA T AAGT T AAA T TGA T AAA T AC TGGT AAA T A T AA T AA T AAA TGCAGGAAG
GCGCC T T CAGA T C T A T CCACC TGGAACAAAAAACA TGT T A T AACCGGC TGGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGTGA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGT C T ACCAGACCCAGT AG - - - - - - - - - - - - T CGGGA T T T T A T T T AAAA T T A T T TGGAAAAA T AAAAA TGAA T ACA T CC TG
CGCA T T T AC T AAAAA T TGACA T AA - - - - - - - AACA TGT CAAAACC T ACCGGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGT C T ACCAGACCCCAC T A T A T CA TGT T T A T A T T T CC T T AGA T T T A TGAAA T CC TGT A TGT A T AA T AA T A T A T ACAGGGGG
- - TGT T T T A T T T A T T CC TGTGCAA T T T T AA - AAC T T T T T - - - - - - T T A T TGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGACCC T - - - - T T T T A T T T T T - T CA T AAGT T AAA T TGA T AAA T AC TGGT AAA T A T AA T AA T AAA TGCAGGAAG
- - TGT T T T A T T T A T T CC TGTGCAA T T T T AA - AAC T T T T T - - - - - - T T A T TGGTGA T AGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T T AACA T ACC T AAAGTGGACCAGACC T T - - - - T T T T A T T T T T - T CA T AAGT T AAA T TGA T AAA T A T TGGT AAA T A T AA T AA T AAA TGCAGGAAG
- - TGT T T T A T T T A T T CC TGTGCAA T T T T AA - AAC - - T T T - - - - - - T T A T TGGTGA TGGT CCAC T T T AGGT ACGT CGT CAA T C T TGAAGT T A T TGA TGT AA - - - - - - - - - - AAAA T T T TGACGT ACC T AAAGTGGACCAGACCC T - - - - T T T T A T T T T T - T CA T AAGT T AAA T TGA T AAA T A T TGGT AAA T A T AA T AA T AAA TGCAGGAAG





0 100 200 300 400 500 600

0
5

10
15

20
TE: rnd_4_family_491.fasta.b.bed_uf.bed_g_3.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: 612bp; fragments: 2258; full length: 515 (>=550.8bp)
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No TE domain detected

After TEtrimmer 612 bp
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TE: rnd_4_family_491.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 912bp; fragments: 2239; full length: 0 (>=820.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

0
20

0
40

0
60

0
80

0
10

00
12

00
14

00

TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_491

 size: 595bp; fragments: 2375; full length: 528 (>=535.5bp)
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Before TEtrimmer 595 bp



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

TE consensus after TEtrimmer (bp)
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