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CA T AA T AAAA T A TGT T - - - AGCC T A T ACAAAA T T A - T CCA T A T T AAA T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T TGAGGACAAAGACCCACAAA TGGTGGACGT T T T T AGGGT - GCCAC T C T
AA TGA TGGAA T A T T T T - - - GA T A T A T T - - - - - - - - - C T T T T ACAAAA T AGTGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T AGT T T T AA T T AA T A T T AA T AA T T C T T AA T AAA T AAAA T ACA T ACAAC T CG
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CGT AA T CAGAGA T A T T - - - GGCAAAC TGAAGA T CA - - - - - - - - - - - A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T AA T AA T AAA T A T T A T T AAA T T ACAGGCAA T T A T A TGCA - A T AAC T C T
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TE: rnd_5_family_1353.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: 6054bp; fragments: 20671; full length: 1 (>=5448.6bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6054 bp
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6354bp; fragments: 21022; full length: 1 (>=5718.6bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1353
 size: 948bp; fragments: 10200; full length: 222 (>=853.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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