
Start crop Point End crop Point

MSA length = 6111
CGA - A T A T T T CAGGCCGT A - AACCAGAGGA T - - - - - T TGT T T - AA T 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 C T A - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A TGT A T ACCGCGA T T T TGTGC T T ACAAAA T CACA T T CCA T T A - AA T 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 TGT A - - - - - - - - - - CA T T CAC T CGGG - - - - - - - - - - - - - - - - - - - - - - -
T - - T AAGGCAC T T A T T AAA - - - - GAAAAA T T - - - - - - TGT AAAAA TGT A T TGT 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 AACAGT A T T - - T A T T T - TGAC T AA T A T CAAGCA T ACCC T A - A T T T AAA T T T T T T AA
GT A - T AA T T T T T T T T T A T A - C T T AGGAGGT T A - - - T T TGTGA - T A TGT 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 AACAGT A T C T A - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - C TGT T TGAA T A - - - - - - - - - - - - - - - - - - - - - - - - AA T 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 AGTGGACCCACGGAA T CCGT AACAA T A - - - - - - - - - - T AA T CA T T A T T T AA T A TGC TGA T A - - - - - - - - - - T T T AA
T CAAAAAC T T T T ACC T A T AAAC T T A T AAGT T - - - - - CCA T CA - T TGA 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 T A - - - - - - - - - - T TGAAA T AAAGAAC T AA T AA - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - C T ACAAAA TGAGAAAC - - - - - - - - - - - - - AACA T A T TGT CAAGAAAAA TGGCGT 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 A TGT A - - - - - - - - - - AGTGAACC T AAGTGT - - - - - - - - - - - - - - - - - - - -
T T A T AAACC T T T T T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - T AGGT A T TGT 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 AACAGT A T - - - - - - - - - T AA T AA T T A T A TGT T A T A T A T AAAA T T A T AA T T T T T T AA
- - - T A T AC T T T T T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - AAAGT 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 AACAGT A T T - - T A T T T ACGA T AC T T T A T T AA T A T AC T AAAAA T CA T AA T T A T C T AA
A T A T A - - - - - - - - - - - - - - - A T T AAAAAA T - - - - - T T T T T T A - AAAA 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 A T A - - - - - - - - - - T A T TGGT A T AGGAC - - - - - - - - - - - - - - - - - - - - -
T - - T CGGCC T C T T T T T C T T CACGGAAAAA T T - - - - - - - - - - - - AAAA T A T TGT 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 A T - - - - - - - - - T AA TGT T CGT T CAA T A T T CCCAA - - T T A T AGT T T T T T AA
- - - - - - - - - - - - - - - - A T AAA T T T AAAAA T T 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 AACAC T A TGT A - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T ACCGT AC T C T T CA T ACA - - - ACAAAAA T CGT AGT A TGT AAAAGT 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 T T T AC T T A T AA T T T T AAGT T AGT A TGT CAAAAA T T AGAAA T T T T CAA
- - - - - - - - - - - - - - - - - - - GA TGCCGA TGCC - CAA T T T C T T TGT A T 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 T - - - - - - - - - - - - - - - AA T A T ACA T T T T A - - - - - - - - - - - - - - - - - -
A - - CAGAAA T A T T CCC T AA - - - ACAAA T A T T - - - AAGT T T AGAAA T 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 T - T T T T T A T AGTGCAAGT T T T AGGTGCAAAGAA T T T T AA T AC T TGAA
- - - T A T A T A T AAA T A T A T AAAAA T AGA T AAC - T T A T CCGT CA - ACAA T A T TGT 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 A T T - - - - - - - - - - - - - - - - - - - - AA T A T T C TG - - - - - - - - - - - - - - - - - -
T T - - T AA T T T T CGT A T A - - AA T T T T AA TGCCA T AA T CAA T - - - - - AA T A T TGT 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 A TGC - - - - - - - - - - - - - - AAAAGAAAGT T T C - - - - - - - - - - - - - - - - - - -
- - - T T T A T T T AGC T A T A - - - - - - - - - - - - - - - T AA T A TGT AAAAAAA T A T TGT 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 A T T A - - - - - - - - - - - - - - - AACAAA T T T T AGA - - - - - - - - - - - - - - - - - -
T T C T T AAC T T T AC T C T A - - AAAAC TGAAACCA T AAAC T A T CG - T AGA T A T TGT 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 AGTGGACCCGCGGAA T CCGT AACAA T A T A T - - - - - - - - - - - - - - - ACAGGGTGT T T CA - - - - - - - - - - - - - - - - - -
- - - T T T AC T T ACGAA T A - - - - A T T TGGT A T C - T AAC T T A TGAAAACA 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 T A T - - - - - - - - - - T T T AAACAAAAACGT CAA - - - - - - - - - - - - - - - - -
A - - CAGA T C T CGT TGT AAA - - - ACAA TGGT - - - - - - GTGCAAA T AGA 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 - - T A T CA T T AAACGT T AA T AGGT A T TGTGACGGT T A T TGCC T T C T AG
A - - - - - - - - - - - - - - - - - - AA T T TGAA T T CCA - - - - - - - - - - - A T AGT A T TGT 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 AACAGT A TGGA - - - - - A T AA T AAACAA T ACA T A TGCA TGA - - - - - - - - - - - - - - - -
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TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_1.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: 6111bp; fragments: 18598; full length: 0 (>=5499.9bp)
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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 6111 bp



0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
25

TE: rnd_5_family_1353.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6411bp; fragments: 18112; full length: 0 (>=5769.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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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