
Start crop Point End crop Point

MSA length = 1451
TGAA T AAAGT A T A - - - - - - - - - - T TGGACAGGAAAA T A T ACAGT CCCA T ACGTGGCGCCAA T AAGTGTGT AACGT T T T T A T T T T ACAGCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AGCGGT T T T T T AAAACGT T ACAAC TGT CAAA T T T AA T AAGAAA - - - - - - - - - - AAGTGT CC T T A T - - - GA T AA T T T A T T A T C T AC T AA
TGGA T ACAGT A T AGC T CCCCCGT A T AGAGCAGGA T AGAAAA T A T AA T CAA - A T AGGCC T - GGAAGA T TGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAAG - A T A T A T C T T - A T AGT A T T T AA T T CGT AAACAAAAC TGCAA TGAAA T AAC T AACAGCCAAGCAA
- - - - - - - - - - - - - - T T A TGGCACA T T T A TGA T T A T A T T TGTGC T ACC T T T - - - - - - - - - - - - - - - GGCGT AACGT T T T T A T T T T ACAA T C TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAAC TGT AAAA T A T - A T AA T T T AA T A T T CGT - - - - - - - - - TGT AA T T AAA T AA T T T AAAACA T AC T T A
- - - - - - - - - - - - - - - - C T A T CAGAAA T AA T AA T A T A T AGGA TGTGCC T T T - - - - GAAA T - GT T T T AA T T T AACGT T T T T A T T C T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AGAACGT T ACAAC - A T CCGAAA T AA T AAA TGT T AA T T - - T ACAAA T A T C T T T AC T T AAA TGA T T AAC T A T T T AACAG
T - - - - - - - - T ACA - C T T C T T T T CGGGGGGT AGT AAA T T T T T T TGGCCCCACGTGGCGCCAA T AAGTGTGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAAGT A T A T A T T T T AA T AAGA - - - - - - - - - - - CAAA T A T C T T T AA - - - - - - - - - - - - - - - - - - - - - AG
TGAA T AA - - TGT AGC T T TGT TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAA T T A T AC TGT T T AACAGT A T C T A - - - CGT AGAAA T AA T C T T AA T TG - - - - - - - - - AAA T T A T T T TG
T AAA T T AAGTGT TGTGA T T A T T T A T TGGTGAGAAAAGAGT A T C T T CGAC T TGTGAGGTGTGTGGCAGTGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA T A T AA T TGGT ACAAACACGA T CAA - - - - - - - - - - - - AAAC T T A T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T C T T T AAAACGT T ACAA T - T T AA T T TGT AA T A T AA T A T AA T T CAAA T ACCGACCGT CACC T AAA T AA T T AA T AA T CAA T T AA
TGAA T AAAGT A T AGCGT C T A T A T T TGGACACCAAAA T A T ACAGCCCCA T ACGTGGCGCCAA T AAGTGTGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAAC T T T ACAAC - - - - - - - - - - - - - - CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAA - T AA T CA T T TGA T TG
TGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT AACGT T T T T A T T T T A T ACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AAC TGT T T T T T AAAACGT T ACAGT - - - - - - - - - - - - - - - - - - - - - - - - CGGCAACA TGT CCACA T - - - - - - - - TGAAAAA T T T AA T - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGA T CAA T AAGTGTGT AACGT T A T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAGT AAAGAAA TGTGGT ACAC T T T - - - - - - - - T A T AAA T C TGGAA T T A - - - - - - - - - - - - - - - - - - - -
- - - - T AAGA T ACAGC T T TGT C T TGGAGAGAA T CAAA TGCC T T T TGGT AGT CGCGA T A T T AA T T A T A T TGT AACGT T T T T A T T T T ACACCC TGCGAACGGC - - - - - - - - - - GAAAAACAAAGT AACGGT T T T T T AAAACGT T ACAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T
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TE: rnd_4_family_2806.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: 1451bp; fragments: 339; full length: 9 (>=1305.9bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000 1200 1400

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1451 bp
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TE: rnd_4_family_2806.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: 1755bp; fragments: 336; full length: 0 (>=1579.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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_2806
 size: 864bp; fragments: 52; full length: 3 (>=777.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 864 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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