
Start crop Point End crop Point

MSA length = 10238
T T T T AGT T CCGAA T T AAA T AAAAAGAA T T T AA - - - - - - GAGAACACACCC TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CAC T AAAC - - - - - - GGAACCAC T AAAAAA T A T CCA T A T T - - - - - - - T T A - - - - -
A T AAAA T A - - - - - - - - - - AAA T CGGAC T T T AAAAAAA T T T T CAGAAAC TGTGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAAC TGT T TG - - GAGT T C T CCAAAAA T TGT T T T T A T A T C T A T T A T AA T A T T A
T T T T AAAGT AAGGC T AAAAAA T A T A T A T T - - - - - - - - - A T T AA T ACA T A T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T T T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAA T A TGT C T - - AAAAC T A T CGAAA T A T A T T T AC T CC T A T C T T A T T A T AA T A
CCGTGA T A T CGA T A T AGT T T A T ACAAA T T T AA T T AGA - A T TGGCAACAGT TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACACAGTGT CCAAAAGGA T T T CAGAGGA T T T T T AAGT CAGT T T C - T T C T AA - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGT CAGT CGGA T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAGGA T C T T T - - GAGAGCGCCAGCAA T T T T T T T CGC TGCC T T AA T T AAGA - -
C T ACACAA T T T TGA T C T CAAAAGAAAA - - AAAGT CAGT - C TGAAAAA T A T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAA T A T - - - - ACCA TGCCCC TGA TGAAA T T T A T CGACAC T T T T - T T A - - - - -
CCACAC T A T CAGCC TGGCGAAA T AGGA - - - - - - - - - - - - - - - - - - - - - - - TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAAGG - - - - - AAACGC T T A T CAGGAAGA T T CC T A T T T - - - - - - - - - - T AA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T AAA T T TGCACA T AAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGA T T T AAAAACC T AC T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAACAGTGCG - - - - - - - - - - - - - - - - - - T T TGT AA T CGT A T T C T C TG - - - - -
T CGT A T T A T T CGAAGGGCA T CAAAAAA T T AGAA T CGT T - - - ACAAAGTGT TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAGTGT A T AGAAAGT T T TGGCGAAAAAAGT TGTGT T T T C T T AC - C T A T AA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACA - - - - - - - - AA - - - - - - - - T AAAA T AA T T T T T C T T CGT T T T T - T T A T AA - -
C T A T AC T AGC T AAC T TGAGTGTGACAGCGCGCA T AAAACCGCCAAC T T AGTGT AGCA T T T T T T A T T T CC T T TGA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACA T T AGT T T CGA T AGT A T A T CGA T AAC T CA T AGT T C T AA T TGT A T AGAAA - -
T CGCAGA T TGCGAC T AAAA T A T T C T T AC T T AGT T AA T - C TGCCGCAAACC TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T AC T TGGGT AACGACAGAAAAGT CGT CACAAACCGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGA TGT T A TGTGGCCCGC T AA T AGA T A T T AAACCC T A T - - - T T T T T ACA T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - T T AGT A TGAAC TGT T A T A T AAA T TGT AGCA T T T T T T A T T T CC T T T AA T AAA T T TGAA T T T AAAAA T C T A T T T T - - - - - - - - - - AACGGA T T C T T T T T T CA T T C T A T T TGGGT AACGACAGAAAAGT CGT CACAAAA T A T AC - - - AGGGTGT CACAAAA T T T CA TGGAC - - - - - - - - - - - - - T A
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TE: rnd_1_family_284.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 10238bp; fragments: 6427; full length: 1 (>=9214.2bp)
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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 10238 bp
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TE: rnd_1_family_284.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 10538bp; fragments: 6438; full length: 1 (>=9484.2bp)
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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_1_family_284

 size: 6044bp; fragments: 426; full length: 111 (>=5439.6bp)
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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

Before TEtrimmer 6044 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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