
Start crop Point End crop Point

MSA length = 1561
GT AGGCGCGT CCACA T C TGAGCAC T CACAGGC TGAGCGT AC T A T ACA T TGCAGTGGCGTGCA T A T AA TG - - - - - - - - T A T ACGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGC T T ACCC TGC T T TGA T T TGCA T TGCACGCCAC TGGT - - - - - - - - - - - - - - - - - - - - - ACA T TGGCAGT T A T AGGT TGAAAGGTG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGGTGCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A - - - - T CAAAACA T T T - - - AAACAAAAGGACGT T T AAC T TGAAC TGAA
AAAGA T ACGT A T T AA TGTGAAAA T A T ACAAAGAAAAA T AAA TGAA T A T TGCAGTGACGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGAAAA T A TGT AAAA - - - - - - - - - - GT T AA T T AA T T T A T T TGGGA T T AGAAG
ACGA T AC T A T T T T T A T A T T T AGC T T TGCGTGC T T AGAAA T A - A T AAAA T ACAGTGGCGTGCA T A T AA T - T AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - - - T A TGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCGC TGCACGCCAC TGGT A T T T T T CAAC T - - - - - - - - - AACACAACGC T A T AA T ACA T AAAAACGG
- - - - - - AAA T C T T T A T T TGAGGT T T T A T A - AAC T A T T TGGA - A T A T T T T T CAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T T CAAA TGA TGAA TG
ACAAGAA T T TGT T T AGT TGCAGGA T C T T T T AC T CAA T A T AC - - - - - - - - GCAGTGGCGTGCA T A T AA TGT AGGCA T AA T AACC TGGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAA T C T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGAC - - - - - - - - - - - CA T T C T T T - - - - - - A TGT A T T T T A T TGGT AAA T T T TG
GCAACACGA T ACCAGC T T T C T T T T AAA T T T T CC T AA T TGGGT - T A T A T T CCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACCA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGC T AGGT T C T AAAG - GAC TGT C - AAAA T ACACA T A T AACAGGAAAGAAA T A
T T AACCAAAAC T TGGT C T TGGAA TGGAA TGGAA T AAC T TGA - - T T CAAGGCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGTGT TGCC T ACCC T AGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGGT - A T CCCCAAAGCAA - - - - - - - - - - - - - AAGT T T C T T TGGT AA T AA T AG
- - - - - AACA T A T C T ACA T A T T CGT ACA T A - ACC T AAC T AGC - - - - - - T T ACAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - - T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGC T AACACC T AAAGCAA T TGC T AACAGAACACA T T T T A TGT - - - - - - - - - -
ACA T AA T CA T A TGAA T T T AC TGA T ACAC T - - - - - - - - - - - - - - T T AA T AACAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - AA T AC TGAAGT T T A TGT A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT - - - T CC T AAAA - - - - - - - - - - GAGA T AGAAA T ACC T AAAAAAGGT T AG
GCGGT A T A T T C T T T A T AGGT A T A TGGTGAAAGCCAA T AAA - - - - - - ACACCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGTGTGAAAAC TGCGAC T T CCAGGC - AA T TGT T AAAAA T A TGAGT AGA TGGT T T AGAGAAGG
A T AAAAA T A T A T TGA T T T A T T T A T CAA TGT ACCC T T C T AG - - - - - - - - - GCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T AC T CCAGACAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGCA T TGA T T TGCAC TGCACGCCAC TGC T - A T T T C T AA - - - AA T TGT T AAAAA T T CA T A T T T T T TGT T TGA T A T T T A
CCAAC T A T T CC T T T A T C T AC T A - - - - - - - - - - - - - - - - - - - - - T AAACACCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGT A T CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGC T AAAC T T T AAAA - - - - - - - - AA T AAAACACACA T A T T T AA T AACACAAA
T CAAAAGT ACGGT AAGT CGC T T CGAGAAAAAGA TGGT A TGA - - - - TGTGCCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - A T TGTGT CAGT T T T TGCC T ACCCCGC T T TGA T T TGCAC TGCACGCCAC TGGACCC T T C TGA T A - - - - - - - - ACAGT CA T A T A T T T T CC T AA T AA T AC TGG
A T CGC TGT A TGTGT AAGCGC T T T A T T A TGAAAC T A T T T CGA T - TGT ACAGCAGTGGCGTGT A T A T AA TGT AGGCAAAAAGGCGT TGCC T AC T C T AGACAA - - - - - - - - - - A T TGTGT CAA T T T TGGCC T ACCC TGC T T TGA T T TGCAC T ACACGCCAC TGC TG - - - - - - - - - - - - - - - - - - AAACAAAAA T A T T T A T AAA T TGT TGA T T A
GT AACAAGT T T TGAC T T T TGT T A T T TGTGAAA T CGACA T A T AAAACA T AGCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCACAGGCAA - - - - - - - - - - A T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC TGCACGCCAC TGGAAA T CAACAACA - - - - - - - - - - GAAAAAGGAA T A T T T ACA T AAACACAG
GT AAGT T T AC T T TGGCC T T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGTGGCGTGCA T A T AA TGT AGGCAAAAAGGCGT TGCC T ACCCCAGACAA - - - - - - - - - - - T TGTGT CAA T T T T TGCC T ACCC TGC T T TGA T T TGCAC T ACACGCCAC TGCC - - T C T ACAAGCCA - - - - - - - - - - - - - - - AAAA T A T T CGA T AA T AGTGG
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TE: rnd_1_family_962.fasta.b.bed_uf.bed_g_1.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 1561bp; fragments: 2044; full length: 172 (>=1404.9bp)
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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 1561 bp
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TE: rnd_1_family_962.fasta.b.bed_uf.bed_g_1.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_bc.fa_se.fa
 size: 1861bp; fragments: 2044; full length: 0 (>=1674.9bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500

0
20

0
40

0
60

0
80

0
10

00

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_962

 size: 303bp; fragments: 1412; full length: 691 (>=272.7bp)
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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

Before TEtrimmer 303 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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