
Start crop Point End crop Point

MSA length = 833
T T AAGAGA TGTGT AGA T CCAGA TGGA T AAGAA T CCA TGGT CC T T T C T CC TGTGCCGGT AC TGA TGGA TGT AGA T CC T AC TGAA T A T CGACACA T A T CCGC - - - - - - - - - - AC T C T C T T AAAA T ACCGGA T C T ACCCA T C T C T AGT T CCAACCCCCAAC TGT AA T C TGT CAC T TGAAA T T CGC T T CC T T T TGA T T ACAGT T T T T T T T TGGC
- - - AGAGA TGAGT AGGT CCGGA TGGA T C T ACA T CCGA T - - - - - - - - - - - - - - GCCGGT AC TGACGGA TGT AGA T CC T ACAGAA T A T CGACCCC T A T T CGC - - - - - - - - - - AC TGT T T T AAAACACCGGA T C T ACCCA T C T C T AA TGCA T TGA T AAAA T TGCA TGCGAGTGT TGGAACGT A TGT T AGGGAGA T CAAGA T ACAA T T AC T AA T
A - - - T T AAC T C TGT AACC T ACACACA T A TGT ACC T A - - - C T T AC T T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T C T T T T AAAA T ACCGGA T C T ACCCCAAGGT T A T T AAAAGA T AAAG - - - T CACA T - - - - - - - - - AAC T CGA T CCGCCA T T A T CGGAAACGT CA T CAAC T
- - - AGAGA TGAGT AGGT C TGGA TGGA T C T ACA T CCGA T - - - - - - - - - - - - - - GCCGGT AC TGACGGA TGT AGA T CC T ACAGAA T A T CGACCCC T A T T CGC - - - - - - - - - - AC T C T T T T AAAACACCGGA T T CACCCA T C T C T AA TGCAC TGACAAAA T TGCA TGTGAGCGT TGGAACGT A TGT CAGTGAGA T CAAGA T ACAC T T A T T AA T
A T ACCGAACAGT AGTGT CCGGA TGGA T A TGAA T CCA TGGACC T C T CGCCGGTGCCGGT AC TGA TGGA TGT CGGT T T T AGA T CC T ACCGACCCC T A T CCGC - - - - - - - - - - AC T C T T T T AAAA T ACCGGA T C T ACCCA T C T C T AC T AAA T AA T AAAAA T TGT CGA T AAA T T T TGTGA T T T T AA T AAA T AAA T ACCGT A TGGT CGAA T AAAA
A T ACCGAACAGT AGTGT CCGGA TGGA T A TGAA T CCA TGGACC T C T CGCCGGTGCCGGT AC TGA TGGA TGT CGGT T T T AGA T CC T ACCGACCCC T A T CCGC - - - - - - - - - - AC T C T T T T AAAA T ACCGGA T C T ACCCA T C T C T AC T AAA T AA T AAAAA T TGT CGA T AAA T T T TGTGA T T T T AA T AAA T AAA T ACCGT A TGGT CGAA T AAAA
T AAAGT AA T TGT T T AC T C T ACA TGGT TGT AAA T A T ACG - - T A T T T C T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T AAAA T AA TGGA T C T ACCCA T T T C T ACCGC T AAGT CGGCA - - - T TGAC - - CCCC TGT AAC T T CGT T TGGA T AAAACAAGAA T C T T T A T T T - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CCGC - - - - - - - - - - AC T C T C T T AAAA T ACCGGA T T T ACCCA T C T C T AC T T CAAAA - - - - AA T TGT - - - - - - T CGTGAAGGGC T CGC T T T AGAAAAA T AAGA T CAGGTGT T CGCC
A - - AAAAAAAAAAAGA T C T AGA TGGA T ACGAA T CCACGGACGT C T C T CCGGTGC TGGT AC TGA TGGA TGT AGA TGT AGT AGAA T A T CGACCCC T A T CCGC - - - - - - - - - - AC T C T C T T AAAA T ACCGGA T T T ACCCA T C T C T AC T T CAAAA - - - - AA T TGT - - - - - - T TGTGAAGGGC T CGC T T T AGAAAAA T AAGA T CAGGTGT T CGCC
T - - - GCAAA T T T AGCC T CAA T A TGGCGGCCGAC T T CAA - T TGT CGCCAC T - - - - - - - - - - - AC TGT A TGCAGA T AC T AC TGA - T A T CGACC T C T A T CCGC - - - - - - - - - - AC T - - C T T AAAA T ACCGGA T C T ACCCA T C T C T AGT A T - - - - - - - - - - - - - - - - - - - - T CAC TGAGTGT T CA - - - - - - - - - - - - GAAAGA T T T T T T T T AA T
A TGAGAGA TGAGT AAGT CCGGA TGGC T ACGAA T CCACGGACC T C T C T CCGA T CACAGT AC T AA TGGGTGT AGA T CC T AC TGAA T A T CGACCCC T A T CCGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAA T AA TGGT AGAAAAGTGAAAA T A T AGGGT T A T A TGT A T T T T T T AA T
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TE: rnd_1_family_944.fasta.b.bed_uf.bed_g_1.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: 833bp; fragments: 2028; full length: 118 (>=749.7bp)
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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 833 bp
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TE: rnd_1_family_944.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1133bp; fragments: 1931; full length: 0 (>=1019.7bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

0
20

0
40

0
60

0
80

0

TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_944

 size: 325bp; fragments: 1125; full length: 299 (>=292.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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