
Start crop Point End crop Point

MSA length = 497
GAA - - - - T AAGT A T AAA T TGT AA T TGGT ACACA T ACA T A T T T T AAAAA T AGCAGGT T AGT CGTGAC TGAC T AAGT T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T T T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGCA T AA T T ACAGC T A T A TGT AAAGAC T T AACAA T T T T A T AA TGT CA T C
CAAA TGT T ACAAAAA - - - - - T A T T AA T T T T AGA T A T A T AACA T AA T AA T AGCAGGT T AGT CGTGAC TGAC T AAGT T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T T T T AACA T T A T CAGT AGT T AGT AAACAGCCA T T - - - - - - - GCAAA TGAAAA T AA TGA T T T T AA - - - - ACGA T T AAGGGAA T AA T A T T AGG
T T AC TGT T CAAAAAACA T TG - AA T T A T TGCA T C T AAA T CGC T TGAAAA T A - - - - - - - - - - - - - - - - - - GA T ACAGAAA T AAAAAAC T CAAAA T T T AAA TG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGA - - - - - - - - - - - AGAAA T A T A - - T AGA T A T A T AAAAAAAA T AAA T AGA T A T A T AAAAAAAC T
GAAGT - - T T T ACA T A T A T AA T AA T T AA T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAAAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T T T T T A T A T AA - - - - - - - - - T A TGT A TGTGT A - - - - - - - - - - - - - - - - - - - - - - - - - - -
AAAA T CA T T AAAAAA - - - - - T AA T T TGT T CA T T TGCA T A T CA T AA TGA TGGC TGT T T AC T AAC T AC TGA T AA TGT T AAAAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T T A T AA T A T A T A T C T AAA T AGT AACA T T TGCA - - - - T TGT T T AAACAAA TG - - - - - - - -
C T A T T T - T CAAAA T AGA T T A T AAA T T A T A T A T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T T AA T A T A T AA T A T C T AA
A T A T A T A T A T A T A T A T A T T A - T A T A T A T A T A T A T A T A T A T T T T AAAAA T AGCAGGT T AGT CGTGAC TGAC T AAGT T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T A T A T T T AGGA T T A TGT AAAAG - CAA T AA T A T ACAGGGTGT T CCA
CGAA T C T C T T ACA T A - - - - - - AA T C T A TGT ACAC T AA T T TGT T AAAAA T AGCAGGT T AGT CGTGAC TGAC T AAGT T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T AA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AA T AAA T A T T T AA T A T T T T A
CCAC - - - T T T ACA T A - AC T A - AGAAAA T A T A T T T CGA T AGT T T CAAAGA T - - - - - - - - - - - - - - - - - - - - - - AAA T AAAAAAAAAC T CA T AA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T T T T T A T A T A T A T A T A T A T A T A T A T A T A T A T AAAAA - T A T A T A T A T A T T AGGT A T T TGC
TGA T T - - - - AAAA T AAA - - - - A T A T T AAA T A T T T A T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T T AGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T T T T T AAA T T AGTGT ACA - - T AGA T T T A TGT AAAAAC T T C T T AAAAA T A T AA T T T T T AG
CGGT TGT T T AACA T A T A - - - - GAA T AACA T A T C T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T T AACAAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T C T T AAC T T AGT CAGT CACGAC T AACC TGC T A T T T T T A T A T T AACA T A T A - - - - - - - - - - - - - - - - - - T T CAGT T TGT A T T T AGACA T T A T
CAGT T T T T T T A T A T A T C T T A - T T T T T A T A T A T C T A T A T A T T - - - - - - - - - T CAGGT T AGT CGTGAC TGAC T AAGT T AAGAAAAAAC T CAAAA T T T AAGTG - - - - - - - - - - TGAGT T T T T T A T T T C TGT A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T T AGA TGCA - - AA T T T CA TGGC T A T T TGT T T T T TGA
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TE: rnd_4_family_116.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: 497bp; fragments: 3249; full length: 18 (>=447.3bp)
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TE consensus genomic coverage plot (bp)
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T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 100 200 300 400

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 497 bp



0 200 400 600 800

0
5

10
15

20
TE: rnd_4_family_116.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: 800bp; fragments: 3004; full length: 0 (>=720bp)

TE consensus (bp)
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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_4_family_116

 size: 422bp; fragments: 3007; full length: 4 (>=379.8bp)
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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
)

0 100 200 300 400

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 422 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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