
Start crop Point End crop Point

MSA length = 388
T T AAAAAAA T TGT T T T T TGAAGGCGT TGAC TG - - - - - - - - - - - - AC T T C TGGAGGGC TGT T C TGT ACACGGCA T CGACA T T CGT CGGT A T CGGT AAGT T A - - - - - - - - - - T AAC T T AACGA T ACCGACGA T TGT CGA TGCC T TGT ACAGAA T AGCGCCCC TGGGT CC T CACGCAGT T CA T T C T T AA T T T T TGGAAAAGGAC T T AGGT C TG
T TGAAA TGT T T T T A T AC T A T - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGGAGCGC T A T T C TGT ACACGGCA T CGACAA T CC T TGGT A T CGGT AAGT T A - - - - - - - - - - T AAC T T ACCAA T ACCGACGA T TGT CAA TGCCGTGT ACAGAA T AGCGCCCC T - GGT C T T T CCA TGGT C TGT AC T T T AA TGCA T ACGACAGAGA T AAA T A T A
T AGGGGT A T T TGGCCGAAAAC T AAA T AC T CCGAA T CAA TGGGT A - C T T CAGAGGCGC T A T T C TGT A T ACGGCA T CGACAA T CGT CGA T A T CGGT AAGT T A - - - - - - - - - - T AAC T T AACGA T ACCGACGA T TGT CGA TGCCGT T T ACAGAA T AGCGCCCCAGAA T C T T T A T CCGA T CAA T T CGAAGT TGGT CAAAGAAAAA T T AGGCAAA
T TGGAAAAGCC T T T T T T T A T A T AAAAGAAA T T AGT A T ACA T A T T ACAGC TGGAGCGC T A T TGT A T ACACGGCA T CGACAA T CGA TGGT A T CGA T AAGT T A - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - GGGT A T T ACACAAC TG - - - - - A
T T AAAAC T T T A TGT CA T TGAGCAAACACCA T A - - - - - - - - - - - - A TGCCAGGAGCGC T A T T C TGT ACACGGT A T CAACAA T CGT CGGTGT CGGT AAGT AA - - - - - - - - - - T AAC T T ACCGA T ACAGACGAC TGT CGA TGCCGTGT ACAGAA T AGCGCCCCAGGGTGT T C T C T TGAC T A T T CCA T A TGT AAAAGAAACGAAA T CAGGCGAA
T TGGAAAAA T TGGA T A TGGT - T AAAAA T ACGA T T TGGGCA T C T T - - GCCAGGAGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T A - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGC TGTGT ACAGAA T AGCGCCCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - GGACAAGACAGGAA T A T CA T T A
T TGGCGCGT T CGGA T T CCGCGCAAACAAAGT A - - - - - - - - - - - - - TGCCAAGAGCGC T A T T C TGT ACACGGCA T CAACAA T CGT CGGTGT CGGT AAGT T A - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA T CCCGCGT ACAGAA T AGCGCCCCA - GGT C T T C T T T TGA T ACA T T T T T ACA T AAA TGT AAAA T AAA T AAGT TGA
- - - - - - - - - - - - CACGC T A TGCACGCGAAA TGAAAAAC TGTGT TGGCGC TGGAGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGGT A T CGGT AAGT T A - - - - - - - - - - T AAC T T ACCGA T ACCGACGAAAGT CGA TGC TGTGT A T AGAA T AGCGCCCC T - GGT C - - T ACGCGGGT CGTGCCACGC TGCGC T T TGT T CAA T T TGCGC T A
TGGGA T TGACGGGAAACCA TGTGAAGGT AC T AACAGAA T ACA T T - AGCC TGGAGCGC T A T T C TGT ACACGGCA T CCGCAA T CACC TGT A T CGA T AAGT T A - - - - - - - - - - CAAC T T ACCGA T ACCGACGA T TGT CGA TGCCGT A T ACAGAACAGCGCCCC TGGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGGT AA T AA T A
T T T ACA T AGT T ACGT AC T A T A T A TGAA - - - - - A T A T T C TGT AGT - GCCC TGGAGCGC T A T T T TGT AGAC TGCA T CGACAA T CGT CGGT A T CGGT AAGT TG - - - - - - - - - - T AAC T T ACCGA T ACCGACGA T TGT CGA TGCCGTGT ACAGAA T AGCGCCCC T - GA T - - - - - - GT AA TGTGT AAAA T AA T A T ACAGAGTGTGAA TGAA T - - -
T TGA T T TGT T T T CCCACCA T AAA T A T A T ACCAA T T A T T T A T AGT AGACC TGGAGCGC T A T T C TGT ACACGGCA T CGACAA T CGT CGG - - T CGGT AAGT T A - - - - - - - - - - T AAC T T ACCGA T ACCGAGGAC TGT CGA TGCCGTGT ACACAA T AGCGCCCCC T AGT C T A TGCA TGA T T CA T CGT T CCGT CAA T CCAA T AGAAA T AAACCAA
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_4.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: 388bp; fragments: 1991; full length: 27 (>=349.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

50 100 150 200 250 300 350

20
0

40
0

60
0

80
0

10
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 50 100 150 200 250 300 350

0
50

10
0

15
0

20
0

25
0

30
0

35
0

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 50 100 150 200 250 300 350

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 388 bp
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TE: rnd_1_family_709.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 688bp; fragments: 1980; full length: 0 (>=619.2bp)

TE consensus (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_709

 size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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No TE domain detected

Before TEtrimmer 342 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 50 100 150 200 250 300 350
0

50

100

150

200

250

300


