
Start crop Point End crop Point

MSA length = 3588
T A T CAAAAGA T C TGCACGC T T C TGAA T A T T AA T A T A T A T T C T AAGT T A T A - - - - - - - - - - - - AGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT T A T A T
AA T CAAAGGGCGGAA T T T T T T CGAAAAA T T T TGA T A T T TGC T T A T T TGGGAAA T T A T T A T AAAGA T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAA TGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
AA T CAAAGGGCGGAA T T T T T T CGAAAAA T T T TGA T A T T TGC T T A T T TGGGAAA T T A T T A T AAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
CCACA - - - - GT CAA T CCGT T TGCCAAAAA T T A - - - - - GC T T T AAACGT CAAAA T - - - - - - - - AGT A TGA T CGAGT ACCGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
TGACAGGGGACGCA T T C T T T C T TGAA TGT T T A - - - - - - - T T T AAACAGT A - - - - - - - - - - - - AGT A TGA T CGAGT ACCGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
CCACA - - - - GT C T A T CCGT T TGCCAAAAA T CA - - - - - GC T T T AAA TGT CAAA T T T A T T A T A T AGT A TGA T CGAGT ACCGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
GGAAA - - - - ACCAA T T TGT T T ACAAA T AA T CA T - - - - GTGT T T AA T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
AA T CAAAGGGCGGAA T T T T T T CGAAAAA T T T TGA T A T T TGC T T A T T TGGGAAA T T A T T A T AAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGT C T ACAGT CA T A T
- - - - - - - - - GAGAA T T AGT T AAGTGT AA T T T AA - - - T T AGT T AAA TGT T A - - - - - - - - - T AAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T CGCGAGTGGC T ACAGT CA T A T
GGACA - - - - C T T C T C T C T T T T A T T AAGGT T CA - - - - - T T T T CAGGCCA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
ACA T T - - - - ACC T CGT C T T T TGTGAGCA T T T T A - - - T T T T T T T AA T CACG - - - - - - GTGCAAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
CGAGGG - - - A TGAA T CCA T T TGT AA T T AGGT AGGTGT T T T T A TGGT AGCG - - - - T T T T A T AAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CGT A T
- - - - - - - - - GCGCA TGAACGT T T AGACAACC TG - - A T CAC T T T T A TGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
T T ACA - - GGGT T T A T AGGT A T T C T A T AGA T C T - - - - - - A T T T AGGT A T T C - - - - - - T T A T AAAGT T C T A T AGA T ACCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAGAC TGTGCGGACGTGT T T AGTG - - - - - - - - - - TGGAACGA T ACGGA T T T AGAGGGAAGT C T C T CGAGTGGC T ACAGT CA T A T
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TE: rnd_5_family_3757.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 3588bp; fragments: 206; full length: 36 (>=3229.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500 3000 3500

0
20

40
60

80
10

0
12

0
14

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500 3000 3500

0
50

0
10

00
15

00
20

00
25

00
30

00
35

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000 2500 3000 3500

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3588 bp



0 500 1000 1500 2000 2500 3000 3500

0
5

10
15

20
TE: rnd_5_family_3757.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: 3755bp; fragments: 204; full length: 35 (>=3379.5bp)
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TE: rnd_5_family_3757

 size: 3398bp; fragments: 85; full length: 10 (>=3058.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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