
Start crop Point End crop Point

MSA length = 4822
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAA T AAAAA T A T A T AA T A T ACCAGGT CAAAGA 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 A T A T A T A T A T A T AA T A T A T AA T A
T T T T AGT T A T TGT A T T ACCAAAAAAAAAA T T AAACA T T A TGT T AA T AAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGT CAAGAACAAAAA T AAAAA T A T A T AA T A T ACCAGGT CAAAGA 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 A T A T A T A T A T A T AA T A T A T AA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAA T A T A T AA T A T ACCAGGT CAAAGA T A T A T A T A T A T A T A T A T A T A T A T T T T T T T T T T T T T T T T - - - - - - - - - - - -
T T A T AC T T CGACAC T C - - - - - - - - - T AAACAACAC - - - - - - - - - - - - ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAA T A T A T AA 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 A T A T A T A T A T A T A T T T AA T CGGCGA T T
T CA TGC T T AGT - - - - - - - - - - - - - - CA TGT A T AA T A T T A T T T T T C TGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAA T A T A T AA T A T ACCAGGT CAAAGAAA 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 A T A T A T A T A T AA T A T A T AA T A
T CA T AA T CGGAC T C TG - - - - - - - - - T CA T T ACGACGT TGT T T T - - - - GC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAGA 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 A T A T A T TGCCA T AAAC T TGAAACA T AAGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T ACAAGA T AAAAAAACC T A T AAAC TGA T AAAAACAGACCCCACAAA TG - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAA T A T A T AA T A T ACCAGGT CAAAG - AA T T CAAACCAAAAAA T A T A T A T A T A T A T A T A T A T A T T T C T T A T A T A T AA
T CACA T T AAGT ACC T T ACCACAAAA T AAA T AAAA T A T T A T T T T AA TGAC T A T T ACAAGA T AAAAAAACC T A T AAAC TGA T AAAAACAGACCCCACAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CACA T T AAGT ACC T T ACCACAAAA T AAA T AAAA T A T T A T T T T AA TGAC T A T T ACAAGA T AAAAAAACC T A T AAAC TGA T AAAAACAGACCCCACAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CACA T T AAGT ACC T T ACCACAAAA T AAA T AAAA T A T T A T T T T AA TGAC T A T T ACAAGA T AAAAAAACC T A T AAAC TGA T AAAAACAGACCCCACAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACAAGA T AAAAAAACC T A T AAAC TGA T AAAAACAGACCCCACAAA TG - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAA T A T A T AA 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 A T A T A T A T A T A T A T T - - - - - - - - - - - -
- - - T A T C T AA T ACC T CACCACACAA T AGA T AAAGTGT TGT T T - - - - - GC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACC T AAAGCCAAGAACAAAAAGAAAAAAAAAAA - - - - - - - - - - - - - - - - - AA 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 A T A T A T A T A T AA T A T A T AA T A
T T ACA T T TGA T AACGG - - - - - - - - - T CAGTGA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T ACAGGGTGAGT C T T AAA T AAGTGCAAA T A - - - - - - - - - - - - - - - -
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TE: rnd_4_family_656.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 4822bp; fragments: 535; full length: 0 (>=4339.8bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

0
20

40
60

80
10

0
12

0
14

0

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4822 bp
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TE: rnd_4_family_656.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 5127bp; fragments: 434; full length: 0 (>=4614.3bp)
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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_656

 size: 527bp; fragments: 184; full length: 1 (>=474.3bp)
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Before TEtrimmer 527 bp



0 1000 2000 3000 4000

ORF1

ORF2

ORF7

ORF3

ORF4

ORF6 ORF5

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 100 200 300 400 500

ORF1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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

TE consensus after TEtrimmer (bp)
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