
Start crop Point End crop Point

MSA length = 1621
TGT AA T T A T T T CCAC T AA TGGCGT TGAA T AAGT TGGGA T T AAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAGT AC T - - T T C T CAGGAC T ACAC T T T ACC T CC T A T T CA T TGT T - CCCCA T C T T C T C T AAA - - - - - - - - - - - - - - - - - -
AGGGAAAA T T T CGA T AGA TGACA T T CAAAAAAA T T ACA - - - - - - AAC T T T AAAAGGGAGA T AGT T AA T T T T CAA T CAAAAAAAAAAAAA T T AAA - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T A T T CAA T CACAAAAAAAGAAGT T ACAC T C T C T T TGT T AC - - CA T AA T T T TGT AAAA T - - - - - - - - - - - - - - - - - -
TGT AA T T A T T T CCAC T AA TGGCGT TGAA T AAGT TGGGA T T AAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T AC T - - T T C T T AGGAC T ACAC T T T ACC T CC T A T T CA T TGA T - CACCA T C T T C T C T AAA T A T T T T C T AGCCAA T T C T
CCAGGA T C T T T A T AAAAACAGT A T T AAAAGTGT T AAA T A T AC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CA T T AGT T CGCAGTGGAACCACAGC - - - - - - - - - - - - AAC TGAC - AGC TGT T C T A T A T AA T TGAGT T A TGT T AA T AAA T
AGGGAAAA T T T CGA T AGA TGACA T T CAAAAAAA T T ACA - - - - - - AAC T T T AAAAGGGAGA T AGT T AA T T T T CAA T CAAAAAAAAAAAAA T T CAA - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T A T T CAA T CACAAAAAAAGAAGT T ACAC T C T C T T TGT T AC - - CA T AA T T T TGT AAAA T - - - - - - - - - - - - - - - - - -
T CAAGCCA T T T CGGAGGACAGGGAACAAAGAA T TGAAAAAAA T CAAC T T T AAAAGGGAGA T AGT T AA T T T T CAA T CAAAAAAAAAAAAA T T CAA - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC TGA T CAC T T A T CCCC T T T AA T - AAGT T T CA TGGAAAA T A
T CAAGCCA T T T CGGAGGACAGGGAACAAAGAA T TGAAAAAAA T CAAC T T T AAAAGGGAGA T AGT T AA T T T T CAA T CAAAAAAAAAAAAA T T CAA - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC TGA T CAC T T A T CCCC T T T AA T - AAGT T T CA TGGAAAA T A
- A T AGCCA T C T A T - ACAA T A T CCGT T AAACCGT T CAAAA T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T AA T CAC T T A T AA T A T AA - - - - - - - - T C T C TGT A T A T CGA T CCAGAGT T T T T T T T AA T CAAC T T TGGCC T AAAAC T
T CAAGCCA T T T CGGAGGACAGGGAACAAAGAA T TGAAAAAAA T CAAC T A T AAAAGGGAGA T AGT T AA T T T T CAA T CAAGAAAAAAAAAA T T CAA - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T ACC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC TGA T CAC T T A T CCCC T T T AA T - AAGT T T CA TGGAAAA T A
T A T AA T TGT C T T A T A TGA - - - - - - - - A T T A T A T T T AGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T AC T CAAC TGAGAAACGAGAGGT T A T T T T T AA T A T A T CA TGCGACGGT T T TGT T TGCGT AA T T T T CACAAAAAA - -
GAC T A T T AC T T ACAACAA T T ACCAGCAA T AAA T T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AC T CAAA T ACCGACACA T CAC T AGT - - - T T ACAGT A T AGTGC T - - - - GC T A TGT T CA T T C T T T - - - AA T T CGT T CCAA T T A TGGT T CGT A TGCAAC T
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TE: rnd_4_family_1130.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: 1621bp; fragments: 6406; full length: 17 (>=1458.9bp)
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TE: rnd_4_family_1130.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: 2154bp; fragments: 5487; full length: 0 (>=1938.6bp)
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TE: rnd_4_family_1130
 size: 1138bp; fragments: 4591; full length: 62 (>=1024.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000

50
0

10
00

15
00

20
00

25
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 200 400 600 800 1000

0
20

0
40

0
60

0
80

0
10

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1138 bp



0 200 400 600 800 1000 1200 1400 1600

ORF5 ORF1

ORF4

ORF2

ORF3

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800 1000

ORF1

ORF2

ORF5

ORF3

ORF4

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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