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1 MSA length = 8812 1
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 8812bp; fragments: 57641; full length: 0 (>=7930.8bp)

divergence to consensus (%)

25

20

15

|

|

TR

"I

|

I N.“"Nﬁlm'x

TR

M0

.’ | .:||| erm"l O

kllll'f

\

mu”'

m

w
!

coverage (bp)

Il,ulll\ll TRl LU

il

Il

“II“'N

=

N
o
o
o

4000 6000
TE consensus (bp)

I
8000

4000 6000 8000 10000 12000 14000

2000

After TEtrimmer 8812 bp

N~

_J]

I | I
2000 4000 6000
TE consensus genomic coverage plot (bp)

I
8000

TE consensus self dotplot (bp)

8000

6000

4000

2000

2000 4000 6000
TE consensus self dotplot (bp)

I
8000

x © ; >
®
x
>x <€
g
No TE domain detected
[ [ [ [
2000 4000 6000 8000

TE consensus structure and protein hits (bp)




)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 9124bp; fragments: 54521; full length: 0 (>=8211.6bp)
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TE: rnd_4_ family 3545
size: 198bp; fragments: 452; full length: 130 (>=178.2bp)

0 50

TE consensus (bp)

I
100

I
150

coverage (bp)

300

250

200

Before TEtrimmer 198 bp

~

I I
50 100 150
TE consensus genomic coverage plot (bp)

100 150

TE consensus self dotplot (bp)
50

50 100 150
TE consensus self dotplot (bp)

No TE domain detected

50 100 150
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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