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d uf.bed g 3.bed fm_1.bed O O bcIn.fa_aln.fa _cl.fa gs.fa ce.fa_s After TEtrimmer 14655 bp

size: 14655bp; fragments: 304683; full length: 0 (>=13189.5bp)

L _
N

.

7

14000

ik

|

| WHI‘

i
12000

20

u
I
A“IJ

10000

\‘\\‘\\\\\‘\‘\\\\\\‘\\\\\\\\\\\\\\\\\

15

T HWY‘I

coverage (bp)
10000 15000 20000 25000 30000 35000

10
6000

\
|
e

VLl L4 ////////////r/// SOy 11070/ /4

w'ﬁh
| T
T i '“Tl'l'ﬂ'-wmwu'wmwnw"i ‘ ’{
I
4000

bt ||J||n“||w |

W

il

divergence to consensus (%)

=
E
=z
TE consensus self dotplot (bp)
8000

II I | ] I-I""

0

l ] u -l UL
5000
l
2000
AR NN\NNNLNNNNNNNNY

0

ii ;| I | N0 TFldnmainldpfpr‘fpﬁ i ;I

I I I I I I I I | I I I I y
0 2000 4000 6000 8000 10000 12000 14000 2000 4000 6000 8000 10000 12000 14000 0 2000 4000 6000 8000 10000 12000 14000 0 2000 4000 6000 8000 10000 12000 14000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



a?
[
14000

TE consensus structure and protein hits (bp)

12000

%
10000

6000 8000

4000

2
>4
2000

AT N N N I S SN ASNSRREEE NN MWANN

NN N NN N NRNEE

03

Ve
I
10000

TE consensus self dotplot (bp)

8000

6000

N\

4000

777777

\ . S

NN NN N AR WY %
/ // ” \ // N / A\ N\

DLBOMANSININN Y WY

[ [ [
000¥T 000ZT 0000T 0008 0009 000  000Z 0
(dq) 10|d10p J|oS sSnsuasuod 3J |

After TEtrimmer Extended plot Blue lines are boundaries

1
hﬁ B

14000

I
12000

I
10000

8000
TE consensus genomic coverage plot (bp)

6000

4000

—

=

2000

3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.

_9_

|
00002 000ST 0000T 0005 0
(dqg) abeianod

1::?55:53: '

I
14000

I
12000

I
10000

TE consensus (bp)

8000

6000

4000

=
I
2000

: :?f‘_--“¥s éE_=:_3_L“;:

HIMATTT " _ _

size: 15431bp; fragments: 123033; full length: 0 (>=13887.9bp)

1021 .fasta.b.bed uf.bed

0

52 0z ST 01 S 0
(%) snsuasuod 0] asuabianip



divergence to consensus (%)

10 12

8

6

4

size: 3490bp; fragments: 35; full length: 11 (>=3141bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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