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AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
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AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
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AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA

AATTATA
AATTATA
AATTATA
AATTATA

AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA

AATTATA
AATTATA
AATTATA
AATTATA

AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACA
AAGAAGECTCEGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGECTCEIGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGECTCEIGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGECTCEGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGECTCEGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA
AAGAAGECTCEGCGTCAGTAACTGCTCGCAAGAAACCCAAGAGCGTTACAA

AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA
AAGAAGGCTCGGCGTCAGTAACTGCTCGCAAGAAACACAAGAGCGTTACAA



Start crop Point End crop Point




] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)

25

20

15

10

5

size: 10223bp; fragments: 808; full length: 8 (>=9200.7bp)

|r'|\\|'|
]

o_ﬁ

2000

4000 6000
TE consensus (bp)

8000

10000

coverage (bp)

40 60 80 100 120 140 160

20

After TEtrimmer 10223 bp

——

[

I
2000

I
4000

I
6000

I
8000

TE consensus genomic coverage plot (bp)

I
10000

TE consensus self dotplot (bp)

2000

6000 8000 10000

4000

I
2000

4000 6000 8000
TE consensus self dotplot (bp)

I
10000

>
>
>>
»
>>
>>
3> >
—— e —)
No TE domain detected
[ [ [ [ [
2000 4000 6000 8000 10000

TE consensus structure and protein hits (bp)



1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc

divergence to consensus (%)

25

20

15

10

5

size: 10524bp; fragments: 808; full length: 8 (>=9471.6bp)

TR Ty
1M |||‘|| I

l
1
[l |||||‘||||

E

0

I I I
2000 4000 6000 8000 10000
TE consensus (bp)

coverage (bp)

150

100

50

After TEtrimmer Extended plot Blue lines are boundaries

I I I I
2000 4000 6000 8000
TE consensus genomic coverage plot (bp)

I
10000

TE consensus self dotplot (bp)

2000

6000 8000 10000

4000

0

I
2000

4000 6000 8000
TE consensus self dotplot (bp)

I
10000

>»
»
>>
»
>>
>>
: >
3> 5 SN
No TE domain detected
[ [ [ [ [
2000 4000 6000 8000 10000

TE consensus structure and protein hits (bp)



divergence to consensus (%)

15

10

5

size: 173bp; fragments: 93; full length: 62 (>=155.7bp)

TE: Itr_1 family 277

50

100
TE consensus (bp)

|
150

coverage (bp)

90

85

80

75

70

65

60

Before TEtrimmer 173 bp

[

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

TE consensus self dotplot (bp)

150

100

50

50 100
TE consensus self dotplot (bp)

I
150

No TE domain detected

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




After TEtrimmer ORF and PFAM domain plot

Bl ORFs
ORF1 B PFAM domains
ORF20
=
‘ﬂ ORF6 } ORF ()Rji ‘ﬂ
e I, s = oy i
ﬂ} ‘E ﬂ RF30 RF26 RF24 E} ORF13 } E}
2RF37 {ORF36 RF33 OLFZ’ RF31 RF28 ‘ﬂ {ORFZS ORFS} ‘ﬂ 2RF19 {ORF18

Retrotrans_gag z_; RVT_1 RT_RNastEHagraserHZCZ SH3_Tf2

rve

- —

0 2000 4000 6000 8000 10000



1sus before TEtrimmer (bp)

173

Dotplot

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

7 I

7

1500

| | | | =
3000 4500 6000 7500 9000

TE consensus after TEtrimmer (bp)



