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1 MSA length = 8494 1
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 8494 bp

size: 8494bp; fragments: 694, full length: 0 (>=7644.6bp)
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size: 8814bp; fragments: 714, full length: 0 (>=7932.6bp)

VL

Ml

|

i

250

o

I
2000

4000 6000
TE consensus (bp)

I
8000

coverage (bp)

100

200

150

50

After TEtrimmer Extended plot Blue lines are boundaries

3

ST

=

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

I
8000

TE consensus self dotplot (bp)

2000

8000

6000

4000

v

7

e

2000 4000 6000
TE consensus self dotplot (bp)

I
8000

No TE domain detected

I I I I
2000 4000 6000 8000
TE consensus structure and protein hits (bp)




divergence to consensus (%)

20

15

10

5

TE: Itr_1 family 476
size: 5711bp; fragments: 146; full length: 61 (>=5139.9bp)
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After TEtrimmer ORF and PFAM domain plot

B ORFs
B PFAM domains
&FZ} ORF10
RF16 RF15 RF14 ORF13 RF12 ORF4 ORF8 ORF1l
(&17 L ORF!.()_ ‘_ ORF3 }ORFS ORF ORF7 _} ORF9
N
DUF1759 w Peptidase_AIl7 rve DUF5641
RVT 1
1000 2000 3000 4000 5000 6000 7000 8000



Before TEtrimmer ORF and PFAM domain plot

Bl ORFs

B PFAM domains

ORF2
ORF8 ORF1 ORF3 ORF4 ORF5 ORF6 ORF7
{ T — = 2 e
DUF5641 Inte%rase_HZCZ ‘ Peptidase_Al7 ‘ DUF1759
1000 2000 3000 4000 5000




[E consensus before TEtrimmer (bp)
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