SLdlt LIvpy Ul

ABITAAAATTATTTATGTTA
ABTAAAATTAGATATGTTA
A ————ATIATATATGTTA
------- TAAAATTAGAIATGTTA
GITAAGTTTATATATGTTA
A-vmm- TATATITITTA
AI————TTTATATATGTTA
----- AATATAATGTTA

- - - -AATATATEBTGTTA
TTCAATTAITT

Hu Livy rultic

MSA length = 4772 1
CATATGATAAAAATGACATCATGACABCAGGGTAGCCGAGCGAG - = = = = = = & & & o o o o o o o o o ot ot o f ot e oo f i i e o oo miie e oo
CATATGATAAAAATGACATCATGACARCAGGGTGGCCGAGCGAG---------- TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATCRCAAGTTATTABATATA

CATATGATAAAAATGACATCATGACA
CATATGATAAAAATGACATCATGACA
CATATGATAAAAATGACATCATGACA
CITATGAT—AAAATGACATCATIACA
CATATGATAAAAATGACATCATGACA

CAGGGTGGCCGAGCGAG----=--- - - - TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC
CAGGGTAGCCGAGCGAG---- -~~~ - - TATCTGGTTJATTGTTTTATTTAAGGGTTAAAATAATC
CAGGGTAGCCGAGCGAG--------- - TATCTGGTTGATTGTTTTATTIA.GG—TIAA-AT
CBcGGTGGCCGAGCCRG- - - - - - - - - - TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC
CAGGGTGGCCGAGCGAG----=----- - TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC
CATATGATAAAAATGACATCATGACABCAGGGTGGCCGAGCGAG- - - - = - - = - - TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC
CATATGATAAAAATGACATCATGACABCAGGGTGGCCGAGCGAG- - - - - - - - - - TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC
------------------------------------------------------ TATCTGGTTGATTGTTTCATTTAAGGGTTAAAATAATC

AAAGTTATTATATATA

CAAGTTATTATATATA
AAAGTTATTATATATA

AAAGTTATTATARATA- - - - - - -
AAAGTTATTATATETA------ -

AAAGTTATTATATATA-A







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

divergence to consensus (%)

20

15

10

5

size: 4772bp; fragments: 666; full length: 0 (>=4294.8bp)

\
Wil

I I I I
1000 2000 3000 4000
TE consensus (bp)

o

150

coverage (bp)
100

50

After TEtrimmer 4772 bp

1)

I I I I
1000 2000 3000 4000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000

3000 4000

2000

a4

I I I I
0 1000 2000 3000 4000

TE consensus self dotplot (bp)

»

No TE domain detected

I I I I
1000 2000 3000 4000
TE consensus structure and protein hits (bp)




1 uf.bed g 4.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0 O bc

divergence to consensus (%)

20

15

10

5

size: 5072bp; fragments: 666; full length: 0 (>=4564.8bp)

I I I
1000 2000 3000
TE consensus (bp)

I
4000

coverage (bp)

100 150

50

After TEtrimmer Extended plot Blue lines are boundaries

I I I I
1000 2000 3000 4000
TE consensus genomic coverage plot (bp)

I
5000

TE consensus self dotplot (bp)

1000

3000 4000

2000

/

I I I I
1000 2000 3000 4000

TE consensus self dotplot (bp)

No TE domain detected

»

I I I I
1000 2000 3000 4000
TE consensus structure and protein hits (bp)




15 20 25

divergence to consensus (%)
10

TE: Itr_1 family 473
size: 4676bp; fragments: 438; full length: 0 (>=4208.4bp)

I I I I
0 1000 2000 3000 4000
TE consensus (bp)

coverage (bp)

60

100 120 140

80

40

20

Before TEtrimmer 4676 bp

—_—

I I I I
1000 2000 3000 4000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000

4000

3000

2000

1000 2000 3000
TE consensus self dotplot (bp)

I
4000

No TE domain detected

I I I I
1000 2000 3000 4000
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot

ORF2

Bl ORFs

B PFAM domains

)
ORF10 ORF3 ORF6
ORF1 ORF9 ORF4 ORF5 ORF8 ORF7
1000 2000 3000 4000




Before TEtrimmer ORF and PFAM domain plot

BN ORFs
B PFAM domains
ORF6
ORF5
ORF11
ORF4
ORF12
ORF2 ORF10
ORF1 ORF3 ORF7 ORF9 ORF8
1000 2000 3000 4000




[E consensus before TEtrimmer (bp)

4500

4000

3500

3000

2500

2000

1500

1000

500

Dotplot

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

A\

AN

I I I I I I I I
1000 1500 2000 2500 3000 3500 4000 4500

TE consensus after TEtrimmer (bp)




