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MSA length = 9976 1
TGAGAGGTCGAAAGTAAGAGTGGGATAAAATTTTGT - - =-=-=------ CGTTTTTGCCGAGAGTAAAATTTTAACCCACTTTTGCTATCAGCCTCTCAAAT
TTGAGAGGTCGAAAGTAAGAGTGGGATAAAATTTTGT - - -=-=------ CGTTTTTGCCGAGAGTAAAATTTTAACCCACTTTTGCTATCAGCCTCTCATTT
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.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)

size: 9976bp; fragments: 159254; full length: 3 (>=8978.4bp)
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fasta.b.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.f

divergence to consensus (%)

size: 10280bp; fragments: 158050; full length: 3 (>=9252bp)

20 25

15

10

ﬂmwmnlm UM

et L ]

s 1|
e -

LT R T AT TR T

=

ORRAR R A L T

e

i)

i

|

]

il \u’w

|

il

"

it sl
1

[

§

!

—

4000 6000
TE consensus (bp)

I
8000

I
10000

coverage (bp)

20000

40000 50000

30000

10000

0

After TEtrimmer Extended plot Blue lines are boundaries

\;Ir‘{\ — —

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

|
10000

TE consensus self dotplot (bp)

8000 10000
|

6000

4000

2000

I
2000

4000 6000 8000
TE consensus self dotplot (bp)

I
10000

No TE domain detected

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

I
10000



divergence to consensus (%)

15

10

5

TE: Itr_1 family 936

size: 2917bp; fragments: 75; full length: 0 (>=2625.3bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF-Z' RF21
RF26 ORF-'S| RF22 ORFli SiRF17
RF27 ORFj ORF23 ORF‘ ORF; EFRFZO FERF19 ORF15
ORF]; ORFi (iRF25 RF24 ORF ORF!; ORF10 } ORFlg ORF13 } ORF14 ORF18 ORF1p6
Antimic;obial23 DUF786§
2000 4000 6000 8000



Before TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)

Dotplot

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