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GAATTATATGATGGTCCAGTGCAGATCCTTATGGGAGCAGCCCACCTAGC - - === == - - - GTAAAAATAATTTTTTTAAAAAGTAATTTTAGTTTTAAGAAACCAAAACTCAGGTGAAABATTTARGT TABTAAAAAAAAGAAACTAAT
GAATTATATGATGGTCCAGTGCAGATCCTTATGGGAGCAGCCCACCTAGC - - === == - - - GTAAAAATAATTTTTTTAAAAAGTAATTTTAGTTTTAAGAAACCAAAACTCAGGTAAAAATIIAAGT TAITAAAAAAATGAAAATAAT
GAATTATATGATGGTCCAGTGCAGATCCTTATGGGAGCAGCCCACCTAGC - - === == - - - GTAAAAATAATTTTTTTAAAAAGTAATTTTAGTTTTAAGAAACCAAAACTCAGGTGAAAATTTARBG AATAABAAAATGAGCCCAAT
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GAATTATATGATGGTCCAGTGCAGATCCTTATGGGAGCAGCCCACCTAGC - - === == - - - GTAAAAATAATTTTTTTAAAAAGTAATTTTAGTTTTAAGAAACCAAAACTCAGGTGAAAAATTTAAGT ATABBTAA - AAAAAAATGAAACTAAT
GAATTATATGATGGTCCAGTGCAGATCCTTATGGGAGCAGCCCACCTAGC - - === == - - - GTAAAAATAATTTTTTTAAAAAGTAATTTTAGTTTTAAGAAACCAAAACTCAGGTJAAAAATTTAAGT AATAITAAAAAAAAAATATAACTATT
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d fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed 0 O bcin.fa_aln.fa_cl.fe
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size: 5676bp; fragments: 244; full length: 0 (>=5108.4bp)
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d ufbed g 2.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 6306bp; fragments: 220; full length: 0 (>=5675.4bp)
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TE: Itr_1 family 1038
size: 7101bp; fragments: 132; full length: 9 (>=6390.9bp)
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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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[E consensus before TEtrimmer (bp)

/7000

6000

5000

4000

3000

2000

1000

Dotplot

(windowsize = 25, threshold

= 50.00 09/10/25)

AN

NNY NN

7 4 ’
’
A
7’
4 ’ v ’
7’
4
7
124 ’
Vs 7’
4
AR A
v 4 7 4
7’
'
/ 7’
{r Ve /’ .’
’ 7’
4 4 7 4 ’ ’
4
7 /
A
4 /;/ ‘v
, 7
7’ 7’
P4 //
4 ’ 4 , ’
7/ ’ v,
Y ’ ’ ’
7 / s 7 7 7
U A/ 4 ‘y
'

A

N S \\

N\

NN N

77

77

S W\
X s
AN

\

NN

E\N

A SN

NAN

AN

AY

\\\

N\

ASENAIR ¥

LAY

I I
1000

2000

3000

I I
4000 5000

TE consensus after TEtrimmer (bp)



