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2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 3459 bp

size: 3459bp; fragments: 739; full length: 8 (_>:3113.1bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 3772bp; fragments: 739; full length: 7 (>=3394.8bp)
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TE: rnd_5 family 9279
size: 1020bp; fragments: 60; full length: 2 (>=918bp)
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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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consensus before TEtrimmer (bp)

Dotplot

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

1000 7 7
7 7, /ﬁf/// / 745 v 7 / d //; 77, /////j//;
/ . A /7 7 , 7/ 4
800 7, y A ; y S
/ / B
/ 7, d 4
600 d / % 770
v
/ / /7
400 /
7 s
/ /
200 . , ., , p b , ,
0 Ve / /s 7 A 4 7 7 ’ /7 ;s LIS 7
I I I I I I
0 500 1000 1500 2000 2500 3000

TE consensus after TEtrimmer (bp)




