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d uf.bed g 2.bed fm_1.bed O O bcin.fa aln.fa cl.fa gs.fa ce.fa b After TEtrimmer 4127 b P

size: 4127bp; fragments: 6053; full length: 0 (>=3714.3bp)
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TE: rnd_5 family 384
size: 4207bp; fragments: 3363; full length: 0 (>=3786.3bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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

7 / 7 /
/// 7 / 4
4000 d / d 7
/7 7/ 7/ /7
; /
/ 7 7 , 7
7
/7
s 7 7, s
3500 , 7, / , , y o
/ / Y / / 7 7/ d 4 / //
7 P ‘y s/ Y, ’ ’ s/ 2/ A4
/7 7 7/ /
s 7 s /
4 7/
7 g 7
3000 4 ’ ) , 7 7 ,7 A
/7 7/ Ve
/7
/7 7
/
7
2500 . )
7/ / Ve /
, % ‘2 7 ,7 ’ / , ., e
7/ v
/ /
s 7 /7 s
s
2000 ,
/ 7/ 7 /
7
/ / 7 /7, y; V4 / 4 7 7/ A
I g / 4 , ., 7, . 7 7
/ VAV, AV 4 7
’ 4 Vs
/7 7 / / /7
1500| . ;o / . ;v )
/s ', /; / 7/ 7/ 7 //
d 7 7 , P e
/7
7/
/7
7
1000 . ' Y , ;oo VR
7
/ . / s/
Ve
/ Y2y 4 s 4 //// d 7 ’ / 7/
7 7 , /s ’ / P /7
500 //’ by ’ 4 ’ , 7 / 7 Y 4
/7 s 4 ,7 7
/
/
/ P /
Ve
/ / S 7/ , v 7 / 7 U
Vd s 7 7 / g 4 d 7 A
0 | | | | | | | |
0 500 1000 1500 2000 2500 3000 3500 4000

TE consensus after TEtrimmer (bp)



