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size: 5821bp; fragments: 2440; full length: 0 (>=5238.9bp)
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size: 6121bp; fragments: 2643; full length: 0 (>=5508.9bp)
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size: 5166bp; fragments: 1531; full length: 5 (>=4649.4bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs

B PFAM domains

ORF10

ORF11

{_
ORF1 ORF2 ORF12
ORF15 ORF14 ORF13 ORF9 ORF7 ORF5
ORF16 ORF3 } ORF8 ORF6 ORF4
Retrotrans E;ag
1000 2000 3000 4000 5000




Before TEtrimmer ORF and PFAM domain plot

Bl ORFs

B PFAM domains

ORF1l1
ot
ORF3 ORF12 ORF6
ORF2 ORF14 ORF13 ORF7
T o < ¢«
ORF1 ORF4 ORF10
} ORF9 ORF8
Retrotrans_gag ‘D-UF3119
1000 2000 3000 4000 5000




[E consensus before TEtrimmer (bp)

5000

4000

3000

2000

1000

Dotplot

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

2,7 /
R AR 7 ‘s ow ;7 ’ 7 ’ F ‘
s, //7//// L, y , s 7 ,7 s, / ,
7’ y v ‘. , 7
/s ,7 Y , ’ / /7
’ /7 /7 / ///
’ Vs 4 7 Ve 7’ 4
Ve 7 7
s s
‘s
Ve 7/
7
7/ s /,/// 7 4,
Ve /7 , 7 7 e /7 /7
7
VAV E v , 7 , V4 /’
4 7/ Ve Ve 4 Ve Ve Va4
7 y s e
/
, / 7/ 4 , 7/
/s 7 /s / 4
s , s
7 7/ 7/ // 7
e / w , s 77 7 7 4
/7 7z, 7 7/ /s
/ , 7’
, 4 4 ’
/s , , P /
/ /
a1 Y ’
4
y AR T A s / :
s
Ve /7
/
s
7 V4 Ve
7
s
7
, ‘ s v VY ,
/ ’ 7 vz /
/7 /7 4
7 7 7/
/ s’ s
// 7
P4 P Ve // / 4
” 4 p
/ /
/7 7 %, 7
Y s 7
7/ P 7/ v, V7 Ve
77 / 74 7494, 4 Vs
/ ‘ Z
7
o/, 7
//// s 7 /"/ / ¢
7, J ., V. P /2 ‘.,
4 &4 s 4, 7 Y 2 4 %
s/ v 2 47/ 77
7
s
/ v, #7
/ /
Va2 7 7 v ’ 4 Vs ’, 7/

I I
2000

TE consensus after TEtrimmer (bp)

3000

4000




