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1 MSA length = 6322
GTTGTAAAAAAATTTAAAATATTITGTAA.ATGAAATAGTAAGCAATGC ---------- ATTTTTGCTTCCAAATTATTTAATTTTAATAAAIATA
------------------------------------------------------------ ATTTTTGCTTCCAAATTATTTAATTTTAATA---ATA

GTTATAAAAAAATTTTAAATATTATGTAAGAATAAAATATTATGTTATT T ---------- ATTTTTGCTTCCAAATTATTTAATTTTEATAAARNAA
GTTATAAAAAAATTTTAAATATTATGTAAGAATAAAATATTATGTTATT T ---------- ATTTTTGCTTCCAAATTATTTAATTTTAA- - - -[BAA
GTTATAAAGAAATTTTAAATABTATGTAAGA - - -« - c o v om e ATTTTTGCTTCCAAATTATTTAATTTTAATA - - - 2« s e e e me e e o

------------------------------------------------------------ ATTTTTGCTTCCAAATTATTTAATTTTAATAAAATH
------------------------------------------------------------ ATTTTTGCTTCCAAATTATTTAATTTTAATA - - - 2w s mme e m e e o
------------------------------------------------------------ ATTTTTGCTTCCAAATTATTTAATTCTAATAAARAAA
---------------- AAATETTATGTAAGAATAAAATATTATGTTATTT -« -------ATTTTTGCTTCCAAATTATTTAATTTTAATAAJAAA
ATCATAAAAAAATTTTAAATATTATGIJAGAATATTAGTTAATGTTGTTT - - - - - - - - - - ATTTTTGCTTCCAAATTATTTAATTCTAATAAARAAA
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Start crop Point End crop Point
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bed_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa_ After TEtrimmer 6322 bp

size: 6322bp; fragments: 81; full length: 3 (>=5689.8bp)
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2d_g_3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

divergence to consensus (%)
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size: 6545bp; fragments: 80; full length: 0 (>=5890.5bp)
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size: 4645bp; fragments: 55; full length: 0 (>=4180.5bp)

TE: Itr_1 family 613
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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)

Dotplot

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

4500

4000

3500

3000

2500(

2000

1500

1000

500

e
s
/7
/7
4
e
¢ z
k 7
‘/
4 4
, 7
7
4
o
/
s s
/7
Y s ¢

/7
2 7/
Va7 7’
7/
/7 7 Vs
/,
7z ’ 4
’ , 7 ¢
’ s 7
7/ 4
’ b4 ’
s ’ 7/
, , 7
s 77 4 ///
4
7, 7 .
/7 Ve
/ 77 7/
[
4 »r
4 VARLAr4
7 Ve
///
‘. L7 s 7
/s
, 7 4

AR SR SR XN
(RN

NN N

WSS

\

/
%
4
/7
7
/
Vs
s,
/
VR 7
/
’ 24 ’
s,
o, A
/s
s,
/s
7 ’
/7
7 s
s s ,
7,
, 7
V2 d
4
V2 /
/ ’ s,
PA /'// 4 / , 7, 7/ rd
/ 7 ’
777, , 7 7 4 s
s ! ,
,7 , oy ’ Vs
/ % pd s ¢ 7 s
s, s 4 7 Ve 7,
4 7 4 7 d
‘2, Vi 7 Ve , 7 ,?
7 7 4 ., . ,
4 Ve 7/ 4
/s ’ , PR s ¢4/ , ’/, 7 s
, (4 /7 7 7, 4 ’ 7 v
/7 7 7 //
/s
¢ , R / ey / , , 7 ’
, ~ -, ‘ 7 ” ’ Ve
, VZ ’ Ve v 2 2 7, / ’
/ v 7/ , s 7 P
;7 P ’ /7 4 7 v v/
4
, /
s, 7 / ///// 4 % 7 7 Zr % 4 ” 7 s
, ’ , , 4
7 s 4
’ ,

NN A AARN

\\\

%
.

NN\ W

XN

I
1000

2000

I I I
3000 4000 5000

TE consensus after TEtrimmer (bp)



