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size: 8480bp; fragments: 22984; full length: 3 (>=7632bp)

- o
8 _
3 - 3 s
— S
— ~ //
———— —~
~ - — _ o)
X O s— = _—— Q 5
~— N = — S
n E— o = O ]
S = frm— l 8 a 9 ©
n —= ! — _ ) Q.
c o = _— ~ <l +—
o - — o (@]
0 — Q0 o
B - l= 5 :
(@) - Q [o5)
O = = s
+~ _ . O O - o <
(] = > 8 n
8 - : : |
S 2 N No TE domain detected
)] c
5 :
= S o w o
© o o 7
. £ S F &
(=] T T = T T T T T T (=] T T T T T T T T
0 2000 4000 6000 8000 2000 4000 6000 8000 0 2000 4000 6000 8000 0 2000 4000 6000 8000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



1.fasta.b.bed uf.bed g 3.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs¢ After TEtrimmer Extended plOt Blue lines are boundaries

size: 8640bp; fragments: 22973; full length: 3 (>=7776bp)
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divergence to consensus (%)
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TE: rnd_5 family 13281
size: 2508bp; fragments: 228; full length: 9 (>=2257.2bp)
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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)

2500

2000

1500

1000

500

Dotplot

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

.
% . 4
’ ¢ V2 ¢ ¢ 2 7
’ ¢ Y ¢ ’7
”, .
. . ‘
., Y V1l e,
’
, 7
7 4 v . yVa

/7
4
.
¢ 7
.
’
d
7 ¢
/
’ 4
’
’
/’

,
4
4
4
4
, ‘s
,/
,
’ '
’ ,
P ’
%
'
.
4
’ /7
'
//
¢ 4

’ ’
. s . , 7 , ’
P 4 ’ ’ ’ . L,
’, ., ’ s ., ., v
4 .
, , ’ ‘, v s,
. ’ ¢ 4 % 7 40 4 ‘2 % . R
’
’
r,e . ‘.7 ‘ ‘ ¢’
7 ¢ . . 4
.
’/, s, ’ ’ , x4 ’
? ’ ’ P 7/
4 ’ ’ . ’ 4 ‘ 4
’ 4 ’ P
‘. AR 44 ,/"//’ v .+ 4 ’ ’ ’
¢ W . ? ', ’ - ’ , ’
’ ’ ’ ”
e ve s 4 ” PR . %
’ ’ 7
4 ’ / P ’
*?’ . 4 ‘., 4w ', R 4 , ’, ’ ’
’, r?4 ¢ V] s 4
4 ’ 4
) 7 . ‘s ’ st 2,7 ¢ 2 27 vt . ’ , 7
’ . P
d (i 7’ v s ‘.
P ‘ ., , s
7 ’
A ’ we v 7 ’ ’
/4 ‘v ‘., Vg .
. V] 7 ’ ’ ’
7 47 e ¢ a, oo 4, ’ o o, . 4 Py ,
’ &y Y e R A ‘e v , st 4 s

1000

I
2000

3000

4000

5000 6000 /7000 8000

TE consensus after TEtrimmer (bp)



