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------------------------------------------------------------------- GTTGTTTATTTATATATTTATTTAAACCATTAGTACTAATGTTATTTTCA
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------------------------------------------------------------------- GTTGTTTATTTATATATTTATTTAAACCATTAGTACTAATGTTATTTTCA
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2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa
size: 20637bp; fragments: 355520; full length: 1 (>=18573.3bp)
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g 2.bed fm Lbed 0 0 n.bed g 1bed fm 2bed 0 0 beinfa al After TEtrimmer Extended plot Blue lines are boundaries

size: 20644bp; fragments: 355518; full length: 1 (>=18579.6bp)

8 o
— S A S 7 N ><
— - E W 8 1 AN N
N ] g = = h \'//' 77,
- == = = % 77
—_ = -S E _ - _ o </ 7
t; = g % = g = 8 — ///, %/f 3)
O\ (@) E = E—E = o o] o >x
~—~ = E = == = o ~~ O -
- - = | : S = B /s
S i = — = E i - e} o
o = = = EE _E - Qo S
A : E | i =fz = - o S ge]
o = = - E — = ~~ O Y
C = l _ E == o —
g £ 4 3 -
: = - =_— | = _
c M B 11 = € g g 5
(D] i : - E L = S O >
s M1 £ | & 3 B :
N (R | & ) :
st E = :i— i = Q
S BE °31 | E- 21 | w8
° F TEf = =8 N 7
o) E L= = o N
& =2 = 8 )
w5 4 -i=3 : ) O 7
1§ = E4 g5 I -: 8 N % 5
E 33 o a L] < <
IR = /]ﬂ; ﬂ » < € > >
o | | | | | | N re | 5 | | | | | No TE dorrl\aln detected | |
0 5000 10000 15000 20000 5000 10000 15000 20000 0 5000 10000 15000 20000 5000 10000 15000 20000

TE consensus (bp)

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

TE consensus structure and protein hits (bp)



10 15 20

divergence to consensus (%)

5

TE: md 5 family 2485 Before TEtrimmer 4337 bp

size: 4337bp; fragments: 952; full length: 4 (>=3903.3bp)
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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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