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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 22430 bp
size: 22430bp; fragments: 113237; full length: 0 (>=20187bp)

( % X < #%
Tol - S 2N
N = § 3
_ = el N
= i _ _ i\
X = - _=- N = Qo
< O = = = T__ — o ~—
n = — = = 3 = 3
S - = e ———————— — = : S o 8
2 = =" g q
c =
Q === = ) r/\ S > >>>>
g o = = = o F :C—J »»»>»>»>
= | =
o = = | L 3 Q
(&} ——— = ; D 2
o = == —— @ = v 8
+— = == = i ) -0 O
G) — - 7- — - > (f) 8
3] = =S - | @) c
c o == | O 8 O
S | g e
S — | ) 2
= = e== - £ . v w g
1) _ == =
- = - S =3
o — o
= i Lo 28
o | | | o L‘ | u .u | l ﬁl o ¥ ‘ | | | | r» : | No T! domain detected |
10000 15000 20000 5000 10000 15000 20000 0 5000 10000 15000 20000 0 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)



g _1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcIn.fa_aln
size: 22488bp; fragments: 116451, full length: 0 (>=20239.2bp)
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divergence to consensus (%)

TE: rnd_1 family 505

size: 625bp; fragments: 2587; full length: 1277 (>=562.5bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

OFE;4
ORF7 ORF33
o 5
ORF2 ORF49 ORFORF4ABRF45 ORF38 ORF40
- - FEE h
ORF72 ORF71 ORF&RFERFERFERFEAIRFIRFIIRFS55 ORF52 ORF50RFSORFIIRFIORF RFIERFIBRFORFORFLIRF26 ORFIZRF30 ORF3DRF35 ORF44 RF42
FE FECEEETE IS99 S 3
ORF1 ORF3 ORF4 ORFTIRF&RFERFERFERFEIRFIRFITRF54 ORF53 ORF5ORF50RF6 ORFORFIORFIBRFIFRFIORFIIRF F F25 ORF F290ORF30ORF48 ORF306RFBRF4®RF39 ORF41
IO R EEEEEEEEE EEE SRS YSREYSETY S

‘Z_f hj— MADF_‘D_NA_bdg

Dimer_T_Fp_hAT

2500 5000 7500 10000 12500 15000 17500 20000



1sus before TEtrimmer (bp)
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