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MSA length = 1783 1
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1783 b P
size: 1783bp; fragments: 14388; full length: 0 (>=1604.7bp)

e o ﬂ
S o
o o |
— o L0
o | — —
N —
~—~ — M1 Q
O\O I ————— Q
) — e N’
n —— 1 0 o
c S = — R ™—s_ . i —_ 4=
o 9 - — S o )
(7)) =& O © 8 N
c —_— =1 N—r’ Y— S
S — — =— o g T o
O _—  — Se—— O S ;)
o = P e _ R —— E © 0
+ [— — : -— ()] -} <
8 gi— — ——— : 2
- T —
_— e — (&) (D] .
o — - — 8 | %) No TE domain detected
g — 3 §-
= i L
©
Lo - — o l_
I — — 8 _
N
o T T T o I_JH_'——?’_—‘ T T o T T T T T T
0 500 1000 1500 500 1000 1500 0 500 1000 1500 0 500 1000 1500

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



fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 2181bp; fragments: 13291; full length: 0 (>=1962.9bp)
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divergence to consensus (%)
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size: 496bp; fragments: 933; full length: 548 (>=446.4bp)

TE: rnd_1 family 471
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consensus before TEtrimmer (bp)
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