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CTHERRGCEGHET TASE | TR CEE. - - - - - - - - - - - - - - - - - - - - - - - AACATCGATGGEAACAT - - -=-=-=-=-=--- CGACCCAACATCGATGTTTTTGTAACATCGATAAACATCGCACATICCTA—TT
AT AGAITGCGACATCGAACCTAAACATGATGTTCAACATCGATGG AACAT - ---=------ CGACTCAACATCGATGTTTTTGTAACATCGATAAACATGGCACATCCCTAMCG

TAAAGTATAATAAAT
TAAAACGTAACAAAT

TGRCACREG - - - - - - - - - - - oo GCGACGG
G.TTAAAAGTAGGIAA - - -GCAAAAAA

TAATGTATAACGAACTCTIBAA - - - - - ----- -GECHEE - - - - - - - - --------- GCTAABET TBTEAE  CAACATCGATCRBAACAT - - - - - - - - - - CGACTCAACATIMGATGTTTTTGTAACATCGATAAACATCGCACATCCCTARTCBAGTITABBC - - - - - - - - - - - o e
-------------- TTATERAABGTTTA TAGAATGCGACATCGAACCTA-----------cocococooo-o-AACAT----------CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACGTCCCTAGTT TTAAAATTAAAAACTT - - - - - AGA
---------------- TATHERNAA GITC. TAGAATGCGACATCGAACCTAAACAJGATGTTCAACATCGATGGIAACAT - - - - - - - - - -CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACGTCCCTARET TTGAGAT TRAAGATCT - - - --- - - -
------------ AGAGTATAACAAACTATIMAABGTTTA- - - - - - - - TAGEATGCGACATCGAACCTAAACATGATGTTCAACATCGATGGAACAT - - - - - - - - - -CGACCCAACATCGATGTTTTTGTAACATCGATAAAJATCGCACATCCCTARTT THABRTTTAGA A!ITGACAAAIAA
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CAAAGTATA- -AAATTATIHEA - - - - - CAIRG TH AR - - - - - - - - - - - - - - - = oo mm o f ottt et ettt ettt i e i e i e i e CGACTCAACATCGATGTTTTTGTAACATCGATAAACATGGCACATCCCTA
-------------- TTAT GTTTA TAGAATGCGACATCGAACCTAAACATGATGTTCAACATCGATGGAACAT ----------CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACGTCCCTA
-------------- TTAT GTTTA TAGAATGCGACATCGAACCTAAACATGATGTTCAACATCGATGGMAACAT ----------CGACTCAACATCGATGTTTTTGTAACATCGATAAACATCGCACGTCCCTA
---------------------------------------------------------------------------------------------------------------- AACATCGATGTTTTTGTAACATCGATAAACATCcACATCCCTAC

CG TTAAAAGTAGG
TTHAREG - - - - - - - TTAAAATTAAA
TTHAREG- - - - - - - TTAAAATTAAA
TIAATTTAA
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

size: 970bp; fragments: 751; full length: 11 (>=873bp)

25

20

15

10

divergence to consensus (%)

5
!

SR L

400 600
TE consensus (bp)

I
800

coverage (bp)

100 150 200 250 300

50

After TEtrimmer 970 bp

\

I I I I
200 400 600 800
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

200

800

600

400

/

el

I
200

400 600
TE consensus self dotplot (bp)

I
800

No TE domain detected

200 400 600 800
TE consensus structure and protein hits (bp)




fasta.b.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1272bp; fragments: 709; full length: 0 (>=1144.8bp)

2 - \ S |
N
—
o
=] /
o > <
—~ © _ a 8 -
N —
S 3 2
z — : E
[Vp] — O o
(- ~ = O
L n — Q o O ©
0N <7 == ——————~ L O O
c — N —
(@) Q [o5)
o ——— | 3 3
8 — — — B 8 ] (g 8 ]
] — > A )
O O | ——— ——————— @) c
c ——— — (&) 8
o) —
E— cC o .
> —— —— S | S 27 No TE domain detected
G>) = e ot (&)
o — —
E— —— 3 | /
e — — 8 _ <
(=] T T T T T T (=] T T T T T T (=] T T T T T T T T T T T T
0 200 400 600 800 1000 1200 200 400 600 800 1000 1200 0 200 400 600 800 1000 1200 0 200 400 600 800 1000 1200

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



divergence to consensus (%)

20

15

10

5

TE: rnd_4 family 2263
size: 969bp; fragments: 763; full length: 10 (>=872.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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