Start crop Point End crop Point

1 MSA length = 5895
TA GGAAAAITA TTAAAT GGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - - - - - = - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAAGAAIIAATIITTTTEETHATAIEE - - - --------- - TAT
AAAGARBAARTA TAAART GGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - - - - - = - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAATA - - - = = = = o m = m oo - - A TTT
TABAAAAA - - TATEEGA A\BEGCH- - - - - - AGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - = - - - = - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGA - - - -lIlIT A
- - AAAT AGATTGGCGCCAGAAAGTGACGTACGTICTTTTCGCAGTCTTTCTTTAAAA ---------- TGGCCGTCGAAAGGCGIGTGGTCATCGTGAAACAAGAAGAAGAAG-TITAA
-------------- AGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA- - - -------TGGCCGTCJAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAAGAA

TTAAAA GATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - - - - - - - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAAGAARBAA
T--AATHABTTTTE- - - - - AGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTTTTAAAA- - - -~ - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAAGA - - - - -
TAAAAAA - - TA T--AAT TTAT AGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - - - - - = - - - TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAJAAJJAAGAAGAAGAAGA - - - - - - - - - - -
THGAA- - - THTAR- - - - - - - - - - - - AAAT - - -TTTTERCTEAATEA - - - - - - - - - - - - AIAITIACGIACIT.TTTT-AGTCITTITTTAAAI ---------- TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAG-ATAARBTTT
AARRAAAAAART A AAG.GCI——AAAAIA.TTT GGATTGGCGCCAGAAAGTGACGTACGTTCTTTTCGCAGTCTTTCTTTAAAA - - - - - = - - - - TGGCCGTIGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAI AAT
-------------------------------------------------------------------------------------------------------------- TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGTATAA- - - - - -
TGGCCGTCGAAAGGCGCGTGGTCATCGTGAAACAAGAAGAAGAAGAAGAAGA-
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End crop Point

— — mﬂ.lmm
mmmmmmmmmwuhﬂimﬂmmmm“
el

b=l 3%

SESSSSSsaE
e e e ——— e e e e e -

—— ——————— p——

—— — — —
—
—_—— s

= e
=====—=c==-=
ﬂlmﬂllﬂll
=====——==

RO A

— —
o
c E=EEE===
=
I T T e
Q -
O =
[
; m ==—=— =
m o ——
- ||-l-lmmulnnmm__mm
un = —_— e

o

10 -

4000

1000

6000

5000

2000



d uf.bed g 2.bed fm_1.bed O O bcin.fa aln.fa cl.fa gs.fa ce.fa b After TEtrimmer 5895 b P

size: 5895bp; fragments: 102; full length: 8 (>=5305.5bp)
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fastab.bed ufbed g 2.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 6195bp; fragments: 102; full length: 8 (>=5575.5bp)

o
o
o
©
L0 _|
I\
|
” 3
8 i
- o | =
3 s ? 5
+—
(g o 8 |
()] o O
< o 5 ¥
(0]
2 9 = =
: - s 5 o
= I O .
= o % ® No TE domain detected
3 5 2
c © (&) (aD]
e 9 2 S
S i g «
o |
: H h
l_ o
LO - o _|
o
—
(=] 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 1000 2000 3000 4000 5000 6000 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000 0 1000 2000 3000 4000 5000 6000

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



divergence to consensus (%)

TE: rnd_4 family 257
size: 5734bp; fragments: 141; full length: 14 (>=5160.6bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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