Start crop Point

!

TTTTARAAAT
TTTTT

TATAGITCTTCTIGCGTAACTTTT
TATAGTTCTTATCGCGTAACTTTCTCAATANG
TATAGTTCTTCTGCHTAACTTTTCCCAATARG
TATATTCTTATCACEMAACTTTTCTCAATAT
TATAGTTCITATCAC TAACTTITCCCAATAT—
TATAGTTCTTCTCABGTAATTTTCCCAATATG
TATAGTICTICT GTAACTTTTCCCAAIATG
TTTTAAAT TATAGTTCTTATCGCGTAAJTTTTCCCAATATG
TTTTTH- - -A TATAGTTCTTCTCACGJAACTTTTRCCAARATG
TTTTTEAAAA TATIGTICTTATCICGTAAITTTTICCIATATG

------------ TRGTTCTTCTCACGTAACTTTTCCCAA-ATG

ATAGTTCTTA CAIGTA CTTTTCTCAATAT
------ .TIAT GCGTAMCTTTTCCCAATATG
TATAGTTCTTCTCACGTAACITTTCTIAATATG

TTTTA
TTATA
TTTTT

AAGT
---A
---A

............ TAGTTCTTCTCAfJGTAACTTTTCCCAATATGECGGJcAC
TATAGTTCTTCTCACGTAACTTTTCTCAATATGECGAAACAC
-------- .CTCACGTAACTITTICCAATATG CGGAAIA

CCAITATG———GAACAC

TATAGTICTTCTCACGIAACTTTTICCAATATGICGGAA—AC

End crop Point

MSA length = 209 1

TTEG- - -AA

ATTITTCTCTTAAA.TT CIAAAATGT ----- TAAAA

ATATTCTCTTAAATGCT TTAAAITGATIT——TAAAA TTGTTGAA
CGGAACA ACAATTTATATTT ATTGTTCTTTTAAAIGTT CTIAAATGTTTTACTAAAA --------------------------------------
CIGAACA AACAATTTATITTT ATTGTTCITTAAATGTT CTAAAATGTTTTACTAIAA

CGGAACAC AAIAATTTATATTT

AACAATTTATATTT

ATTGTT T ABAT - - - - - - - - - - Baana
ABTGTcTTTTAAATCTRT@A TGTTTTACTAAAA

AACAGAAAGTAAAAATTACTT
AACAGAAAGTAAAAATT--T

AA
AACAIAAAGTAAAA ————— TT AAIAI

CGGAACAC

ccjpaca AACAATTTATATT - - [T TITTATTTTAAATGCIMCTAAAATGTTTTACIHBAA

CGGAATAC ACAATTTATAT TERIATTATTCTTTTAAATGTIMT TAAATGATTTA - A

cllcAaTA AICAATTTATI!TT ATTGTTCTTTTAABTGCT CI!AAATGITTTA AAA

CGAAACAC AACATTTATATTTRATTGTTATTTAAATGCTJCTAAAATGTTTTACTAAAA

CGG.CAC AACAATTTAI ---------------------------------------------------------------------------

CGAAATA AACAATTTATATTTIMATTGTTCTTTTAAATGCTCTAAATGTTTTACTAAAA

CIAAACAC ACAATTT.ATTC AATGElﬁTTTTIAATGCT CTAAAATGT HA

CGAAATAC AACABTTTATATTTERAATGHTT - TTAAATGCTRCTAAAA Al -

- -GAffcac ACAITTTATATTC ATATTCTCTTAAATGCTECTAAAlTGATJTACTAAAA ACTACAGAGTGCATATTACTT
AAAATTTATATTTRATTGTTCTTTTAAATGCTECTAAAT T TTTCTAAAA -ACAGAAAGTAAAAAITATTT






b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 209 bp

size: 209bp; fragments: 22; full length: 2 (>=188.1bp)

20

o
O —
~
~ ) a
S 9 - 2 o |
4 B -
0 - 8
S o )
& i) ©
) —
S =
(@) Q [o5)
O o | (@) wn o
o - C 94 » 3] '
o ) > No TE domain detected
3 5 2
c (&} ()]
v e
o2 o
G>) (&)
= 10 W Q4
© — e}
m —
(=] T T T T T T T T (=] T T T T T T T T
0 50 100 150 200 50 100 150 200 0 50 100 150 200 0 50 100 150 200

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



fastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 510bp; fragments: 9; full length: 0 (>=459bp)
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TE: rnd_5 family 1660
size: 173bp; fragments: 37; full length: 10 (>=155.7bp)

50

100
TE consensus (bp)

I
150

coverage (bp)

25

20

15

10

Before TEtrimmer 173 bp

V

50

I
100

I
150

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

150
!

100

50

50 100
TE consensus self dotplot (bp)

I
150

No TE domain detected

I
50 100

I
150

TE consensus structure and protein hits (bp)




[E consensus before TEtrimmer (bp)

Dotplot

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