Start crop Point End crop Point

1 MSA length = 1043
GTTATTATTGTCATTG TITTATCC CTTGCTGCCATACGAAATATATAAC
GTTATTATTGTCATTGETGTTATCClICTTGCTGCCATACGAAATATA - - ATEERA

AIA———— CT AATHRT
ATGIGIA TT GATHETT
ATTGTTATTGTCATTGEBTGTTATCC CTTGCTGCCATACGAAATATATAIT
ATTGTIATTGTCATTG TGTTATCCCTTGCTGCCATACGAAATATATAAT

ATTGTTATTGTCATTGETGTTATCCCTTGCTGCCATACGAAATATATAAT

GTTATTATTGTCATTGITGTTATT TTERTGCCATACGAAATATA- - - - - -
GTTATTATTGTCATTGETGTTATCClCTTGCTGCCATACGAAA-ATAT - - - - -
-------------- TTATTGTCATTGBTGTTATCCCTTGCTGCCATACGAAA - - = = = = = - - -
GTTATTATTGTCATTGTGTTATTC CTTGITGCCATACIAAATATAIAAC A
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d_uf.bed g 2.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 1043 b P

size: 1043bp; fragments: 140; full length: 15 (>=938.7bp)

3
S g -
8 _
- O
—~~ [a) ]
N — a
~— uH) ] ::
% o
2 =g g
3 —— i) T g
c o "'F—) ©
S o i
@) 9 E %) i
o S > No TE domain detected
(D]
e 3 91 2 g
<t
v e
o2 o
G>) (&)
= L
© F o
— o | O
~ ~
(=] 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 200 400 600 800 1000 0 200 400 600 800 1000 0 200 400 600 800 1000

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 2.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1390bp; fragments: 123; full length: 0 (>=1251bp)
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TE: md_5. family 8819 Before TEtrimmer 680 bp

size: 680bp; fragments: 137; full length: 45 (>=612bp)

90
!

600
|

85

500
!

80

400
!

coverage (bp)
75

TE consensus self dotplot (bp)

5

o
_ O .
™ No TE domain detected
o |
N~
o
o -]
— N
o _|
({o]
(@]
o —
—
o |
(o]
[ [ [ [ [ [ [ [ [ [ [ [ o [ [ [ [ [ [ [ [ [ [ [ [
0 100 200 300 400 500 600 100 200 300 400 500 600 0 100 200 300 400 500 600 0 100 200 300 400 500 600

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



After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 10/10/25)
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