Start crop Point End crop Point

1 MSA length = 1795 1
-AAATGGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCTTGAACAAGTACAAG------ -~ - - TTCCAAGTTGTACCTTTTATTATCTCTAAGATCTAACATGTATAAGT - - ------ - -

I TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA ATAATTTHEAT - - -
I TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA TACAATTTT--- - -
I TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA
I TGAG---------- TTCCAAGTTGTACCTTTTATTATTCTAAATCTAACA
I TGAG---------- TT.AAGTTGTACCTTTTATTATITCTAA ATCTAACA
- AAATGGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCTTGAACAAGTACAAG - - - - - - - - TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA TTHABNARAAA
- AAATGGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCTTGAACAAGTACAAG - - - - - - - - TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA CTTIGIAITAA
- AAATGGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCTTGAACAAGTACAAG - - - - - - - - TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA

TAAAG - = = = = & m o m e e e e e e e e e e e e e e TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA

- AAATGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCT TGAACAAGTACAAG - = = = = = - = - = oo m sttt ot ottt oo oo bbbt ottt ot ottt ottt ooooooooooo.o
TAAAG - = = = = & m o m o m e e e e e e e e e e e e e e eea - TTCCAAGTTGTACCTTTTATTATCTCTAABATCTAACA

- AAATGGGTTTTCAAACTAAAGCCGAGTGAAGATATGACCTTGAACAAGTACAAG - - - - - - - - TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA

I TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA TACAATBAT- - - - -

I TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAACA - - CAA‘ATAT- - -

N TTCCAAGTTGTACCTTTTATTATCTCTAARATCTBACATTARTTR - - - - - - - - - -

N TTCCAAGTTGTACCTTTTATTATCTCTAAMATCTAARA - - - - - - - oo o e e -

N TTCCAAGTTGTACCTTTTATTATCTCTAA ATCTAAIA --------------------
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:
size: 1795bp; fragments: 119; full length: 6 (>=1615.5bp)

divergence to consensus (%)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 1954bp; fragments: 84; full length: 0 (>=1758.6bp)

divergence to consensus (%)
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divergence to consensus (%)

TE: Itr 1 family 531 Before TEtrimmer 711 bp

size: 711bp; fragments: 16; full length: 8 (>=639.9bp)

3, =3
N~
@ —
o
o —
O
=)
(9p]
LO - ‘_{ - — - Q
= 8-
9 Lo
~ 8
o (@)
N T o) T o
~— y— O
()] F) <
Sk H o
™ - o = No TE domain detected
> 0N o -
0 c ®
(&) (b}
(7))
o
A &) § _
= 1 L
|_
o - g |
—
o - o
[ [ [ [ [ [ I — [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [ [
0 100 200 300 400 500 600 700 100 200 300 400 500 600 700 0 100 200 300 400 500 600 700 0 100 200 300 400 500 600 700

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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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)

700 / /

600 /
/

500 /

400 7 / /

300

200 Y y
100
0

I I I
0 500 1000 1500

TE consensus after TEtrimmer (bp)

TE consensus before TEtrimmer (bp)
AN



