Start crop Point End crop Point

1 MSA length = 2980

-------------------------------------------------------------------------------------------------------------- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATTINNE AN N Il "IE B HEEEE - il - -~ N - -

------------ ACTTI————————————————————————————————————————————————————————————————TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT——————————————————————————————————————————————————
AIAACT GACTCTAAT-AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - - = - - = - - - - TAGAAATCATAAA ATTTGAATTTTACCCGACACGTGCAAGGACCCCATT-T A
AAAAC CTTTAAT -AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - - -« = == - TAGAAATCATAAAMATTTGAATTTTACCCGACACGTGCAAGGACCCCATT-- - - - -

-------- CTTGACTTT = = = = = = = == m e e e e e e e e e e e e e e e e e e e e e emeeeaaeaaoaa- - -TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCAT T == = = mmmmmm e e e e e e e e e o
-------- CTTGACTTT = = = = = = = = = m e e e e e e e e e e e e e e e e e e e e e ameeeaeaaa e - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCAT T == = = = mmm e mmm e e e e e e e e o
------------ AIATITIAIETTA——IAATGGGGTCCTTGCACGTGTCIGGTAAAATTCAAATATTTATGATTTCTA——————————TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AGAATTTGARCTAATBAATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA - -~ - - - - - - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AAA - = = = ACT TTAAT - = = = = = = o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
------------------------------------------------------------------------------------------------------------- BAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AAA- - - - - - TTTAATHAATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - == - - - - - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
- - - -AAAACTTGACI T TBA -lAATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - - - - - - - - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATTIM- - - - - - - - - - - - - - - -
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - - -~ - - - - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - - -~ - - - - TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
-------------------------------------------------------------------------------------------------------------- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT e e
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - --- - - - TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATTH- - - - - - - - - - oo oo oo oo -
AATGGGGTCCTTGCACGTGTCGGGTAAAATCCAAATATTTATGATTTCTA- - -~~~ - - - - TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATCCAAATATTTATGATTTCTA- - -~~~ - - - - TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA- - - - -~ - - - - TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATCCAAATATTTATGATTTCTA- - - - -~ - - - - TAGAAGTCATAAATATTTGAATTTTACCCGACICGTGCAAGGACCCCATT

> > > 0

AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA-=-=-=-=-=-=---- TAGAAGTCATAAATATTTGAATTTTACCCGACEBCGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATCCAAATATTTATGATTTCTA--=--=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCIATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCC.TT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAGTCATAAATATTTGAATTTTACCCGACACGTGCAIGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATCCAAATATTTATGATTTCTA--=-=-=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCAT Tl - - - - - - - - - - - -
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
———————————————————————————————————————————————————————————— TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGTCGGGTAAAATTCAAATATTTATGATTTCTA--=--=-=----- TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
AATGGGGTCCTTGCACGTGICGGGTAAAATTCAAATATTTATGATTTCTA —————————— TAGAAATCATAAATATTTGAATTTTACCCGACACGTGCAAGGACCCCATT
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2d_uf.bed g 2.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 2980 bp

size: 2980bp; fragments: 1973; full length: 0 (>=2682bp)
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/ 7933.fasta.b.bed _uf.bed g 2.bed fm _1.bed 0 O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries

size: 3281bp; fragments: 1948; full length: 0 (>=2952.9bp)
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divergence to consensus (%)
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TE: rnd_5 family 7933

Before TEtrimmer 1032 bp

size: 1032bp; fragments: 994; full length: 15 (>=928.8bp)

700
!

600
|

500
!

coverage (bp)
400

Ll

300
|

200
!

100
!

sl

I
200

400 600
TE consensus (bp)

I
800

I I I
1000 200 400 600 800
TE consensus genomic coverage plot (bp)

I
1000

TE consensus self dotplot (bp)

200

600 800 1000

400

I
200

400 600 800
TE consensus self dotplot (bp)

I
1000

No TE domain detected

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

I
1000



After 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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