Start crop Point End crop Point

1 MSA length = 1333 1

TAACGTATTGCCCGAAATAAACAGTACTGAAACTAAGTTGICGGTGTTTTTAT —————————— GTTCAGTACTGTTTATTTCGGGCAATACTGTANM--------- ATATTA.G T T
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TC

GAAAAACITAG

AR--------

AAGCIGT
GAGCTAT

TAACGTATTGCCCGAAATAAACAGTACTGAAACTAAGTTGGCGGTATTTTTATE---------- GTTCAGTACTGTTTATTTIGGGCAATACTGTA
TAACGTATTGCCCGAAATAAACAGTAITGAAACTAAGTTGGCGGTGTTITTAT —————————— GTTCAGTACTGTTTATTTCGGGCAATACTGTA

TAACGTATTGCCCGAAATAAACAGTABTGAAACTAAGTTGGCGGTGTTETTATE---------- GTTCAGTACTGTTTATTTCGGGCAATACTGTA
TAACGTATTGCCCGAAATAAACAGTACTGAAICTAAGTTGGCIGTATTTTTAT —————————— GTTCAGTACTGTTTATTTCGGGCAATACTGTA
TAACGTATTGICCGAAATAAACAGTACTGAAACTAAGTTGGCGGTGTTTTTAT —————————— GTTCAGTACTGTTTATTTIGGGCAATACTGTA AAAAAAT
TACAGIATTGCCCGAAATAAACAGTACTGAAACTAAGTTGGCGGTGTTTTTAT —————————— GTTCAGTACTGTTTATTTCGGGCAATACTGTA ABAAAGT
—————— TAACGTATTGCCCGAAATAAACAGTACTGIAACTAAGTTGGCGG.TTTTTAT ----------GTTCAGTACTGTTTATTTCGGGCAATACTGTA AIAAAAT
———————————————— TAACGTATTGICCGAAATAAACAGTACTGAAACTAAGTTGGCGGTGTTTTTAT I —GTTCAGTACTGTTTATTTIGGGCAATACTGTA R
TACAGTATTGCCCGAAATAAACAGTACTGA- - --AAGTTGGCGGTGTTTTTATE---------- GTTCAGTACTGTTTATTTCGGGCAATACTGTANAA AAAITGT TGA
TACAGTATTGCCCIAAATAAACAGTACTGAAACTAAGTTGGCGGTGTTTTTAT —————————— GTTCAGTACTGTTTATTTCGGGCAATACTGTARTTET AAAAACITGA

GAAATA
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divergence to consensus (%)

size: 1333bp; fragments: 1211; full length: 28 (>=1199.7bp)

20

15

10

— —

—— =
I I I I I I

0 200 400 600 800 1000 1200

TE consensus (bp)

coverage (bp)

200

400

300

100

After TEtrimmer 1333 bp

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

I
1200

TE consensus self dotplot (bp)

400 600 800 1000 1200

200

AN

I
200

400 600 800 1000
TE consensus self dotplot (bp)

I
1200

No TE domain detected

I I I I I I
200 400 600 800 1000 1200
TE consensus structure and protein hits (bp)




fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries
size: 1633bp; fragments: 1192; full length: 0 (>=1469.7bp)
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divergence to consensus (%)

TE: md_5. family_970 Before TEtrimmer 1318 bp

size: 1318bp; fragments: 1554; full length: 32 (>=1186.2bp)
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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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