Start crop Point End crop Point

1 MSA length = 750

TAT- -G CAT TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGC - -AA - == = == = = - - GAAATTCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGGHCACTATH- - GTBAA -TATAGTAA
TATAGTAATATATTTAGCTATGCC ARG A ACTALABATATT - - - - - - - - - - - - - - oo oo BTTTCGGTTTCGGCCTAGTTTCGGCAAAA- - - - < - - - - - GAAATTCGGTTTCGGTTCJcCCGTAAAAAGTAGTTTCGGTCGGACACTA - - - - - - - AAA
TAGTGTCCGACCJAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAAR---------- GAAATTCGGTTTCGGTTTCGGCCTAAAAAGTAGTTTCGGTCGGACATATRATGTAAA

TAGTGTCCGACCGAIATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAAA —————————— GAAATTCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGGACACTATI
TGTHERTA TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTIGICAAAA —————————————— TTCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGITCGGACACTA —————

> > > > >

TATHETG TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAAA - = - = - - = - - - GAAATTCGGTTTCGGTTTCGGCCGTAAAAIGTAGTTTCGGTCGGACACTARMAT - T
TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGT TTCGGCAAAA - = = = = = o o o oo oo oo o e e e o e e o e o e o e o e o e m e o e o oo o mimieie oo !I———T
--------------------------------------- TTTCGOEEIN------------GAAATTCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGGACACTA- - - - - -

--------------------------------------------------------------------------- GAAATTCGGTTTCGGTTTCGGCCGTAAAAAGTAGT TTCGGTCGGACACTA - = - = - = s m s e o e mm o mmmmmmmmmm oo
TAGTGTCCGACCGAAATTTCGGTTTCGG T TTCm = = - = = - mm o mm e o e o e o oo e oo e e e e e oo o GGTTTCGGCCGTAlAAAGTAGTTTCGGTCGGACACTATHGH- A
TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAAA - = - = = - = - - - GAAATTCGGTTTCGGTTTCGGCGTAAAAAGTAGTTTCGGTCGGACACT - - -AT-T

TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAAA
TAGTITCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAA—A
TAGTGTCCGACCGAAATTTCGGT TTCGGT TTCGGCCTA - - - = = = = m s m mm e o e e o e o o e e o e o o e o mm o o e o o m o o e o o e o o o o oo o m oo m e oo m oo m - — -
————— TICGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGGCAAIA——————————GAAATTCGGITTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGGACACTA
TAGTGTCCGACCGAAATTTCGGTTTCGGTTTCGGCCTAGTTTCGICAA ———————————— GAAAITCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGGACACTA
————————————————————— GTTTCGGTTTCGGCCTAGTTTCGGCAAAA - - - -------GAAATTCGG - - - - - === - m s o s e oo e o e o o e o o e o o o o m e o o o o o e o e m o o e o m e o o e o mm o e o o m e o oo o mm o e m oo m o mm oo m - = - - -
—————————————————————————————————————————————————————————————————————————————————————————————————————————————— GAAATTCGGTTTCGGTTTCGGCCGTAAAAAGTAGTTTCGGTCGIACACTATI——

TIAT—A
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 750bp; fragments: 317; full length: 40 (>=675bp)

TE consensus self dotplot (bp)
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 fasta.b.bed uf.bed g 2.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)
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size: 1059bp; fragments: 272; full length: 0 (>=953.1bp)

I
200

400 600
TE consensus (bp)

800

I
1000

coverage (bp)

100 150

50

After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)

TE: md_5. family 2832 Before TEtrimmer 685 bp

size: 685bp; fragments: 253; full length: 43 (>=616.5bp)
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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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[E consensus before TEtrimmer (bp)
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