Start crop Point End crop Point

1 MSA length = 2741 1

TAACCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT - == ===~ - - - CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
CAACCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT - == - - -~ - - - CAGCABATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
------ -T-TTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT— &~ - -------CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
-------------------------------------------------------------------------------------------------------------- CAGCACATTTTGTCIAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
CAlJCCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT - - - - - - - - - - CAGCACATTTTGTCIAGAG TTGACCAACTTTAAGAATATATAAACAAGG
------------------------------------------------------------ CAGCACATTTTGTCGAGAI!TTGACCAACTTTIAGAATATATAAACAAGG
T-ACCTTGTATATGAATTTTTAAAGJAGCTCAACCTAAGACGTTTATGGAT - - - - - - - - - - CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG

ABAAA
- AA

THT
T

-------------------------------------------------------------------------------------------------------------- CAGCACATTTTGTCGAGAGGTTGAJCAACTTTAAGAATATATAAACAAGG
TAACCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAGBCGTTTATGGAT - = = == = = - - - CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG

A TAACCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAI!CGTTTATGGAT ---------- CAGCACABTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
------------------------------------------------------------ CAGCAJJATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG

-------------------------------------------------------------------------------------------------------------- CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
-------------------------------------------------------------------------------------------------------------- CAGCACABTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
T-ACCTTTBTATGAATTTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT - - - - - - - - - - CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
------------------------------------------------------------ CAGCACATTTTGTCGAGAGGTTGACCACTTTAAGAATATATAAACAAGG
- - - -CCTTGTATATGAATTTTTAAAGTAGCTCAACCTAAGACGTTTATGGAT - - - - -~ - - CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
T-ACCTTGJATATGAATTTTTAAAGTAGCTCAACCTAARJACGTTTATGGAT - - - - - - - - - - CAGCACATTTTGTCJAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
CAGCACATTTTGTCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG
CAGCACATTTTITCGAGAGGTTGACCAACTTTAAGAATATATAAACAAGG TAT-ATITTAATT
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size: 2741bp; fragments: 41008; full length: 45 (>=2466.9bp)
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fastab.bed ufbed g 2.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 3050bp; fragments: 41003; full length: 19 (>=2745bp)
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size: 496bp; fragments: 933; full length: 548 (>=446.4bp)

TE: rnd_1 family 471

-
|
-

I
0 100

200 300
TE consensus (bp)

T
400

coverage (bp)

300 400 500 600 700 800

200

Before TEtrimmer 496 bp

I I I I
100 200 300 400
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

100

400

300

200

T
100

200 300
TE consensus self dotplot (bp)

T
400

No TE domain detected

100 200 300 400
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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