Start crop Point End crop Point

1 MSA length = 21013 1

- TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = = = s m m e @ m e &t e &t e & f e & @t & e m ot & @t d o e f ot e mf e m i e e m e m o m o mmememeem s
- TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = = = s m m e @ m e &t e &t e & f e & @t & e m ot & @t d o e f ot e mf e m i e e m e m o m o mmememeem s
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m e m m ot & e &t & e & e &t f e &t e &t f ot e f ot e f ot it mm e mmem i mmdmmamame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC - == === - = - - AATCTTTAAAATGAAAATTGACGAGTTGCCGAAAAAGAGGAAAAAACGTTAGAGAGGACGTTGT
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m e m ot & e &t &t e &t &t f ot e &t &t f ot e f ot e ff e mf e mm e dm e mmdememame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m m e m ot & m e &t & e &t &t f e &t e f ot e f e f ot e ff e dm e e m e m i mmmmamame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m m e m ot & m e &t & e &t &t f e &t e f ot e f e f ot e ff e dm e e m e m i mmmmamame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m m e m ot & m e &t & e &t &t f e &t e f ot e f e f ot e ff e dm e e m e m i mmmmamame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m e m ot & e &t & e &t &t e f ot e &t f e m ot e f ot e f it df e mmemm e mmde o amame o
- TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = = = s m m e @ m e &t e &t e & f e & @t & e m ot & @t d o e f ot e mf e m i e e m e m o m o mmememeem s
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m m e m ot & m e &t & e &t &t f e &t e f ot e f e f ot e ff e dm e e m e m i mmmmamame o
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = s m m e m ot & m e &t & e &t &t f e &t e f ot e f e f ot e ff e dm e e m e m i mmmmamame o
- TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC === ===« - - - AATCTTTAAAATGAAAATTGACGAGTTGCCGAAAAAGAGGAAAAAACGTTAGAGAGGACGTTGT
-TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC ===« =- = - - - AATCTTTAAAATGAAAATTGACGAGTTGCCGAAAAAGAGGAAAAAACGTTAGAGAGGACGTTGT
- TTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC = = = = = = = = = = = = s m m e @ m e &t e &t e & f e & @t & e m ot & @t d o e f ot e mf e m i e e m e m o m o mmememeem s
TTTAATTACTATGGATGGTTGATTCGCCTTTTGCGTAGATCCGCGAAATC - == === - = - - AAATTAAAAATAGAAAGATGATGATATAGGGGAAAAGAGAAAAAAATGTTGAGGAATATTTTAT
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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.
size: 21013bp; fragments: 13135; full length: 0 (>=18911.7bp)

divergence to consensus (%)
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fastab.bed ufbed g 2.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 21054bp; fragments: 13363; full length: 0 (>=18948.6bp)
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divergence to consensus (%)

TE: rnd_5 family 4748

size: 7392bp; fragments: 5293; full length: 18 (>=6652.8bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
Bl PFAM domains
ORF18 ORAFIJ}
ﬂ} ﬂ} ORF7 ORF1 ORAFlz’
ORF3 ORF5 i)RFZO i)RFlG ORF13
ﬁ} ORF31 ‘ORﬁ RF27 RF25 ‘ORE ORF21 RF19 ORF15
RF33 ORF32 ‘ORL?)O RF28 RF26 RF24 RF23 ORF6 ORF8 RF14

) )

1000 2000 3000 4000 5000 6000 7000



E consensus before TEtrimmer (bp)
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