Start crop Point End crop Point

1 MSA length = 14911 1
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--------------------------------------------------------------------- AAAACAAAAATTATTCATGAAAAAAATGTTCCCATCTCATAAAATAAAAC
--------------------------------------------------------------------- AAAACAAAAATTATTCATGAAAAAAATGTTCCCATCTCATAAAATAAAAC
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--------------------------------------------------------------------- AAAACAAAAATTATTCATGAAAAAAATGTTCCCATCTCATAAAATAAAAC
--------------------------------------------------------------------- AAAACAAAAATTATTCATGAAAAAAATGTTCCCATCTCATAAAATAAAAC
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 14911bp; fragments: 9631; full length: 0 (>=13419.9bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 14937bp; fragments: 8712; full length: 0 (>=13443.3bp)
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TE: rnd_1 family 313

size: 2401bp; fragments: 1627; full length: 4 (>=2160.9bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF19 m OFBO
ORF11 OEE OJRiSl 0&16 ORF26 O&ll
OJRL60 (iE9 OR_FI}O %EG %ES ORE‘ C‘)EBOFiiZ %EM %E30F39 OR_F3}3 ORF]
OE& OLFA} OE;S m Of\_F58 CE; ORiil O‘EMC%EZOR_F]’S ORF2 O£47 CEA‘ OR_FZ}'D{E42 %EO ORF32 OE}S OE;

ORF1 ORF ORF5 ORF7 ORF9 ORF57 ORF13 ORF15 ORF530RF500RF49 ORF21 ORF45 ORF2 ORF28 ORF31 ORF39 ORF34 ORF36
Al g ¥ ) N iy ey X ) y /4 g 22

lg_ TR130 2nd

_}

2000 4000 6000 8000 10000 12000 14000



Before TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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