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1 MSA length = 19679 1
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 19679bp; fragments: 13064; full length: 0 (>=17711.1bp)

divergence to consensus (%)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 20237bp; fragments: 10408; full length: 0 (>=18213.3bp)
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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

Bl ORFs
B PFAM domains

OR_F§7

OES OFE?O

O&G)R_F;9 OFE;S
ORF4 OFE&3 ORF4D&13 OFE§7 OIiiB
ORF3 O‘iGO OFE‘Z OR_F]’4 _l’G)RF420RF41 ORF29 ORF32
F610RF9 OR_Fil Of\_F57 ORF550RF530RF51 OR_EBR_&GR_&O OR_FEZORF 4 OR_F§6 OEEBG‘RE37 OR_F3’10F34

ORF1 ORF6BRE5 ORF70RF62 ORF8 F50RF58 ORF560RF540RF520RF500RF49 ORF4RF44 ORF2 ORF40 033 OFE&S RF39 OJ?_FE?»6ORF35

4 & &

©)
P
a
N
©)
P
e
o
@)
p)

TMEl\ii91C

0 2500 5000 7500 10000 12500 15000 17500



Before TEtrimmer ORF and PFAM domain plot
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"E consensus before TEtrimmer (bp)
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