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3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa

divergence to consensus (%)
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)ed g 3.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 11518bp; fragments: 712; full length: 4 (>=10366.2bp)
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divergence to consensus (%)
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TE: rnd_4 family 4617
size: 1336bp; fragments: 387; full length: 13 (>=1202.4bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

‘?RF18

ORFi ORF4 ORF7 ORF21 ORF16

e = )

ORF28 ORF27 ORF24 ORF? ORFlg ORF12 ORF14 ORFlE
ORF% ORF $RF26 {ORFZS ORFi 3RF23 ORF ORF9 } ORF11 } %RFZZ ORFl}B iDRFZO O{RF19 ORF17

ATlﬁesﬁho_li’p_AZ_4 DJR \

2000 4000 6000 8000 10000




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