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-------------------------------------------------------------- BT TATTTATATTTTTTTTTGTAATAAATTGGCGCCTTCTCTTTCTTT TA--THT
-------------------------------------------------------------- TTCTTATTAAAATATTTTTGGAGAATAAGCTTGAAACHTTTTT---- - - - TAAATTA

-------------------------------------------------------------- TTCTTATTAAAATATTTTTGGAGAATAAGCTTGAAACITTTTT -~ - - - - - TAAATTABTTTTTTTTATCG CTTATCAGT
- -GTAGCGAGATGTTTACATTTGGTATTTGCGTTTGAGGTTAGT TTGGTAGT = = = = = = = = = = oo o oo oo oo oo oo TA--TTTRTTTTTRATGTAA
CAGTAGCGAGATGTTTACATTTGGTATTTGCGTTTGAGGTTAGTTTGGTAGT - - - - - - - - - - TTCTETTTATATTTTTTTTTGTAATAAATTGGCGCClTTCTCTTTCTTTTTATITAAAT - - TTTTTITTATAA --------
CAGTAGCGAGATGTTTACATTTGGTATTTGCGTTTGAGGTTAGTTTGGTAGT - - - - - - - - - - TTCTTATTTATATTTTTTTTTGTAATAAATTGGCGCCITTCTCTTTCTTT TTATETAAAT - -WTTETTTATABCATAARGTE- - - - - - - -
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] uf.bed g 4.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se

size: 10832bp; fragments: 394; full length: 1 (>=9748.8bp)
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/ 921.fasta.b.bed uf.bed g 4.bed fm 1.bed O O bcIn.fa_aln.fa_cl.i
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size: 11053bp; fragments: 412; full length: 0 (>=9947.7bp)
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divergence to consensus (%)

TE: Itr_1 family 921

size: 5158bp; fragments: 233; full length: 0 (>=4642.2bp)
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After TEtrimmer ORF and PFAM domain plot

ORF20

ORF7

Bl ORFs
B PFAM domains

[ =3
ORF ORF6 RF18 RF16 RF14 ORF12
Ak ) — 9
ORF ORF4 ORF8 RF11
ORF;i?RF26 (iR_FZS 2R_F24 R;! i)RFZZ %RFZl ORF; %RF19 {ORF17 3&5 RF13 } ORF93_3RF10
Retrotrans _gag RVT 1 RT_RNaBiIEIgraserHZCZ SH3 Tf2
2000 4000 6000 8000 10000




Before TEtrimmer ORF and PFAM domain plot
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