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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 6564 bp

size: 6564bp; fragments: 286; full length: 0 (>=5907.6bp)
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size: 8173bp; fragments: 285; full length: 0 (>=7355.7bp)
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divergence to consensus (%)
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size: 254bp; fragments: 44; full length: 38 (>=228.6bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF3 ORF5

— )

ORF1 ORF4
—) )

ORF2 RF12 ORF8 ORF7
— — — —
ORF14 ORF13 ORF11 ORF10 ORF9 ORF6

— — — — — —

Rav] Peptidase RVP RVT 1 RT_RNaseH Integrase_H2C2

=5 — ) —

1000 2000 3000 4000 5000 6000




nsus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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