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MSA length = 486 1
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).bed_uf.bed g 5.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 486 b P

size: 486bp; fragments: 3078; full length: 216 (>=437.4bp)
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fasta.b.bed uf.bed g 5.bed fm_ 1.bed O O bcin.fa_aln.fa_cl.fa _gs.
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size: 786bp; fragments: 3041; full length: 0 (>=707.4bp)
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TE: nd 1 famiy 141 Before TEtrimmer 729 bp

size: 729bp; fragments: 3673; full length: 4 (>=656.1bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

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