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Bio::DB::Flat

2. Choosing Your Options

bioflat_index.pl -c -l /usr/share/biodb -d genbank -i bdb -f fasta data/*.fa
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3. Moving Database Files

index flat/1
fileid_0 /share/data/alnfile.fasta 294
fileid_1 /share/data/genomic-seq.fasta 171524
fileid_2 /share/data/hs_owlmonkey.fasta 416
fileid_3 /share/data/test.fasta 804
fileid_4 /share/data/testaln.fasta 4620
primary_namespace ACC
secondary_namespaces ID
format URN:LSID:open-bio.org:fasta
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4. More information
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