Annotation of draft microbial genomes
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A draft analysis pipeline has been constructed to provide annotation for the microbial sequencing projects being carried out at the Joint Genome Institute. The pipeline was applied to annotating the 15 genomes sequenced during the October 2000 Microbe Month effort; an additional ~30 genomes are anticipated to be processed as they become available in early 2002. Multiple gene callers (Generation, Glimmer and Critica) are used to construct a candidate gene model set. The conceptual translations of these gene models are used to generate similarity search results and protein family relationships; from these results a metabolic framework is constructed and functional roles are assigned. Simple repeats, complex repeats, tRNA genes and other structural RNA genes are also identified. Annotation summaries are made available through the JGI Microbial Sequencing web site; in addition, draft results are being integrated into the interactive display schemes of the Genome Channel/Catalog. Extensive use of high-performance computational tools has enabled rapid processing of genomes in batch. As of this writing, 22 genomes,  comprising over 93 million bp of sequence, in ~4000 contigs have been processed to generate ~85,000 candidate peptide translations.
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