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The first goal of genome annotation is to generate accurate annotations for the functions of the proteins. The second goal should be to ensure that proteins with the same function in different genomes are consistently annotated. The Subsystems Approach to genome annotation, developed by FIG, yields the most consistent and accurate annotations across divergent genomes. Rather than annotating one genome at a time, the Subsystems Approach uses several lines of evidence to annotate all available genomes. This approach is the most accurate, consistent, and reliable method for annotating genomes, and is perhaps the only way to deal with the potential deluge of microbial genomes expected to be sequenced in the next few years.

