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Genomics and proteomics of Saccharomyces cerevisiae used for biofuel production
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ABSTRACT

Saccharomyces cerevisiae is the first eukaryotic organism whose genome was sequenced with
genomic information of a total of 16 chromosomes. It is being used as a model organism to study the
molecular structure and functional characterization of higher eukaryotes. The genomic, proteomic,
transcript and metabolic resources are the best platforms to provide information regarding genome,
proteins, transcripts and metabolic pathways. The evolution of simple genetics of yeast to genome
editing and utilization of genomic resources are summarized in this review. It will give a general
overview of various database resources and tools for gathering and generating computational
information of yeast. SGD (Saccharomyces Genome Database) is an open resource for comprehensive
biological integrated information for Saccharomyces cerevisiae and helps in finding the target gene
such as ADH (alcohol dehydrogenase) for improving biofuel production enhancement. Genome-wide
homology annotation also helps in identifying genes and ORFs and also in assigning functions. The
potential utilization of these resources may overcome the findings of a target for gene discovery and
their use in industrially relevant gene modifications.
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