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Abstract: The Prefinishing group at the Genome Sequencing Center (GSC) offers a convenient, efficient, and cost-effective method for improving the quality of 
shotgun sequence data.  The GSC uses Autofinish (Gordon, D., University of Washington) to improve low quality regions, close gaps, or both in a variety of 
assemblies.  The Prefinishing process is used on BAC clones as well as whole genome assemblies of varying sizes (small bacterial assemblies, or large assemblies 
such as the chimpanzee and chicken genomes), or regions of either BACs or whole genome assemblies such as gene regions or non-repeat regions.  The GSC’s
prefinishing pipeline is highly successful in closing gaps and improving low quality regions in all projects.  For the clone-based Maize project, the number of contigs 
is reduced by 50% during the prefinishing process.  For NHGRI BACs, the results are even  better.  This prefinishing process can stand alone as an improvement to 
BACs or whole genome assemblies, or can significantly reduce finishing time and costs for projects scheduled for additional improvement efforts.
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