Molecular sequence information is increasingly an important part of all biological research.  Facility with public sequence databases and search tools is therefore essential to all life science researchers.  The largest public repository of biological sequence information is maintained by the National Center for Biotechnology Information (NCBI) at the National Library of Medicine.  In my talk, I describe database resources and tools available through the WWW interface to the NCBI.  Our primary nucleic acid sequence database is GenBank, an archival collection of  over 10 million DNA sequences from over 70,000 organisms. I will describe the nature, content and scope of GenBank and other important NCBI databases. The primary WWW access to these data is through the Entrez database and text search system, which allows integrated access to GenBank and other nucleic acid sequence and protein databases as well as literature (PubMed), genome and structure data available at the NCBI.  I will demonstrate Entrez  text search strategies for finding sequence records and the power of neighboring and linking to find related information. Despite the power of the Entrez search system, sequence similarity searching is the most useful way of approaching sequence databases. Our sequence similarity search engine BLAST provides fast and sensitive access to all sequence data at the NCBI and is linked to the Entrez system for access to related data.  I will provide essential information on using the various forms of BLAST available on the WWW including PSI-BLAST, PHI-BLAST and RPS-BLAST.  In the past few years sequences of complete genomes including numerous microbes, C. elegans and Drosophila have become available. The NCBI provides access to annotated, integrated genomic maps and assembled sequence for complete genomes. The NCBI is also the primary site for assembly and annotation of the Human Genome Project data.  I will demonstrate some of the specialized genomic resources, assembled sequences, maps and  tools and explain how to access data from the human genome project.

