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The EBI is involved in various activities that may be influenced by the outcome of this workshop:

- The EMBL Nucleotide Sequence Database serves as the European node of the International Nucleotide Sequence Database Collaboration (INSDC), collecting and presenting both primary sequence and annotation and Third Party Annotation - alternative sequence assembly and annotation of existing primary records.

- Genome Reviews is the EBI's service for browsing standardised bacterial genome annotation, based on the most up-to-date information from automated and curated data sources.

- UniProt (Universal Protein Resource), a collaboration between EBI, SIB (Geneva, Switzerland), and PIR (Georgetown, DC, USA), is the world's most comprehensive catalog of information on proteins.

- We believe that microbial genome annotation should be recorded publicly as INSDC data, in the form of primary and TPA records as appropriate.

- EBI is committed to providing tools to allow groups generating annotation to submit their annotation (primary and third party) data in as simple and timely a way as possible.

- The EMBL Nucleotide Sequence Database presents annotation as provided by the submitters, while UniProt and GenomeReviews are under editorial control of the UniProt consortium and the EBI. Consistent nomenclature is indispensable for communication, literature searching and entry retrieval.

Many species-specific communities have established gene nomenclature committees that try to assign consistent and, if possible, meaningful gene symbols. Other scientific communities have established protein nomenclatures for a set of proteins based on sequence similarity and/or function. But there is no established organisation involved in the standardization of protein names, nor are there any efforts to establish naming rules that are valid across the largest spectrum of species possible. Ambiguities regarding gene/protein names are a major problem in the literature and it is even worse in the sequence databases which tend to propagate the confusion. UniProt and GenomeReviews feel that we can play a major role in standardisation of protein and gene nomenclature.

UniProt and GenomeReviews are constantly striving to further standardise the nomenclature for given proteins and genes across related organisms.

This is accomplished via protein family-driven annotation, through both manual and automated pipelines. This also involves the ongoing standardisation of all the existing UniProtKB/Swiss-Prot protein names according to UniProt guidelines and propagation to GenomeReviews. We try to attribute a recommended name to all the proteins of UniProtKB/Swiss-Prot, following as far as possible the rules listed in the document http://www.expasy.org/cgi-bin/lists?nameprot.txt.

- UniProt and GenomeReviews are also supportive of all efforts to ensure that high quality annotation for a genome is available when a new genome is deposited in the INSD, as well as adequate updating of the annotation of genomes in the INSD.

- As important as collecting reliable and comparable genome annotation are services that allow users to understand which genomes are available and how their annotation and multiple annotations differ. The EMBL Nucleotide Sequence Database is working with DDBJ and NCBI to establish the Genome Project Metadata Database, which will provide information for users on annotation pipelines, sequence coverage, locus_tag usage, etc.

