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World-wide nucleic-acid sequence archive is an international
collaboration among:

I EMBL Nucleotide Sequence Database (Europe)

I GenBank (USA)
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Each of the three groups collects a portion of the total sequence
data reported worldwide, and all new and updated database entries
are exchanged between the groups on a daily basis.

http://www.ebi.ac.uk/embl/
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Nucleic acid sequence databases

The nucleic acid sequence databases, as distributed, are collections
of entries.

Each entry has the form of a text file containing data and
annotations for a single contiguous sequence-

Many entries are assembled from several published papers reporting
overlapping fragments of a complete sequence.



Entries have a life history

Because of the desire on the part of the user community for rapid
access to data, new entries are made available before completion of
annotation and checking-

Entries mature through the classes:

Unannotated → Preliminary → Unreviewed → Standard

Rarely, an entry dies; a few have been removed when they are
determined to be erroneous.
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