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Accession and gi Numbers

NT_017568
Homo sapiens chromosome 9 genomic contig
gi|27481540|ref|NT_017568.11|Hs9_17724[27481540]
U03388
Rattus norvegicus cyclooxygenase 1 mRNA, complete cds
gi|415637|gb|U03388.1|RRU03388[415637]
Accession Number (U03388)

The accession number identifies the whole data base record.  When data in the record is changed the accession number does not.  Accession numbers are now given a version number as an extension (U3388.1 first version, NT_017568.11 eleventh version) to indicate changes in content.

The first letters were originally used to indicate individual collaborating data bases.  For example, all entries prefixed with U come from GenBank (gb) or AP from the human genome project. 

The basic format is:

Nucleotide: 
1 letter + 5 numerals or 2 letters + 6 numerals
Protein:

3 letters + 5 numerals
WGS:

4 letters + 2 numerals

RefSeq
The Reference Sequence (RefSeq) collection aims to provide a comprehensive, integrated, non-redundant set of sequences, including genomic DNA, transcript (RNA), and protein products.

The first two letters followed by an underscore now are often used as a curate for combined sequences that correspond to a single molecular type:

AC_(Alternate genomic), AP_(Alternate protein),

NC_ (chromosome), NG_ (genomic regions), NM_ (mRNA), NP_ (protein), 
NR_(Non-coding RNAs), (NT_ (genomic contigs), NW_(Genomic BACS), 
NZ_(Shotgun Genome),

XM_(modeled mRNA), XP_(modeled protein), XR_(modeled non-coding transcripts),

YP_ (Proteins without transcripts), and ZP_(Proteins annotated from NZ_)
gi Number (gi:415637)

gi (general information identifier) is a unique identifier for a particular sequence.  Each time a sequence is updated it is given a new gi number.  All internal processing of sequences at NCBI are based on gi numbers.

Locus (RRU03388)

Genetic locus names consist of a 3 letter mnemonic for the function and source of the gene, as well as, a number to specify the gene.  Unfortunately, as the function of the domain was changed by further discoveries the name had to change.  For this reason the locus name is not a useful name and has largely been replaced by the Accession number.

