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Scope

The Entrez Gene database [1, 2] provides detailed information for known or predicted genes defined by nucleotide sequence or map
position. Currently, Entrez Gene contains more than 3.7 million entries and includes data from all major taxonomic groups. The indi-
vidual records in the database pertain to a single gene and originate from the processing and annotation of genomic sequences by the
NCBI Reference Sequence [3, 4] and the Map Viewer [5] groups.

Access
To search the data in Entrez Gene via the World Wide Web: Entrez Gene data files, Gene References into Function (GeneRiF) data
www.nchi.nlm.nih.gov/sites/entrez?db=gene and file conversion tools are available at:
The data in Entrez Gene can also be retrieved programmatically via ftp://ftp.ncbi.nih.gov/gene
the Entrez Programming Ultilities (eUtils):
eutils.ncbi.nim.nih.gov/entrez/query/static/eutils_help.html
Search

Searching is as simple as entering the name of your favorite gene and pressing enter or clicking on "Go". Gene is part of NCBI's Entrez sys-
tem, so you can also take advantage of functions provided under the Limits and Preview/Index tabs.

The Limits function can be used to restrict a search to a specific type of record in the database. Under Limits, search results can be opti-
mized by checking one or more of the boxes under the different categories, or by limiting the search term to a field selected from the pull-
down menu (A). For example, the unspecific search term "HFE" retrieves more than 30 individual gene records. However, restricting the
search term to the "Gene Name" field in the pull-down menu and checking the "Homo sapiens” box under the "Limit by Taxonomy" section
(B), will retrieve a single record for the human HFE gene (see Figure 2).

The Preview/Index function (A) enables the construc-
tion of complex queries by restricting the search terms to
specific fields combined with the Boolean operator terms
"AND", "OR" or "NOT". For example, the following
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Searches can be saved temporarily and can be viewed under “History”, or indefinitely from
within MyNCBI (C).

receive e-mail alerts when new entries are released into
the database.

Content

The information in a record depends on the source organism and the extent of gene-based information that is publicly available. Each Entrez
Gene record contains a Summary section (Figure 2A) which provides a brief overview of the structure and function of the gene. For ease of
navigation, the sub-topics listed in the Table of Contents (Figure 2B) link directly to the corresponding section within the report.

Links to view and download genomic, mRNA and protein sequences are given in the Genomic regions, transcripts and products section
(Figure 2C). Additional sections include the Genomic context (i.e., the chromosomal location), a Bibliography section with links to the arti-
cles in PubMed which document gene function (GeneRIFs), sequence data (Reference Sequences and GenBank/DDBJ/EMBL) and general
information about the gene (e.g,, genetic markers, phenotypes, homologs and gene ontologies) and its encoded protein(s) (e.g:, interaction data,
metabolic pathways, conserved domains, etc.).



Disgtay | Full Report =lashow[s  ~l[sendt0 =] Links
All:1 ‘Curremt Qnly: 1 T Genes Genames: 1 T SNP Geneview: 1 A powerful feature of the
™ 1: HFE hemeochromatosis [ Hormo sapiens ] PR
GenelD: 3077 updated 19-apr-pngy B Entrez Gene Home Entrez Gene database is its
Shmma % 2 vTable Of Contents integration with genome-relat-
ull Hepol Summary
Official Symbol HFE 2 = Genomic regions, transcrip ed resources at NCBI or ClSC—
Summary Gir‘ﬂumm c;mtext .
official Full Name hemochromatosis E\%ﬁ‘\ a'lv‘,ulgéfgte\:n e where. Flgure 2B shows the
Interactions .
Primary source HGNC: 4886 ML D General gene information Links menu for the human
Gene Table General protein infarmatio
See related HPRD:01893; MIM:235200 Ul List Reference Sequences HFE gene record. Several of
Gene type protein coding LinkOut Eg!jﬁ't:ecl S\ELWEHCES i .
RofSon <totis Roviowad A Books Links tional Links the links incorporate NCBI
efseq status  keviews: Conserved Domain Links ¥ Links
Organism omo sapiens Gename Links Order coNa done | resources, such as Map
B A GENSAT Links
Lineage Eukaryots; Metazoa; Chordats; Cramiats; Vertebrata; Euteleostorni; Marmmalia; Euthel Books ;
Primates; Haplorrhini; Catarrhini; Horninidae; Homo EEO Profile Links — Conserved Domains Viewer [5]’ dbSNP [6]’
omoloGene Links Genome R
Also known as  HH; HFE1; HLA-H; MGC103790; d)221C16.10.1 Nucleotide Links GEC Profiles HomoloGene, and UniGene
sSummary The protein encoded by this gene is a membrane protein that is similar to MHC class I-t] MIH cDrNA clone links ﬂgg?}iﬁﬂe . .
associates with betaZ-microglobulin (beta2Mm). It is thought that this protein functions 8maﬂi§ Mucleotide [7] Information on genetic
absarption by regulating the interaction of the transferrin receptor with transferrin, The . . .
heretitary hasmaChTomatass, 1s 2 roressive Henote disarcer that results fom defocts |DOASEEY Links i disorders is accessible through
eleven alternatively spliced variants have been described for this gene. Additional variante Fave besn Tound Full text in PMC the Online Mendeli
but their full-length nature has nat been determined el ¢ Unline Mendelian
PubMed H H
— o Eubiid tsenern Inheritance in Man (OMIM)
enomic regions, transcripts, an roducts SMP .
N " . SNP: Genotype database [8]. Links to external
SNP: Geneview
Go to reference sequence details S tesources, such as to I{EGG
HC_000006.10 UnisTs . .
tmsmry esancnco s and Reactome, provide infor-
= = ]
w1 X D mation on metabolic path-
NH_piid 1.3 — - NP 0004014 soform 1 precursor  CCDI4578.1
NR_1on0 4.2 [ | NP_B20573¢1 _izoform 4 precursor CCDS#57941 GeneTests for MIM: 235201 . . .
C B ——ii= biees foup ways. Organism-specific links,
[T — NE82057601 isoforn T precursor CCDS45O0s1 HGHC
e i R S— e — e such as the one labeled
e ———— — R MGC " "
T cing resien 8- wwoneiobed reten * ModslMaker HGNC" in the Summary
UniGene .
Linkout section of the HFE report
P Entrez Gene Info (F1gure ZA), link to the
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shown. (A) Gene "Summary" section; (B) Direct links (under "Table of Contents") to the specific elements of the Entrez
Gene Report and under "Links", to other NCBI databases and selected external databases.;(C) "Genomic regions, tran- . .
scripts, and proteins" section; (D) Display options. where more information
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Download The entire Gene database can be downloaded from 2007
ftp.nchi.nih.gov/gene/DATA (updated daily) [4] Tatiana Tatusova Kim D. Pruitt and James
M. Ostell. The reference sequence (RefSeq)
Hel [P Provides access to detailed help, including how to use the eUtils for programmatic access to the data | project. In: The NCBI Handbook. National

. Center for Biotechnology Information, 2003.
in Entrez Gene.[10] wwwncbi.nlm.nih.gov/books/.

Feedback On-line forms for submitting comments and suggestions to NCBI staff regarding the data in 5] Susan M. Dombrowski and Donna

: . fenl Maglott. Using the Map Viewer to explore
Entrez Gene, include corrections and for submitting GeneRIFs. aenomes. In: The NCBI Handbook Natonal
Center for Biotechnology Information, 2003.
www.ncbi.nlm.nih.gov/books/.

Subscriptions To subscribe to the Reference Sequence, Entrez Gene and Map Viewer Announce lists,

use this root URL : [6] Adrienne Kitts and Stephen Sherry. The
. . . - single nucleotide polymorphism database
RefSeq: www.ncbi.nim.nih.gov/mailman/listinfo/refseq-announce (dbsnp) of nucleotide sequence variation. In:

The NCBI Handbook. National Center for
Biotechnology Information, 2003.

Map Viewer: www.ncbi.nlm.nih.gov/mailman/listinfo/mapview-announce www.ncbi.nlm.nih.gov/books/.
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The NCBI Handbook. National Center for Biotechnology Information, 2002. www.ncbi.nlm.nih.gov/books/.

[9] Donna Maglott. Using Entrez Gene Help: Integrated Access to Genes of Genomes in the Reference Sequence Collection. In: The NCBI Help Manual 2005.
www.ncbi.nlm.nih.gov/books/.
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