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Proper Citation

Entrez Utilities (RRID:SCR_013249)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/books/NBK25500/

Proper Citation: Entrez Utilities (RRID:SCR_013249)

Description: Entrez Programming Utilities are tools that provide access to Entrez data
outside of the regular web query interface and may be helpful for retrieving search results
for future use in another environment.

Additional information is available in the NCBI Bookshelf Short Courses Building
Customized Data Pipelines Using the Entrez Programming Utilities (eUtils) and the NCBI
PowerScripting course.

User Requirements: Please read for important information on scripting NCBI servers.
Elnfo: Provides field index term counts, last update, and available links for each database.
ESearch: Searches and retrieves primary IDs (for use in EFetch, ELink, and ESummary)
and term translations and optionally retains results for future use in the user"s
environment.

EPost: Posts a file containing a list of primary IDs for future use in the user"s environment
to use with subsequent search strategies.

ESummary: Retrieves document summaries from a list of primary IDs or from the user"s
environment.

EFetch: Retrieves records in the requested format from a list of one or more primary IDs
or from the user"s environment.

ELink: Checks for the existence of an external or Related Articles link from a list of one or
more primary IDs. Retrieves primary IDs and relevancy scores for links to Entrez
databases or Related Articles; creates a hyperlink to the primary LinkOut provider for a
specific ID and database, or lists LinkOut URLs and Attributes for multiple IDs.

EGQuery: Provides Entrez database counts in XML for a single search using Global
Query.

ESpell: Retrieves spelling suggestions.

SOARP Interface for Entrez Utilities

PMID to PMC ID Converter

Entrez DTDs

Demonstration Program
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Announcement Mailing List

Leasing Data from the National Library of Medicine

Help Desk

User Requirements

Do not overload NCBI"s systems. Users intending to send numerous queries and/or
retrieve large numbers of records from Entrez should comply with the following:

Run retrieval scripts on weekends or between 9 pm and 5 am Eastern Time weekdays for
any series of more than 100 requests.

Send E-utilities requests to http://eutils.ncbi.nlm.nih.gov, not the standard NCBI Web
address.

Make no more than 3 requests every 1 second.

Use the URL parameter email, and tool for distributed software, so that we can track your
project and contact you if there is a problem.

NCBI"s Disclaimer and Copyright notice must be evident to users of your service. NLM
does not claim the copyright on the abstracts in PubMed; however, journal publishers or
authors may. NLM provides no legal advice concerning distribution of copyrighted
materials, consult your legal counsel.

Synonyms: Entrez Utilities

Resource Type: software resource

Resource Name: Entrez Utilities

Resource ID: SCR_013249

Alternate IDs: nif-0000-30519

Alternate URLSs: http://eutils.ncbi.nlm.nih.gov/entrez/query/static/eutils_help.html
Record Creation Time: 20220129T080315+0000

Record Last Update: 20260725T190746+0000

Ratings and Alerts
No rating or validation information has been found for Entrez Utilities.

No alerts have been found for Entrez Utilities.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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