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Proper Citation

VIOLIN: Vaccine Investigation and Online Information Network (RRID:SCR_012749)

Resource Information

URL: http://www.violinet.org

Proper Citation: VIOLIN: Vaccine Investigation and Online Information Network
(RRID:SCR_012749)

Description: A web-based central resource that integrates vaccine literature data mining,
vaccine research data curation and storage, and curated vaccine data analysis for
vaccines and vaccine candidates developed against various pathogens of high priority in
public health and biological safety. The vaccine data includes research data from vaccine
studies using humans, natural and laboratory animals.VIOLIN extracts and stores vaccine-
related, peer-reviewed papers from PubMed. Several powerful literature searching and
data mining programs have been developed. These include an advanced keywords
search program, a natural languagae processing (NLP) based literature retrieval program,
a MeSH-based literature browser, and a literature alert program. Registered users can
subscribe to our email alert service and will be notified of any newly published vaccine
papers in the areas of interest. These literature mining programs are designed to help the
user and VIOLIN database curators to find efficiently needed vaccine articles and
sentences within full-text articles that contain searched keywords or categories.A web-
based literature mining and curation system (Limix) is available for registered
users/curators to search, curate, and submit structured vaccine data into the VIOLIN
database. The curated vaccine-related information contains many categories such as
general pathogenesis, protective immunity, vaccine preparation and characteristics, host
responses including vaccination protocol and efficacy against virulent pathogen infections.
All data within the database is edited manually and is derived primarily from peer-reviewed
publications. The curated data is stored in a relational database and can be queried using
various VIOLIN search programs. Vaccine-related pathogen and host genes are
annotated and available for searchs based on a customized BLAST program. All VIOLIN
data are available for download into an XML-based data exchange format.VIOLIN is
designed to be a vital source of vaccine information and will provide researchers in basic
and clinical sciences with curated data and bioinformatics tools to facilitate understanding
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and development of vaccines to fight infectious diseases. Category: Other Molecular
Biology Databases Subcategory: Drugs and drug design

Abbreviations: VIOLIN
Synonyms: Violin 2.0, Vaccine Investigation and Online Information Network
Resource Type: data or information resource, database

Keywords: immunology, infectious diseases, molecular biology, pathogen, public health,
vaccine
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Ratings and Alerts

No rating or validation information has been found for VIOLIN: Vaccine Investigation and
Online Information Network.

No alerts have been found for VIOLIN: Vaccine Investigation and Online Information
Network.

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 kravitz2 .

Khan MT, et al. (2023) Multi-epitope vaccine against drug-resistant strains of
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