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Proper Citation

outbreak.info (RRID:SCR_018282)

Resource Information

URL.: https://outbreak.info/

Proper Citation: outbreak.info (RRID:SCR_018282)

Description: Resource to aggregate all outbreak information into single location during
outbreaks of emerging diseases, such as COVID-19.

Resource Type: portal, data or information resource, topical portal

Keywords: COVID-19 data collection, single location, outbreak information, emerging
disease

Related Condition: COVID-19

Funding: NIAID

Availability: Free, Freely available

Resource Name: outbreak.info

Resource ID: SCR_018282

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260810T040731+0000

Ratings and Alerts
No rating or validation information has been found for outbreak.info.

No alerts have been found for outbreak.info.

Data and Source Information


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_018282/resolver
https://outbreak.info/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 155 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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variants in complex with antigen-binding fragments targeting COVID-19 vaccine-
referenced variants. Data in brief, 58, 111291.

Daroch N, et al. (2025) Respiratory virus infection dynamics and genomic surveillance to
detect seasonal influenza subtypes in wastewater: A longitudinal study in Bengaluru,
India. PLOS global public health, 5(9), e0004640.

Zhang X, et al. (2024) CovEpiAb: a comprehensive database and analysis resource for
immune epitopes and antibodies of human coronaviruses. Briefings in bioinformatics,
25(3).

Li K, et al. (2024) Genome-wide association study between SARS-CoV-2 single nucleotide
polymorphisms and virus copies during infections. PLoS computational biology, 20(9),
€1012469.

Walmsley S, et al. (2024) Declining Levels of Neutralizing Antibodies to SARS-CoV-2
Omicron Variants Are Enhanced by Hybrid Immunity and Original/Omicron Bivalent
Vaccination. Vaccines, 12(6).

ABBmann E, et al. (2024) Impact of reference design on estimating SARS-CoV-2 lineage
abundances from wastewater sequencing data. GigaScience, 13.




