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Proper Citation

All of Us (RRID:SCR_027032)

Resource Information

URL: https://www.researchallofus.org

Proper Citation: All of Us (RRID:SCR_027032)

Description: Portal stores health data from participants from across the United States.
Provides interactive Data Browser where anyone can learn about the type and quantity of
data that All of Us collects. Users can explore aggregate data including genomic variants,
survey responses, physical measurements, electronic health record information, and
wearables data.

Resource Type: data or information resource, database, portal

Keywords: health data, United States data, genomic variants, survey responses, physical
measurements, electronic health record information,

Availability: Free, Freely available,

Resource Name: All of Us

Resource ID: SCR_027032

Record Creation Time: 20250605T060221+0000

Record Last Update: 20260729T044651+0000

Ratings and Alerts

No rating or validation information has been found for All of Us.

No alerts have been found for All of Us.

Data and Source Information

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_027032/resolver
https://www.researchallofus.org


Source: SciCrunch Registry

Usage and Citation Metrics

We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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levels and cardiovascular disease. Genome medicine, 17(1), 113.

Chen HH, et al. (2025) Population-specific polygenic risk scores for people of Han
Chinese ancestry. Nature, 648(8092), 128.

Berry ASF, et al. (2025) X and Y gene dosage effects are primary contributors to human
sexual dimorphism: The case of height. Proceedings of the National Academy of Sciences
of the United States of America, 122(22), e2503039122.

Lin MR, et al. (2025) Whole exome sequencing and polygenic risk assessment for kidney
functions and clinical management in both hospital-based cohort and population-based
Asian cohorts. Journal of biomedical science, 32(1), 72.

Sanders K, et al. (2025) GWAS for Periodontitis Phenotypes Using Multi-Ancestry All of
Us Research Platform. medRxiv : the preprint server for health sciences.

Jin Q, et al. (2025) Opportunistic screening of type 2 diabetes with deep metric learning
using electronic health records. Scientific reports, 15(1), 41892.

Eun Y, et al. (2025) Comorbidities and systemic steroids drive pneumonia risk in
inflammatory bowel disease: Propensity score-matched cohort study. World journal of
gastrointestinal pharmacology and therapeutics, 16(2), 105335.
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Jones AB, et al. (2025) A feasibility study of whole genome germline testing as an adjunct
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Li AR, et al. (2025) Sleep and circadian disorders as risk factors for autoimmune disease:
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Doku R, et al. (2025) Medication-Stratified Analysis of LDL-C Equation Miscalibration in
Diabetes: Evidence from the All of Us Research Program and a Medication-Agnostic
Machine-Learning Correction. medRxiv : the preprint server for health sciences.

Doku R, et al. (2025) Nonfasting, Telehealth-Ready LDL-C Testing With Machine Learning
to Improve Cardiovascular Access and Equity. medRxiv : the preprint server for health
sciences.

Yang X, et al. (2025) Disruptions of healthcare visits and viral suppression for people living
with HIV during the COVID-19 pandemic in the US. BMC infectious diseases, 25(1), 1295.

Fu B, et al. (2025) A biobank-scale test of marginal epistasis reveals genome-wide signals
of polygenic interaction effects. Nature genetics, 57(12), 3175.

Cudic M, et al. (2025) Putting Polygenic Scores in Context: How Intersectional Factors
Affect Relative and Absolute Genetic Risk. medRxiv : the preprint server for health
sciences.

Nyeo SS, et al. (2025) Population-scale sequencing resolves correlates and determinants
of latent Epstein-Barr Virus infection. bioRxiv : the preprint server for biology.

Xu T, et al. (2025) Risk Factors Associated with Gastroenteropancreatic and Lung
Neuroendocrine Tumors: A Nested Case-Control Study from the All of Us Research
Program. Cancer epidemiology, biomarkers & prevention : a publication of the American
Association for Cancer Research, cosponsored by the American Society of Preventive
Oncology, 34(8), 1395.


