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Human Microbiome Project
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Proper Citation

Human Microbiome Project (RRID:SCR_012956)

Resource Information

URL: https://commonfund.nih.gov/hmp/

Proper Citation: Human Microbiome Project (RRID:SCR_012956)

Description: NIH Project to generate resources to characterize the human microbiota and to
analyze its role in human health and disease at several different sites on the human body,
including nasal passages, oral cavities, skin, gastrointestinal tract, and urogenital tract using
metagenomic and traditional approach to genomic DNA sequencing studies.HMP was
supported by the Common Fund from 2007 to 2016.

Abbreviations: HMP, NIH HMP, HMP1

Synonyms: Human Microbiome Project, NIH HMP, HMP1, HMP, NIH Human Microbiome
Project

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

Keywords: generate, resource, human, body, microbiota, analyze, health, disease,
metagenomic, DNA, sequesncing, data

Funding: NIH

Availability: Restricted

Resource Name: Human Microbiome Project
Resource ID: SCR_012956

Alternate IDs: nif-0000-25316
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Alternate URLSs: https://www.hmpdacc.org/ihmp/, https://www.hmpdacc.org/hmp
Old URLSs: http://nihroadmap.nih.gov/hmp/
Record Creation Time: 20220129T080313+0000

Record Last Update: 20250517T060054+0000

Ratings and Alerts
No rating or validation information has been found for Human Microbiome Project.

No alerts have been found for Human Microbiome Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 352 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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by Maitake extract helpfully boosts the intestinal environment in vitro. PloS one, 19(4),
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