Resource Summary Report

Generated by nidm-terms on Jul 29, 2026

HPMR - Human Plasma Membrane Receptome

RRID:SCR_007725
Type: Tool

Proper Citation

HPMR - Human Plasma Membrane Receptome (RRID:SCR_007725)

Resource Information

URL: http://receptome.stanford.edu/

Proper Citation: HPMR - Human Plasma Membrane Receptome (RRID:SCR_007725)

Description: HPMR is a database of human plasma membrane ligands and receptors.
Users can search for ligands or receptors to reveal their pairing partners and browse
through ligand or receptor families to identify ligand-receptor relationships. Users can also
submit their own microarray data to perform online genome-wide online searches for
paracrine/autocrine signaling systems. Survey of transcriptomes based on liganded
receptome allows the discovery of paracrine/autocrine signaling for known ligand-receptor
pairs in previously uncharacterized tissues or developmental stages.

Synonyms: HPMR

Resource Type: data or information resource, database
Keywords: ligand, plasma membrane, receptor

Resource Name: HPMR - Human Plasma Membrane Receptome
Resource ID: SCR_007725

Alternate IDs: nif-0000-02985

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260729T044152+0000

Ratings and Alerts

No rating or validation information has been found for HPMR - Human Plasma Membrane
Receptome.

No alerts have been found for HPMR - Human Plasma Membrane Receptome.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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