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Proper Citation

HPRD - Human Protein Reference Database (RRID:SCR_007027)

Resource Information

URL: http://www.hprd.org

Proper Citation: HPRD - Human Protein Reference Database (RRID:SCR_007027)

Description: Database that represents a centralized platform to visually depict and integrate
information pertaining to domain architecture, post-translational modifications, interaction
networks and disease association for each protein in the human proteome. All the
information in HPRD has been manually extracted from the literature by expert biologists
who read, interpret and analyze the published data.

Abbreviations: HPRD
Synonyms: Human Protein Reference Database
Resource Type: data or information resource, database

Defining Citation: PMID:18988627, PMID:16381900, PMID:14525934

Keywords: protein, disease, network, post-translational, proteome, protein binding, protein
S, protein c, pathway, protein-protein interaction, protein expression, subcellular localization,
phosphorylation motif, signaling pathway, protein sequence, blast, molecule, domain, motif,
post-translational modification, protein isoform, FASEB list

Funding:

Availability: Acknowledgement requested, Free, Non-commercial, Commercial requires
license

Resource Name: HPRD - Human Protein Reference Database
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Resource ID: SCR_007027
Alternate IDs: nif-0000-00137
Record Creation Time: 20220129T080239+0000

Record Last Update: 20250507T060446+0000

Ratings and Alerts

No rating or validation information has been found for HPRD - Human Protein Reference
Database.

No alerts have been found for HPRD - Human Protein Reference Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1237 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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