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Secreted Protein Database

RRID:SCR_013448
Type: Tool

Proper Citation

Secreted Protein Database (RRID:SCR_013448)

Resource Information

URL.: http://spd.cbi.pku.edu.cn

Proper Citation: Secreted Protein Database (RRID:SCR_013448)

Description: A collection of secreted proteins from Human, Mouse and Rat proteomes,
which includes sequences from SwissProt, Trembl, Ensembl and Refseq. The 18,152 entries
are classified into fourteen functional categories, including "apolipoprotein”, "cytokine",

"protease”, "toxin", etc. To make the dataset more comprehensive, nine related datasets
were also collected, such as SPDI, Riken mouse secretome, SwissProt vertebrate secreted
proteins, SubLoc etc.

Abbreviations: SPD

Synonyms: Secreted Protein Database

Resource Type: data or information resource, database
Funding:

Resource Name: Secreted Protein Database
Resource ID: SCR_013448

Alternate IDs: nif-0000-03449

Record Creation Time: 20220129T080316+0000

Record Last Update: 20250507T060918+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_013448/resolver
http://spd.cbi.pku.edu.cn

No rating or validation information has been found for Secreted Protein Database.

No alerts have been found for Secreted Protein Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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