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Proper Citation

Exponentially Modified Protein Abundance Index (RRID:SCR_008616)

Resource Information

URL: http://empai.iab.keio.ac.jp/

Proper Citation: Exponentially Modified Protein Abundance Index (RRID:SCR_008616)

Description: emPAI (exponentially modified protein abundance index), developed by
Ishihama et al., is a measure to describe the protein composition in sample solutions.
When the total protein amount in the sample is available, emPAI can be converted to the
absolute amount of each protein in the sample. emPAl is derived from PAI, which is
defined as the number of the observed peptides divided by the number of the observable
peptides per protein. We recently found that log (PAI) had linear relationship to the protein
amounts, and that emPAl, 10°(PAI)-1, was proportional to the protein amounts for whole
cell lysate digested by trypsin. The accuracy of this method was within factor 5, similar or
better than determination of abundance by protein staining

Synonyms: emPAl

Resource Type: data or information resource, database
Resource Name: Exponentially Modified Protein Abundance Index
Resource ID: SCR_008616

Alternate IDs: nif-0000-31967

Record Creation Time: 20220129T080248+0000

Record Last Update: 20260729T044210+0000

Ratings and Alerts

No rating or validation information has been found for Exponentially Modified Protein
Abundance Index.

No alerts have been found for Exponentially Modified Protein Abundance Index.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
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