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Proper Citation

Amino Acid Index Database (RRID:SCR_007044)

Resource Information

URL: http://www.genome.ad.jp/aaindex/

Proper Citation: Amino Acid Index Database (RRID:SCR_007044)

Description: AAindex is a database of numerical indices representing various
physicochemical and biochemical properties of amino acids and pairs of amino acids.
AAindex consists of three sections now: AAindex1 for the amino acid index of 20
numerical values, AAindex2 for the amino acid mutation matrix and AAindex3 for the
statistical protein contact potentials. All data are derived from published literature. An
amino acid index is a set of 20 numerical values representing any of the different
physicochemical and biological properties of amino acids. The AAindex1 section of the
Amino Acid Index Database is a collection of published indices together with the result of
cluster analysis using the correlation coefficient as the distance between two indices. This
section currently contains 544 indices. Another important feature of amino acids that can
be represented numerically is the similarity between amino acids. Thus, a similarity matrix,
also called a mutation matrix, is a set of 210 numerical values, 20 diagonal and 20x19/2
off-diagonal elements, used for sequence alignments and similarity searches. The
AAindex2 section of the Amino Acid Index Database is a collection of published amino
acid mutation matrices together with the result of cluster analysis. This section currently
contains 94 matrices. In the release 9.0, we added a collection of published protein
pairwise contact potentials to AAindex as AAindex3. This section currently contains 47
contact potential matrices. Sponsors: This work was supported by grants and resources
from the Ministry of Education, Culture, Sports, Science and Technology, and the Japan
Science and Technology Agency, and the Bioinformatics Center, Institute for Chemical
Research, Kyoto University and the Super Computer System, Human Genome Center,
Institute of Medical Science, University of Tokyo.

Synonyms: AAindex

Resource Type: data or information resource, database

Defining Citation: PMID:3244698, PMID:9053899, PMID:9847231, PMID:10592278

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_007044/resolver
http://www.genome.ad.jp/aaindex/
https://pubmed.ncbi.nlm.nih.gov/3244698
https://pubmed.ncbi.nlm.nih.gov/9053899
https://pubmed.ncbi.nlm.nih.gov/9847231
https://pubmed.ncbi.nlm.nih.gov/10592278


Keywords: amino acid, biochemical property, mutation, physicochemical property, protein
sequence, proteomics, FASEB list

Resource Name: Amino Acid Index Database

Resource ID: SCR_007044

Alternate IDs: nif-0000-02527

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260729T044140+0000

Ratings and Alerts

No rating or validation information has been found for Amino Acid Index Database.

No alerts have been found for Amino Acid Index Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 205 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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