
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

SNAP - Effects of Single Amino Acid Substitutions
on Protein Function
RRID:SCR_010786
Type: Tool

Proper Citation

SNAP - Effects of Single Amino Acid Substitutions on Protein Function
(RRID:SCR_010786)

Resource Information

URL: https://rostlab.org/services/snap/

Proper Citation: SNAP - Effects of Single Amino Acid Substitutions on Protein Function
(RRID:SCR_010786)

Description: A method for evaluating effects of single amino acid substitutions on protein
function.

Abbreviations: SNAP

Resource Type: service resource, data analysis service, analysis service resource,
software resource, production service resource

Defining Citation: PMID:17526529

Availability: Acknowledgement requested

Resource Name: SNAP - Effects of Single Amino Acid Substitutions on Protein Function

Resource ID: SCR_010786

Alternate IDs: OMICS_00162

Record Creation Time: 20220129T080300+0000

Record Last Update: 20260728T043349+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_010786/resolver
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_010786/resolver
https://rostlab.org/services/snap/
https://pubmed.ncbi.nlm.nih.gov/17526529


No rating or validation information has been found for SNAP - Effects of Single Amino Acid
Substitutions on Protein Function.

No alerts have been found for SNAP - Effects of Single Amino Acid Substitutions on
Protein Function.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 29 mentions in open access literature.
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