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Proper Citation

QUANTO (RRID:SCR_009084)

Resource Information

URL: http://hydra.usc.edu/GxE

Proper Citation: QUANTO (RRID:SCR_009084)

Description: Software program that computes sample size or power for association studies 
of genes, environmental factors, gene-environment interaction, or gene-gene interaction. 
Available study designs for a disease (binary) outcome include the unmatched case-control, 
matched case-control, case-sibling, case-parent, and case-only designs. Study designs for a 
quantitative tra it include independent individuals and case parent designs. Quanto is a 32-bit 
Windows application requiring Windows 95, 98, NT, 2000, ME or XP to run. The graphical 
user interface allows th e user to easily change the model and view the results without 
having to edit an input file and rerun the program for every model. The results of a session 
are stored to a log file. This log can be printed or saved to a file for reviewing at a later date. 
An option is included to create a text file of the log that can be imported into other 
documents. (entry from Genetic Analysis Software)

Abbreviations: QUANTO

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, c++, ms-windows, (98/nt/2000/..)

Funding:

Resource Name: QUANTO

Resource ID: SCR_009084

Alternate IDs: nlx_154095
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Record Creation Time: 20220129T080251+0000

Record Last Update: 20250416T063536+0000

Ratings and Alerts

No rating or validation information has been found for QUANTO.

No alerts have been found for QUANTO.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 894 mentions in open access literature.

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