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Proper Citation

Hardy-Weinberg Equilibrium Calculator (RRID:SCR_008371)

Resource Information

URL.: http://www.oege.org/software/hwe-mr-calc.shtml

Proper Citation: Hardy-Weinberg Equilibrium Calculator (RRID:SCR_008371)

Description: This portal leads to the Chi-sq Hardy-Weinberg equilibrium test calculator for
biallelic markers (SNPs, indels etc), including analysis for ascertainment bias for
dominant/recessive models (due to biological or technical causes.) The purpose of this web
program is for estimating possible missingness and an approach to evaluating missingness
under different genetic models. Mendelian randomization (MR) permits causal inference
between exposures and a disease. It can be compared with randomized controlled trials.
Whereas in a randomized controlled trial the randomization occurs at entry into the trial, in
MR the randomization occurs during gamete formation and conception. Several factors,
including time since conception and sampling variation, are relevant to the interpretation of
an MR test. Particularly important is consideration of the missingness of genotypes that can
be originated by chance, genotyping errors, or clinical ascertainment. Testing for Hardy-
Weinberg equilibrium (HWE) is a genetic approach that permits evaluation of missingness.
Through this tool, the authors demonstrate evidence of nonconformity with HWE in real data.
They also perform simulations to characterize the sensitivity of HWE tests to missingness.
Unresolved missingness could lead to a false rejection of causality in an MR investigation of
trait-disease association. These results indicate that large-scale studies, very high quality
genotyping data, and detailed knowledge of the life-course genetics of the alleles/genotypes
studied will largely mitigate this risk. Sponsors: This resource is supported by an
Intermediate Fellowship (grant FS/05/065/19497) from the British Heart Foundation.

Synonyms: HWE Calculator
Resource Type: software resource, software application, simulation software
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Ratings and Alerts

No rating or validation information has been found for Hardy-Weinberg Equilibrium
Calculator.

No alerts have been found for Hardy-Weinberg Equilibrium Calculator.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 93 mentions in open access literature.

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