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Introduction

GSEVM v.3 (Genetically Structured Environmental Variance Model) is a new software that implement Bayesian-MCMC methods to 

fit genetically structured variance models:
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This software implements three different structural mixed linear models: 

Where μ =Xb+Za+Wp and                       is the diagonal matrix with entries 

Description
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Vectors b and  b* contain systematic effects, a and a*contain additive genetic effects, vectors p and p*contain other effects such as 

permanent environmental effects and X, Z and W are known incidence matrices.

Conclusion

The great variety of output files provided by the GSEVM program gives a high amount of useful information that can be used for 

statistical analysis. These features along with the program flexibility make the GSEVM v.3 software very helpful to analyze 

environmental variance models.

Parameters file Data file Pedigree file

Inputs

• Description

• Data base

• Effects ( <11)

• Model

• Priors

• Animal

• Sire

• Dam
• Animal

• Effects

• Observation

GSEVM

• 3 possible structured mixed models

• MCMC

• Gibbs

• Metropolis

• Deviance Information Criteria (DIC)

• Dos and Unix executables

Summary file

Graphics

Files of samples  from marginal 

posterior distributions

Outputs

• Basic statistics analysis  • (Co) Variances

• Systematic effects

• Breeding values
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