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Fitting the Model: slice sampling within Gibbs

Heterosis, or hybrid vigor, occurs when the mean trait value of offspring is more extreme than that > g n: observed count (gene g, library n). » Iteratively sample parameters from their full conditional posterior distributions.
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hybrid offspring. The expression level of each gene can be viewed as a trait alongside more traditional 1(g,n) = § ¢g + dg if library n came from the hybrid ., Gamma distribution Parallel reductions
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is a fully Bayesian hierarchical modeling strategy for modeling count-based expression data from
next-generation RNA sequencing. Also featured are the high performance computing methods that make > ¢g: parental mean expression effect
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Gene Expression Heterosis in RNA Sequencing Data

» Greek letters are parameters,

> Roman letters are assumed constant. » Using samples ¢ém), ag ’, and 5ém) (m=1,..., M) from the appropriate posterior predictive distributions,

we can calculate the posterior probabilities that gene g has...
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