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Observation Component

one gene in one condition = one curve
CV = (standard deviation)/(mean)
= constant

e.g., Gamma with common shape parameter
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Nonparametric (black) and parametric (red) ML estimates of pi()
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Marginal Fit Diagnostic, MUT
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1-P(H_1|xy)
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SP Posterior error probability
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BH method: t-test p-values
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Raw t-test p-values: Spike-In 25/50
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Rank of p-value out of 12626; min alpha = 0.83
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Estimated Logistic Regression function in ETST method
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