Method Pros Cons

Combining P-values e Over non-conservative
[1]
Fisher-Z [2] e Increased power o Globally defined effect size
e Mean effect size e Assume correlations are comparable
e Heterogeneity across different systems
estimate e REM has less assumptions but with
dramatically reduced power
Order statistics [3] | Assumption free o Less power

Effect size is gene Lack of the concept of a mean effect
context specific size
e NoO heterogeneity measurement
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