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Combined P-Value method

e Fisher's combined probability test (Fisher, 1932)

e P ., test (Edgington, 1972)
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e Truncated Probability Method (TPM) (Zaykin et al.,2002)



Fisher’'s combined probability test (Fisher, 1932)
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P, test (Edgington, 1972)
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Stouffer et al., 1949
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Wilkinson Wilkinson,1951
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TPM Zaykin et al.,, 2002
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SAS/Genetics Software
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