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Within-compound scoring method
Compute z-score matrices Z*

(a,𝛿) from compound-process score matrices Xa; a ∈ {𝛼, 𝛽, 𝛾} (Eqns. 9-10).
Compute p-value matrices PZ*(a,𝛿) by permuting the rows of compound-gene similarity score matrices Sa and 
recomputing compound-process score matrices Xa; a ∈ {𝛼, 𝛽, 𝛾} (Eqn. 11).
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(Eqn. 6)

b = 𝛽

Control-based scoring method

c = 𝛾

Compute z-score matrices Z*
(a,b)  and p-value matrices PZ*(a,b) 

from compound-process score matrices Xa and Xb;
a ∈ {𝛼, 𝛽, 𝛾}, b ∈ {𝛽, 𝛾} (Eqns. 7-8).

For comparison to top-k enrichment-based method, 
insert at this step enrichment factor and hypergeometric 
p-value matrices, respectively E(a,k) and PE(a,k);
a ∈ {𝛼, 𝛽, 𝛾} (Eqns. 14-15).


