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Supplementary file S6: Selecting the grRatio cut-off to identify important proteins in ATP production by sperm cells. 
	It is known that in human metabolic network models, actual flux values and predicted fluxes do not necessarily correlate. Therefore, reduction of fluxes cannot be modeled quantitatively. In the present work, to identify important enzymes for energy production we considered those enzymes whose inactivation reduced ATP production by at least 10% (i.e., grRatio ≥ 90%). This cut-off is chosen as a rule of thumb to represent a “considerable” change in ATP production flux. By changing this cut-off ratio to 0.85, four gene sets (out of the 29 independent gene sets) were removed (see Figure below). Furthermore, by changing the cut-off ratio to 0.95, only two more genes were added to the set of selected genes. Therefore, the chosen cut-off seems to be reasonable for these analyses.
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