Supporting Table 2. Steady-state pathway flux with different operonic gene orders.

We compared the results of two deterministic simulations of the metabolic model: one with perfectly colinear operonic gene order (ABCD) and another with anti-colinear gene order (DCBA). Fluxes through the last enzyme (E4) were compared under these two gene order configurations at a time point after which the concentrations of all pathway intermediates remained constant (at 8-digit accuracy). 

	Gene order
	Flux through E4 (mmol * s-1)

	ABCD
	1.64033624*10-16

	DCBA
	1.64033624*10-16

	
	


