Table S6 The effect of flux coupling and network distance on co-expression for E. coli.

Network distance was calculated by assuming that all reactions are reversible. Because the average network distance is now 3.2, we categorized gene pairs into the following three network distance groups: i) distance 1, ii) distance 2 and iii) distance ( 3. Relative variance components (i.e. the fraction of total variance in co-expression explained by coupling and distance) were estimated by a general linear model where both flux coupling and distance were treated as random effects in an unbalanced factorial ANOVA design. Both expected means squares and maximum likelihood estimation were used for the estimation (Statistica 6.0 by Statsoft, Inc.). 

	
	Coupling
	Distance
	Interaction term

	Fraction of variance explained (expected means squares method)
	36.1%
	0.6%
	4.1%

	Fraction of variance explained (maximum likelihood method)
	32.1%
	-
	2%
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