Table S4 The association between operonic organization and network distance for each specific type of flux coupling in 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.
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p < 10-4
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	(2 = 307.4
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	Cramer’s V
	0.22
	(there was no significant association)
	0.056


