Table S2 Comparison of functional classifications [2] and published gene lists with genes identified to be significantly expressed in sputum sample 1vs. aerobic growth of cognate isolate
	Subset of genes enriched 

	No. genes


	Hypergeometric
p value1

	Activation Specific_Murine Macrophage Schnappinger et al., 2003 [3]
	7
	5.84E-08

	dosR Regulon Park et al., 2003 [4]
	6
	2.35E-07

	dosR-dependent genes induced in vitro Kendall et al., 2004 [5]
	6
	2.98E-07

	RNI Induced genes Ohno et al., 2003 [6]
	5
	1.28E-06

	NRP or Stationary phase Induced genes Voskuil et al., 2004 [7]
	7
	2.36E-06

	Low Oxygen Induced Bacon et al., 2004 [8]
	6
	3.17E-06

	Slow Growth Induced >1.6 fold_BCG Beste et al., 2007 [9]
	5
	3.38E-05

	Intracellular_Murine Macrophage Induced Schnappinger et al., 2003 [3]
	10
	9.51E-05

	Nutrient Starvation Repressed 4 or 24 or 96 h Betts et al., 2002  [10]
	10
	0.000117

	Nutrient Starvation Repressed 4 h Betts et al., 2002 [10]
	7
	0.000119

	II.A Synthesis and modification of macromolecules
	7
	0.000134

	2.5 fold induced NRP1 v Aerobic ANOVA p0.05 B+H
	4
	0.00021

	Slow Growth Induced >2 fold_BCG Beste et al., 2007 [9]
	3
	0.000265

	Nutrient Starvation Repressed 96 h Betts et al., 2002 [10]
	8
	0.000272

	Slow Growth Induced >1.2 fold_BCG Beste et al., 2007 [9]
	6
	0.000308

	sigD regulon Calamita et al., 2005 [11]
	4
	0.000316

	Murine hollow fibre model Induced v log phase H37Rv Karakousis et al., 2004 [12]
	7
	0.00038

	II.A.7 RNA synthesis, RNA modification and DNA transcription
	3
	0.000716

	sigE repressed genes in sigE KO  v WT H37Rv Manganelli et al., 2001 [13]
	3
	0.00119

	II.A.6 Protein translation and modification
	2
	0.0031

	Genes required for mycobacterial growth in vitro Sassetti et al., 2003 [14]
	9
	0.00472

	Nutrient Starvation Repressed 24 h Betts et al., 2002 [10]
	6
	0.00562

	2.5 fold induced 70:30 v Aerobic ANOVA p0.05 B+H
	2
	0.00789

	d BALBc  vs 7H9 broth at 45 days Repressed Talaat et al. 2007 [15]
	4
	0.00808

	2.5 fold induced Sputum v Aerobic ANOVA p0.05 B+H
	4
	0.018


1A cut-off of p<0.05 was applied.
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