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	Up-regulated in deletion mutant
	Down-regulated in deletion mutant

	Gene ID
	Fold change
	Common Name
	Gene ID
	Fold change
	Common Name

	Rv0114
	2.1
	Rv0114
	Rv0019
	1.6
	

	Rv0151
	2.7
	
	Rv0220
	2.6
	lipC

	Rv0170
	2.7
	Rv0170
	Rv0226
	2.7
	

	Rv0230
	1.6
	
	Rv0313
	2.7
	Rv0313

	Rv0304
	3.8
	
	Rv0340
	2.7
	Rv0340

	Rv0442
	1.8
	
	Rv0485
	2.4
	Rv0485

	Rv0465
	1.9
	
	Rv0668
	1.7
	rpoC

	Rv0521
	3.2
	
	Rv0754
	2.1
	PE PGRS

	Rv0565
	1.7
	
	Rv0876
	2.3
	

	Rv0691
	1.9
	
	Rv0877
	1.7
	Rv0877

	Rv0755
	2.5
	
	Rv0968
	3.1
	Rv0968

	Rv0795
	1.9
	
	Rv1072
	5.3
	Rv1072

	Rv0796
	3.5
	
	Rv1073
	2.3
	Rv1073

	Rv0834
	1.7
	
	Rv1126
	4.2
	

	Rv0878
	2.5
	
	Rv1127
	4.1
	

	Rv1016
	1.8
	
	Rv1177
	3.2
	fdxC

	Rv1090
	2.3
	Rv1090
	Rv1256
	2.3
	

	Rv1135
	3.0
	
	Rv1298
	6.7
	rpmE

	Rv1182
	4.1
	papA3
	Rv1395
	2.1
	Rv1395

	Rv1504
	1.7
	
	Rv1400
	1.6
	

	Rv1548
	2.2
	
	Rv1436
	2.5
	gap

	Rv1557
	1.7
	mmpL6
	Rv1472
	2.1
	echA12

	Rv1626
	1.6
	Rv1626
	Rv1539
	1.8
	lspA

	Rv1665
	1.5
	pks11
	Rv1630
	2.0
	rpsA

	Rv1735
	2.3
	
	Rv1649
	3.0
	pheS

	Rv1756
	3.1
	
	Rv1708
	1.5
	Rv1708

	Rv1763
	2.0
	
	Rv1827
	1.7
	Rv1827

	Rv1764
	2.6
	
	Rv2182
	2.4
	

	Rv1889
	2.3
	
	Rv2329
	1.9
	

	Rv1910
	2.0
	
	Rv2343
	1.5
	

	Rv1917
	2.8
	
	Rv2472
	2.3
	Rv2472

	Rv1959
	2.1
	
	Rv2606
	1.9
	

	Rv2001
	1.9
	Rv2001
	Rv2675
	2.1
	

	Rv2105
	2.0
	
	Rv2693
	2.4
	

	Rv2167
	4.1
	
	Rv2694
	3.1
	

	Rv2168
	1.9
	
	Rv2707
	4.3
	Rv2707

	Rv2268
	2.0
	
	Rv2710
	3.7
	sigB

	Rv2279
	3.1
	
	Rv2742
	1.6
	

	Rv2293
	1.5
	
	Rv2745
	2.8
	

	Rv2339
	2.3
	mmpL9
	Rv2753
	3.2
	

	Rv2353
	2.9
	
	Rv3130
	3.2
	

	Rv2354
	2.6
	
	Rv3131
	1.7
	Rv3131

	Rv2355
	3.2
	
	Rv3197
	1.8
	Rv3197

	Rv2436
	1.6
	rbsK
	Rv3283
	2.0
	sseA

	Rv2479
	3.4
	
	Rv3341
	1.7
	metA

	Rv2491
	2.8
	Rv2491
	Rv3408
	2.0
	Rv3408

	Rv2492
	3.3
	Rv2492
	Rv3418
	4.7
	

	Rv2546
	2.0
	Rv2546
	Rv3667
	2.4
	acs

	Rv2599
	1.7
	Rv2599
	Rv3725
	2.0
	Rv3725

	Rv2615
	2.3
	
	Rv3804
	3.6
	

	Rv2648
	1.9
	
	
	
	

	Rv2649
	3.6
	
	
	
	

	Rv2779
	1.6
	
	
	
	

	Rv2804
	1.6
	
	
	
	

	Rv2814
	3.1
	
	
	
	

	Rv2910
	2.0
	
	
	
	

	Rv3057
	2.0
	
	
	
	

	Rv3110
	2.7
	moaB
	
	
	

	Rv3114
	3.1
	Rv3114
	
	
	

	Rv3124
	2.5
	Rv3124
	
	
	

	Rv3148
	1.9
	nuoD
	
	
	

	Rv3153
	1.9
	nuoI
	
	
	

	Rv3155
	2.4
	nuoK
	
	
	

	Rv3159
	2.0
	
	
	
	

	Rv3160
	1.5
	
	
	
	

	Rv3184
	2.8
	
	
	
	

	Rv3185
	3.8
	
	
	
	

	Rv3187
	3.4
	Rv3187
	
	
	

	Rv3321
	2.5
	
	
	
	

	Rv3326
	2.7
	
	
	
	

	Rv3343
	2.1
	
	
	
	

	Rv3353
	2.0
	
	
	
	

	Rv3362
	1.8
	
	
	
	

	Rv3377
	2.2
	
	
	
	

	Rv3467
	1.6
	Rv3467
	
	
	

	Rv3474
	2.2
	
	
	
	

	Rv3475
	3.0
	
	
	
	

	Rv3552
	1.5
	Rv3552
	
	
	

	Rv3669
	1.9
	Rv3669
	
	
	

	Rv3691
	1.8
	Rv3691
	
	
	



Strains were cultured as for 14d in the Wayne model of hypoxia.  A minimum of three RNA samples were isolated from independent cultures. The labelled cDNA was hybridised in duplicate in competition with labelled genomic DNA (control). The dyes were swapped between the two hybridisations so that for each RNA sample two hybridizations were performed. Each gene was present on the array twice, giving a total of twelve readings per gene per condition. Data was loaded into Genespring (Silicon Genetics) for analysis and normalised as follows. Values below 0.01 were set to 0.01.  Each gene's measured intensity was divided by its control channel value in each sample; if the control channel was below 10 then 10 was used instead. If the control channel and the signal channel were both below 10 then no data was reported.  Each measurement was divided by the 50th percentile of all measurements in that sample. The percentile was calculated with all raw measurements above 10, using all genes not marked absent. Statistical analyisis using Genespring (ANOVA or t-test with multiple correction testing) was used to find genes whose expression differed between the wild-type and deletion strain; genes whose expression changed by more than 1.5-fold are given.
