Table 1. Genes induced in Mycobacterium tuberculosis H37Rv by diamide The following microarray data are for individual interpretation. All genes in this table may not be reproducibly
induced. In addition, the table should not be seen as a complete list of all possibly induced genes. Description of the data table details and analysis methods are described in the data analysis sectior

Corrected intensity

Average

Average Corrected ratios Individual array ratios (CH2/CH1)
Spot Name Gene CH1 CH2 CH2/CH1 StD SEM Gene product PCR Biol. set 1 Biol. set 2 Biol. set 3
Cye3 Cye5 Induced F mi1016  mi1020 mi1022 mi1026 mi1032 mi519

1493 Rv0011c - 5186 8379 1.6 0.2 0.1 1.1 1.9 1.8 1.6 1.7 1.3 1.6
2215 Rv0012 - 3368 6214 2.0 0.4 0.2 possible_cell_division_protein 1.1 1.9 27 1.8 1.9 2.0 1.6
1494 Rv0013 pabA 4369 7590 1.8 0.1 0.1 p-aminobenzoate_synthase_glutamine_amidotransferase 1.1 1.8 1.9 1.9 1.6 1.7 1.7
2216 Rv0014c  pknB 1718 3900 2.5 0.9 0.4 serine-threonine_protein_kinase 1.1 2.8 3.9 24 2.6 1.8 14
1495 Rv0015¢c  pknA 6261 14502 2.5 0.6 0.2 serine-threonine_protein_kinase 2.6 27 25 15 2.2 3.2 2.7
2217 Rv0016¢c  pbpA 3098 13675 4.9 1.1 0.4 penicillin-binding_protein 1.1 4.4 6.3 3.3 4.8 5.9 45
1496 Rv0017c  rodA 8441 20305 26 0.5 0.2 FtsW/RodA/SpovE_family 1.1 23 3.1 1.7 22 3.1 29
2219 Rv0020c - 3641 7280 2.0 0.3 0.1 1.1 24 21 23 1.9 1.9 1.5
1499 Rv0035 fadD34 2944 4236 1.5 0.4 0.2 acyl-CoA_synthase 1.1 1.9 1.9 1.7 0.9 1.2 1.4
1202 Rv0094c REP 5817 9737 1.8 0.4 0.2 1.1 21 1.7 1.1 23 1.6 2.0
4087 Rv0100 - 1661 3616 22 0.3 0.1 1.1 27 21 1.8 21 23 23
1977 Rv0132¢ - 2286 3867 1.8 0.4 0.2 putative_oxidoreductase 1.1 1.6 2.0 24 14 1.3 nd
4863 Rv0140 - 2018 3880 1.9 0.4 0.2 1.1 2.0 1.6 22 23 1.4 nd
5585 Rv0141c - 2892 22368 9.4 4.8 2.0 1.1 11.0 11.2 4.7 5.8 6.3 17.5
4864 Rv0142 - 3327 12720 39 0.9 0.4 1.1 4.3 3.6 3.1 4.2 29 5.3
1478 Rv0180c - 4460 13055 3.0 0.6 0.2 probable_membrane_protein 1.1 3.7 3.3 2.8 2.1 27 3.1
2200 Rv0181c - 2645 3938 1.5 0.1 0.0 1.1 1.6 1.3 1.6 1.4 1.5 1.5
243 Rv0202c  mmpL11 3301 5260 1.6 0.1 0.1 conserved_large_membrane_protein 1.1 1.7 1.7 1.7 15 14 15
969 Rv0251c  hsp 3615 19139 71 4.5 1.8 possible_heat_shock_protein 1.1 5.1 16.0 35 55 6.4 6.0
3858 Rv0280 PPE 2268 3598 1.6 0.2 0.1 21 1.5 1.8 1.6 1.6 1.4 1.9
2684 Rv0301 - 4097 6112 1.5 0.2 0.1 1.1 1.5 1.5 1.6 1.6 1.5 1.2
2685 Rv0303 - 3747 7183 1.9 0.3 0.1 similar_to_NADPH_dehydrogenase 1.1 21 22 2.0 1.6 2.0 1.6
1964 Rv0304c PPE 3753 6671 1.7 0.4 0.2 25 1.8 1.6 23 1.3 1.3 1.6
1968 Rv0324 - 2001 4495 23 0.8 0.3 putative_transcriptional_regulator 1.1 3.0 1.3 34 23 14 2.6
2690 Rv0325 - 2201 3177 1.5 0.3 0.1 1.2 21 1.3 1.3 1.2 1.5 1.5
319 Rv0326 - 1749 2840 1.7 0.3 0.1 maybe_gene_on_opposite_strand 1.1 1.7 24 15 1.4 15 1.8
2691 Rv0327¢c - 1881 4281 23 0.5 0.2 cytochrome_P-450_monooxygenase 1.1 3.2 24 2.0 25 2.0 1.7
3524 Rv0332 - 2115 3443 1.6 0.2 0.1 1.1 1.9 1.5 1.9 1.5 1.4 1.5
1004 Rv0355¢c PPE 4536 11504 26 0.4 0.2 1.1 3.0 25 2.0 26 25 3.0
260 Rv0384c clpB 3163 16918 5.7 1.2 0.5 heat_shock_protein 1.1 6.8 6.2 3.6 5.0 6.7 6.0
3347 Rv0425c  ctpH 3739 5067 15 0.3 0.1 C-terminal_region_putative_cation-transporting_ATPase 14 1.3 15 1.2 1.6 2.1 1.2
264 Rv0440 groEL2 9819 22116 27 1.3 0.5 60_kD_chaperonin_2 1.4 1.9 23 1.5 2.0 4.8 4.0
1384 Rv0516¢c - 8361 12235 1.5 0.3 0.1 1.1 1.8 1.7 1.4 1.7 1.1 11
4216 Rv0563 htpX 2261 4276 1.8 0.3 0.1 probable_(transmembrane)_heat_shock_protein 1.1 23 14 1.9 14 1.9 1.9
1332 Rv0571c - 2194 3196 1.5 0.2 0.1 1.1 1.5 1.7 1.4 1.2 1.6 1.6
4769 Rv0687 - 2474 4937 1.9 0.3 0.1 putative_dehydrogenase, SDR_family 1.1 1.9 15 2.1 23 1.7 2.1
4227 Rv0740 - 3277 8894 2.8 0.7 0.3 1.1 2.8 3.2 1.8 3.7 2.8 24
622 Rv0749 - 4885 7355 1.5 0.2 0.1 1.4 1.6 1.7 1.6 1.1 1.7 1.3
1344 Rv0750 - 3865 8340 2.1 0.5 0.2 1.1 1.9 1.7 1.7 21 23 29
2310 Rv0759¢ - 4719 9934 22 0.4 0.2 1.1 23 25 1.9 22 29 1.6
3509 Rv0794c IpdB 1480 2966 23 0.4 0.2 dihydrolipoamide_dehydrogenase 1.1 2.6 2.8 2.0 1.8 24 nd
1268 Rv0805 - 6632 9728 1.5 0.1 0.0 1.1 1.6 1.4 1.3 1.5 1.5 1.5
2407 Rv0816¢c  thiX 1453 2814 21 0.5 0.2 equivalent_to_M._leprae_ThiX 1.1 29 1.9 22 1.8 1.6 nd
1694 Rv0846¢c - 3956 6079 1.5 0.1 0.1 similar_to_several_L-ascorbate_oxidases 1.1 15 1.6 1.7 1.6 1.3 15
2416 Rv0847 IpgS 1429 2254 1.8 0.3 0.2 lipoprotein 1.1 1.6 nd 1.5 nd 22 2.0
1695 Rv0848 cysM3 2881 4392 15 0.2 0.1 putative_cysteine_synthase 1.1 1.3 1.7 1.6 14 1.6 1.6
861 Rv0877 - 6061 9539 1.6 0.3 0.1 1.1 1.9 1.7 1.2 1.7 1.8 1.4
140 Rv0878c PPE 5647 9070 1.6 0.3 0.1 1.1 1.7 1.2 1.3 2.0 1.5 1.9
1129 Rv0991c - 3782 13920 39 1.5 0.6 1.1 4.6 29 2.0 3.6 4.0 6.5
1471 Rv1009 - 9177 15956 1.8 0.3 0.1 1.4 2.0 21 1.3 1.9 1.7 1.8
1149 Rv1039c PPE 2554 4998 2.0 0.3 0.1 1.1 22 2.0 1.5 1.8 1.8 24
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3728 Rv3052c
3006 Rv3053c
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glutaredoxin_electron_transport_component_of NrdEF_sysi

thiosulfate_sulfurtransferase
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Slight_similarity_to_methyltransferases
probable_membrane_protein
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possible_biotin_carboxyl_carrier
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aldehyde_dehydrogenase
transcriptional_regulator_(MerR_family)
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