Table 1: Genes induced in Mycobacterium tuberculosis H37Rv by low iron 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 mm693 mm706 mm696 mm709 mm699 mm702
4901 Rv0001 dnaA 1100 1808 1.6 0.1 0.0 chromosomal_repIication_inmator_protein 1.1 1.7 14 1.7 1.6 1.7 1.6
2763 Rv0108c - 1238 1960 1.6 0.2 0.1 1.2 1.3 1.5 1.8 1.7 1.9 1.5
2767 Rv0116¢c - 1096 2530 23 0.3 0.1 1.2 21 2.8 21 22 24 2.0
5587 Rv0145 - 779 1507 2.0 0.5 0.2 1.1 nd 2.8 2.0 1.6 1.6 1.8
4359 Rv0166 fadD5 627 947 1.5 0.1 0.1 acyl-CoA_synthase 1.1 1.6 1.4 1.5 1.6 1.3 1.4
1619 Rv0233 nrdB 629 1117 1.8 0.1 0.0 ribonucleoside-diphosphate_reductase_B2_(eukaryotic-like) 1.1 1.7 1.8 1.9 1.7 1.6 1.9
892 Rv0268c - 946 1500 1.6 0.2 0.1 1.1 1.9 1.3 1.6 1.4 1.8 1.5
974 Rv0276 - 1311 1910 1.5 0.2 0.1 1.1 1.3 1.2 1.5 1.4 1.8 1.5
3205 Rv0279c PE_PGRS 911 2065 22 0.2 0.1 22 22 2.0 23 26 1.9 24
3859 Rv0282 - 645 2575 39 0.5 0.2 1.1 4.5 3.5 4.3 3.8 3.2 4.0
3138 Rv0283 - 400 1207 29 0.6 0.3 1.1 3.7 25 3.1 27 2.0 3.5
3860 Rv0284 - 756 3175 4.1 0.6 0.2 1.1 4.8 3.2 4.5 4.0 3.8 4.4
3139 Rv0285 PE 608 1834 3.0 0.5 0.2 1.1 29 25 3.3 3.3 23 3.5
3206 Rv0286 PPE 595 2429 4.0 0.8 0.3 1.1 4.0 3.3 4.2 4.2 3.1 53
3140 Rv0287 - 879 3590 4.0 0.6 0.2 Ala-rich_protein 1.1 3.8 3.4 4.2 4.3 3.5 5.0
3862 Rv0288 - 998 3524 3.5 0.4 0.2 1.1 3.1 3.0 3.8 4.0 3.4 3.7
253 Rv0289 - 544 1639 3.2 0.6 0.2 1.1 27 22 3.6 3.0 3.6 3.8
975 Rv0290 - 896 1801 2.0 0.2 0.1 unknown_hydrophobic_protein 1.1 1.9 1.7 2.1 2.1 2.1 2.2
254 Rv0291 - 466 1369 3.0 0.3 0.1 secreted_protease 11 3.3 25 3.1 27 29 3.3
976 Rv0292 - 660 1790 2.7 0.3 0.1 unknown_possible_membrane_protein 25 3.0 2.2 2.8 25 29 27
255 Rv0293¢c - 453 664 1.5 0.1 0.0 1.1 1.5 1.2 1.5 1.6 1.5 1.6
2694 Rv0333 - 881 1817 21 0.1 0.1 1.1 1.9 22 21 2.0 21 21
1857 Rv0361 - 681 1083 1.6 0.1 0.0 possible_membrane_protein 1.1 1.6 15 1.6 15 1.7 1.6
1182 Rv0416 - 337 516 1.5 0.1 0.1 1.1 1.5 1.5 1.7 1.4 1.6 1.3
3896 Rv0422c thiD 437 919 2.2 1.1 0.4 phosphomethylpyrimidine_kinase 1.1 14 4.3 1.5 1.8 23 2.2
3346 Rv0423c  thiC 779 1292 1.6 0.1 0.0 thiamine_synthesis,_pyrimidine_moiety 1.1 1.7 1.6 1.7 1.6 1.5 1.7
3210 Rv0425c  ctpH 493 730 1.5 0.1 0.0 C-terminal_region_putative_cation-transporting_ATPase 1.1 1.5 1.5 15 15 1.2 15
3151 Rv0450c mmplL4 827 1793 21 0.3 0.1 conserved_large_membrane_protein 1.1 2.1 2.0 2.1 25 1.6 2.2
3873 Rv0451c  mmpS4 659 2086 3.1 0.4 0.2 conserved_small_membrane_protein 1.1 3.3 3.0 3.3 35 24 3.0
1328 Rv0463 - 1403 2305 1.6 0.2 0.1 1.1 1.6 1.3 1.7 1.5 1.8 1.7
607 Rv0464c - 1340 3006 22 0.2 0.1 1.1 23 1.9 25 21 24 23
1329 Rv0465¢c - 1013 4424 4.3 0.7 0.3 transcriptional_regulator_(PbsX/Xre_family) 1.1 4.1 3.8 5.1 35 5.1 4.4
4212 Rv0467 aceA 540 1908 3.5 0.4 0.2 isocitrate_lyase 1.1 3.8 29 3.9 3.4 3.1 3.7
3491 Rv0468 fadB2 676 1105 1.6 0.1 0.0 3-hydroxyacyl-CoA_dehydrogenase 1.1 1.7 15 1.7 1.6 14 1.7
1540 Rv0481c - 230 413 1.8 0.3 0.1 1.1 22 1.8 1.5 1.9 1.4 1.7
3649 Rv0503c cmaA2 764 1151 15 0.1 0.1 cyclopropane_mycolic_acid_synthase_2 1.1 1.6 1.6 14 1.6 15 1.3
452 Rv0587 - 667 1520 22 0.2 0.1 part_of_mce2_operon 1.1 21 26 2.0 22 25 21
3501 Rv0676c  mmpL5 624 1702 2.8 0.2 0.1 conserved_large_membrane_protein 1.1 2.8 2.7 3.1 27 nd 2.6
4223 Rv0677c  mmpS5 894 2893 3.2 0.3 0.1 conserved_small_membrane_protein 1.1 3.1 2.8 3.6 3.7 3.0 3.0
614 Rv0678 - 621 1480 24 0.5 0.2 1.1 22 1.8 3.3 27 2.0 26
4771 Rv0691c - 498 921 1.8 0.2 0.1 transcriptional_regulator_(TetR/AcrR_family) 1.1 1.8 14 2.0 1.8 1.9 2.0
5493 Rv0692 - 840 2341 27 0.2 0.1 1.1 3.1 26 2.8 27 27 26
1884 Rv0693 paqE 460 1178 25 0.3 0.1 coenzyme_PQQ_synthesis_protein_E 1.1 2.9 22 2.7 25 22 2.8
2606 Rv0694 lldD1 492 1137 23 0.2 0.1 L-lactate_dehydrogenase_(cytochrome)_ 1.1 2.2 2.2 27 23 24 2.2
1885 Rv0695 - 384 722 1.9 0.2 0.1 1.1 1.8 1.7 21 2.0 1.7 2.0
2607 Rv0696 - 740 1206 1.6 0.2 0.1 glycosyltransferase 1.1 15 15 1.9 1.6 1.7 1.6
4776 RvO711 atsA 507 967 1.9 0.1 0.0 arylsulfatase 1.1 1.9 1.9 1.8 21 1.8 1.9
4474 Rv0766c - 455 1520 B3} 0.4 0.2 cytochrome_p-450 25 3.7 26 3.5 3.0 3.4 3.6
1689 Rv0823c - 555 846 1.5 0.3 0.1 transcriptional_regulator_(NifR3/Smm1_family) 1.1 1.6 1.3 1.9 15 1.1 1.8
5300 Rv0839 - 371 687 1.8 0.1 0.0 1.1 1.9 1.8 1.8 1.8 1.9 1.9
4579 Rv0852 fadD16 407 812 2.0 0.3 0.1 acyl-CoA_synthase 1.1 1.9 1.5 1.9 23 23 21
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transcriptional_regulator_(TetR/AcrR_family)

lipoprotein
possible_involved_in_LPS_synthesis

probable_esterase
putative_oxidoreductase
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sensor_histidine_kinase
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PKS-associated_protein,_unknown_function_
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50S_ribosomal_protein_L34
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