Table 6: Genes repressed in Mycobacterium tuberculosis ideR complemented mutant compared to H37Rv The following microarray data are for individual interpretation.

All genes in this table may not be reproducibly repressed. In addition, the table should not be seen as a complete list of all possibly repressed genes. Description of the data table details and analysis

methods are described in the data analysis section.

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 Repressed F mm708 mm715 mm698 mm711 mm713 mm621

102 Rv0040c - 1010 653 1.5 0.2 0.1 1.1 0.6 0.8 0.6 0.6 0.7 0.6
826 Rv0057 - 1380 931 1.5 0.2 0.1 1.1 0.7 0.6 0.6 0.7 0.8 0.6
5624 Rv0058  dnaB 1193 786 1.5 0.1 0.1 DNA_helicase_(contains_intein) 1.1 0.6 0.7 0.6 0.6 0.8 0.6
1976 Rv0130 - 939 574 1.6 0.2 0.1 1.1 0.6 0.5 0.7 0.6 0.7 0.5
5572 Rv0313 - 1451 917 1.6 0.2 0.1 1.1 0.6 0.6 0.7 0.6 0.6 0.8
5123 Rv0350 dnakK 3785 1829 2.0 0.4 0.1 70_kD_heat_shock_protein,_chromosome_replication 1.1 0.5 0.5 0.5 0.5 0.6 0.4
4402 Rv0351 grpE 2292 1148 2.0 0.2 0.1 stimulates_DnaK_ATPase_activity 1.1 0.5 0.5 0.5 0.5 0.6 0.5
264 Rv0440  groEL2 4153 1954 21 0.3 0.1 60_kD_chaperonin_2 14 0.5 0.5 0.5 0.5 0.5 0.4
4051 Rv0619 galT 436 253 1.7 0.5 0.2 galactose-1-phosphate_uridylyltransferase_C-term 1.1 0.4 0.4 0.7 0.7 0.4 0.8
1055 Rv0652 rplL 583 341 1.7 0.1 0.0 50S_ribosomal_protein_L7/L12 1.1 0.6 0.6 0.5 0.6 0.6 0.6
672 Rv0652 rplL 656 429 1.5 0.1 0.0 50S_ribosomal_protein_L7/L12 1.1 0.6 0.7 0.6 0.7 0.6 0.6
2474 Rv0653c - 380 240 1.5 0.3 0.1 putative_transcriptional_regulator 21 0.6 0.8 0.6 0.6 0.5 0.8
5495 Rv0706 plV 977 616 1.6 0.2 0.1 50S_ribosomal_protein_L22 1.1 0.6 0.7 0.6 0.7 0.6 0.8
4774 Rv0707 rpsC 2291 1415 1.6 0.2 0.1 308S_ribosomal_protein_S3 1.1 0.7 0.7 0.5 0.6 nd 0.6
5496 Rv0708 pIP 3003 1598 1.9 0.2 0.1 50S_ribosomal_protein_L16 1.1 0.5 0.6 0.5 0.6 0.6 0.5
4775 Rv0709 rpmC 2115 1403 1.5 0.1 0.1 50S_ribosomal_protein_L29_ 1.1 0.7 0.8 0.6 0.7 0.7 0.6
1397 Rv0710 psQ 1903 1179 1.6 0.1 0.0 30S_ribosomal_protein_S17 1.4 0.7 0.6 0.6 0.6 0.6 0.6
2615 Rv0722 rpmD 1610 929 1.7 0.2 0.1 50S_ribosomal_protein_L30 1.1 0.6 0.6 0.6 0.6 0.6 0.5
1894 Rv0723 plO 1353 907 1.5 0.1 0.0 50S_ribosomal_protein_L15 1.1 0.6 0.7 0.7 0.6 0.7 0.6
484 Rv0903c - 777 529 1.5 0.1 0.1 two-component_response_regulator 1.1 0.6 0.7 0.7 0.7 0.7 0.7
3292 Rv0996 - 587 381 1.5 0.3 0.1 1.1 0.6 0.6 0.7 0.6 nd 0.9
4038 Rv1013 pks16 1541 870 1.7 0.2 0.1 polyketide_synthase_ 1.2 0.6 0.6 0.5 0.4 0.6 0.6
1002 Rv1036¢c  1S1560 658 444 1.5 0.1 0.0 1.1 0.7 0.6 0.7 0.7 0.7 0.8
4078 Rv1133c  metE 848 519 1.6 0.2 0.1 5-methyltetrahydropteroyltriglutamate-homocysteine_methyl 1.1 0.6 0.7 0.6 0.5 0.6 0.7
5448 Rv1149 1S-like 1615 937 1.7 0.1 0.0 1.1 0.6 0.6 0.6 0.5 0.6 0.6
4728 Rv1152 - 454 309 1.5 0.2 0.1 transcriptional_regulator_(GntR_family) 1.1 0.7 0.7 0.8 0.6 0.6 0.7
1843 Rv1158¢c - 612 363 1.6 0.2 0.1 1.2 0.6 0.7 0.5 0.6 0.6 0.7
1399 Rv1233¢c - 5327 2957 1.8 0.2 0.1 hydrophobic_protein 1.4 0.6 0.6 0.5 0.5 0.6 0.6
4177 Rv1240 mdh 828 556 1.5 0.1 0.1 malate_dehydrogenase 1.1 0.6 0.8 0.7 0.6 nd 0.7
4244 Rv1252c¢  IprE 995 564 1.7 0.2 0.1 lipoprotein 1.1 0.6 0.7 0.5 0.5 0.5 0.6
5569 Rv1252¢c IprE 1114 676 1.6 0.2 0.1 lipoprotein 1.1 0.5 0.6 0.6 0.6 0.6 0.7
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