Cluster: 0396 mtu; resid: 0.50; r/c: 15/238
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I I log10(P) upstream meme log10(P.clust)=—6.02; 15 segs; 9 uniq
-12.38 POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2952
-12.38 POSSIBLE OXIDOREDUCTASE:[RV2951C
-8.58 " hypothetical-protein: RV2949C
SIBLEZ B2LACTATE DEHYDROGENASE (CYTOCHROME) LLDD1: RV0694
PROTER E PQQE (COENZYME PQQ SYNTHESIS:RROTEIN Hl): RV0693
A; -7.32 ) hypothetical protein: RV0692
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-4.83 ————DNA polymerase-Hi-subunits-gamma-and-tau: RV3721C
-4.36 ———————— POSSIBHEMEMBRANEPROTEIN: (RVI3630
-436 - POSSIBLE MEMBRANE PROTEIN:[RV1362C

-4.18 -~ POSSIBLE HYDROLASE: RV2715

-3.67 50S ribosomal protein L15: RV0723

-3.67 50S ribosomalprotein L18: RV0720

-3.67 50S ribosomalprotein L6: RV0719

-3.15 508 ¥Bosomal protein L7/L12; RV0652

-3.15 : "50S ribosomal protein L10: RV0651
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