Cluster: 0405 mtu; resid: 0.59; r/c: 20/241
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upstream meme PSSM #1; e=0.58
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= Operons

log10(P) upstream meme log10(P.clust)=-5.03; 20 segs; 10 uniq

-12.49 =hypothetical protein: RV0525
-12.49 glutamate—-1-semialdehyda @minotransferase: RV0524
-12.49 whypBthetical protein: RV0523C
HOH11(PODSPHATE-STARVAHON—INBUEIBEE-PROFEN-PSH IRNZSE8E
-10.02 hypetheticdPprotein:IRV2367C
-10RDBABLE-CONSERVED-TRANSMEMBRANE-PROTEIN:IRV2366C
-10.02 hypothetical protein: [RV2365C
-2.79 — hypothetical-protein:(RV2325C
=2.42 ————phosphomannomutasefphosphegiteamutase: IRVSRSIE
-2.42 hypothetical protein: RV3256C

E) (PMI) (PRIGBPHOHEXOISOMERASEN(PHOSPHOHEXOMIDTASE). IRVS2EEE
-2.15 metategtinone-oxidereductese: IRINEENE
-2.15 - hypothetical-protein:(RV2851C
-2.15 cobyrinic.acid a,c-diamide synthase: RV2848C
-1.48 hyfGthetical protein: RV1026
-1.48 hypBthetical protein RV1025
OH2.(FHOSPHATE-STARVATQN-INDUCIBLE-PROTEIN-PSIH)IRV1095
-1.04 amidophosphaiibosyltransferasé’RV0808

-0.74 ~1—deoxy—-D—xylulose-5—phosphate-reductoisomerase: [RV2870C
- (PROBABEE-CONSERVED-FRANSMEMBRANE-PROTEHN: RV2869C
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