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upstream meme PSSM #1; e=0.024
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POSSIBLE MEMBRANE OXIDOREDUCTASE: RV0369C−2.77

hypothetical protein: RV0193C−3.66

hypothetical protein: RV0923C−3.77

manganese transport protein MntH: RV0924C−3.77

DE KINASE + COBINAMIDE PHOSPHATE GUANYLYLTRANSFERASE: RV0254C−5.49

cobyric acid synthase: RV0255C−5.49

POSSIBLE MEMBRANE PROTEIN: RV1401−5.50

ORT TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER: RV0194−5.74

PII uridylyl−transferase: RV2918C−6.06

3−ketoacyl−(acyl−carrier−protein) reductase: RV1350−6.16

hypothetical protein: RV1351−6.16

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3697C−8.86

hypothetical protein: RV3698−8.86

hypothetical protein: RV3699−8.86

TI−SIGMA FACTOR ANTAGONIST) (REGULATOR OF SIGMA F A): RV1365C−13.03

hypothetical protein: RV1366−13.03

log10(P) upstream meme1 2 log10(P.clust)=−6.70; 16 seqs; 12 uniq
c(0.5, 2.5)
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