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upstream meme PSSM #1; e=1.1e−17
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string
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PROBABLE OXIDASE: RV0846C−0.11

ORT TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER: RV1348−2.54

ORT TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER: RV1349−2.54

hypothetical protein: RV1342C−5.82

PROBABLE CONSERVED LIPOPROTEIN LPRD: RV1343C−5.82

hypothetical protein: RV3403C−6.08

hypothetical protein: RV3402C−6.52

hypothetical protein: RV1519−7.54

hypothetical protein: RV3839−7.57

OSPHOGLYCEROMUTASE) (PHOSPHOGLYCERATE PHOSPHOMUTASE): RV3837C−7.58

prephenate dehydratase: RV3838C−7.58

POSSIBLE CYTIDINE/DEOXYCYTIDYLATE DEAMINASE: RV3752C−7.64

prephenate dehydrogenase: RV3754−7.64

ATP phosphoribosyltransferase: RV2121C−16.81

phosphoribosyl−ATP pyrophosphatase: RV2122C−16.81

PPE FAMILY PROTEIN: RV2123−16.81

log10(P) upstream meme1 2 log10(P.clust)=−7.84; 16 seqs; 12 uniq
c(0.5, 2.5)
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