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upstream meme PSSM #1; e=7.7e+03
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string
operons −200 −100 −1

CRIPTIONAL REGULATORY PROTEIN (PROBABLY LACI−FAMILY): RV3575C−1.13

BABLE GALACTOSE−1−PHOSPHATE URIDYLYLTRANSFERASE GALTB: RV0619−1.21

galactokinase: RV0620−1.21

PPE FAMILY PROTEIN: RV0256C−1.32

S−ADENOSYL−L−HOMOCYSTEINE HOMOCYSTEINYLRIBOHYDROLASE): RV0091−1.50

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0737−1.50

POSSIBLE MEMBRANE PROTEIN: RV0622−1.73

BETA−GLUCANASE) (FI−CMCASE) (CARBOXYMETHYL CELLULASE): RV0062−2.15

hypothetical protein: RV2872−2.36

pyrrolidone−carboxylate peptidase: RV0319−2.87

POSSIBLE EXPORTED PROTEIN: RV0518−3.54

hypothetical protein: RV0052−4.06

log10(P) upstream meme1 2 log10(P.clust)=−2.05; 12 seqs; 11 uniq
c(0.5, 2.5)
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