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upstream meme PSSM #1; e=130
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upstream meme PSSM #2; e=310
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string
operons −200 −100 −1

dihydroorotate dehydrogenase 2: RV2139−1.60

POSSIBLE PROTEIN TRANSPORT PROTEIN SECE2: RV0379−2.19

POSSIBLE DEHYDROGENASE: RV3726−2.46

PROBABLE ESTERASE/LIPASE LIPP: RV2463−2.84

SE) (PMI) (PHOSPHOHEXOISOMERASE) (PHOSPHOHEXOMUTASE): RV3255C−3.21

hypothetical protein: RV3256C−3.21

phosphomannomutase/phosphoglucomutase: RV3257C−3.21

POSSIBLE OXIDOREDUCTASE: RV3725−4.43

YL CIS−TRANS ISOMERASE A PPIA (PPIase A) (ROTAMASE A): RV0009−4.44

hypothetical protein: RV2953−4.66

hypothetical protein: RV1751−6.65

short chain dehydrogenase: RV3224−7.75

COTINAMIDE NUCLEOTIDE TRANSHYDROGENASE SUBUNIT ALPHA): RV0155−12.44

COTINAMIDE NUCLEOTIDE TRANSHYDROGENASE SUBUNIT ALPHA): RV0156−12.44

ICOTINAMIDE NUCLEOTIDE TRANSHYDROGENASE SUBUNIT BETA): RV0157−12.44

log10(P) upstream meme1 2 log10(P.clust)=−5.60; 15 seqs; 11 uniq
c(0.5, 2.5)
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