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PROBABLE HYDROLASE: RV3400−0.21

hypothetical protein: RV3401−0.21

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3737−0.44

tRNA pseudouridine synthase A: RV3455C−1.39

DNA−directed RNA polymerase subunit alpha: RV3457C−1.39

PROBABLE MONOPHOSPHATASE: RV3137−1.64

transcription elongation factor GreA: RV1080C−2.95

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3454−3.51

branched−chain amino acid aminotransferase: RV2210C−4.27

DNA polymerase III subunits gamma and tau: RV3721C−4.56

methylaminomethyl−2−thiouridylate)−methyltransferase: RV3024C−5.25

TROGENASE METALLOCLUSTERS BIOSYNTHESIS PROTEIN NIFS): RV3025C−5.25

log10(P) upstream meme1 2 log10(P.clust)=−2.59; 12 seqs; 9 uniq
c(0.5, 2.5)
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