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string
operons −200 −100 −1

thiamine−phosphate pyrophosphorylase: RV0414C−0.95

ONUCLEASE V POLYPEPTIDE) (CHI−SPECIFIC ENDONUCLEASE): RV0630C−1.24

E V GAMMA CHAIN)(EXODEOXYRIBONUCLEASE V POLYPEPTIDE): RV0631C−1.24

hypothetical protein: RV0802C−1.30

hypothetical protein: RV0142−1.56

carboxylic acid synthase/2−oxoglutarate decarboxylase: RV0555−1.68

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0556−1.68

MANNOSYLTRANSFERASE PIMB: RV0557−1.68

ASE UDGA (UDP−GLC DEHYDROGENASE) (UDP−GLCDH) (UDPGDH): RV0322−2.31

hypothetical protein: RV1444C−3.25

hypothetical protein: RV0942−9.08

420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD2: RV0132C−13.08

PROBABLE ACETYLTRANSFERASE: RV0133−13.08

log10(P) upstream meme1 2 log10(P.clust)=−4.01; 13 seqs; 10 uniq
c(0.5, 2.5)
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