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Rv0530

Rv3604c

fbiCmanB

ansA
gdh

aldC

glnA4

Rv2474c

Rv2475c

Rv3267

Rv2857c

Rv2859c

wbbL1

rmlD

Rv3268
string
operons −200 −100 −1

hypothetical protein: RV0530−0.04

short chain dehydrogenase: RV2857C−0.11

PROBABLE ALDEHYDE DEHYDROGENASE ALDC: RV2858C−0.11

POSSIBLE AMIDOTRANSFERASE: RV2859C−0.11

TAMINE SYNTHETASE GLNA4 (GLUTAMINE SYNTHASE) (GS−II): RV2860C−0.11

ANE PROTEIN RICH IN ALANINE AND ARGININE AND PROLINE: RV3604C−0.13

FO synthase: RV1173−0.27

Probable L−aparaginase ansA: RV1538C−0.75

hypothetical protein: RV2474C−5.71

hypothetical protein: RV2475C−5.71

GDH (NAD−GDH) (NAD−DEPENDENT GLUTAMIC DEHYDROGENASE): RV2476C−5.71

 (D−ALPHA−D−HEPTOSE−1−PHOSPHATE GUANYLYLTRANSFERASE): RV3264C−18.86

−RHAMNOSE−(1−>3)−ALPHA−D−GlcNAc(1−>P)−P−DECAPRENY L): RV3265C−18.86

MNOSE BIOSYNTHESIS PROTEIN) (dTDP−RHAMNOSE SYNTHASE): RV3266C−18.86

CONSERVED HYPOTHETICAL PROTEIN (CPSA−RELATED PROTEIN): RV3267−18.86

hypothetical protein: RV3268−18.86

log10(P) upstream meme1 2 log10(P.clust)=−7.07; 16 seqs; 8 uniq
c(0.5, 2.5)
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