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DNA gyrase subunit B: RV0005−0.65

DNA gyrase subunit A: RV0006−0.65

PROBABLE MEMBRANE PROTEIN: RV1481−0.99

glutamate synthase subunit beta: RV3858C−1.30

E SYNTHASE) (GLUTAMATE SYNTHASE (NADH))(NADPH−GOGAT): RV3859C−1.30

POSSIBLE RESUSCITATION−PROMOTING FACTOR RPFA: RV0867C−1.93

hypothetical protein: RV2901C−2.67

PROBABLE SERINE PROTEASE HTRA (DEGP PROTEIN): RV1223−3.70

sec−independent translocase: RV1224−3.70

CONSERVED HYPOTHETICAL ALANINE VALINE RICH PROTEIN: RV3212−3.83

RNA polymerase sigma factor RpoD: RV2703−4.44

Possible conserved transmembrane protein: RV2146C−4.64

(GAMMA−GLUTAMYLTRANSFERASE) (GLUTAMYL TRANSPEPTIDASE): RV2394−4.64

PROBABLE HEMK PROTEIN HOMOLOG HEMK: RV1300−4.83

hypothetical protein: RV1301−4.83

ylcysteine decarboxylase/phosphopantothenate synthase: RV1391−4.88

2−isopropylmalate synthase: RV3710−5.18

 PHOSPHATE−BINDING LIPOPROTEIN PSTS2 (PBP−2) (PSTS2): RV0932C−6.29

log10(P) upstream meme1 2 log10(P.clust)=−3.36; 18 seqs; 14 uniq
c(0.5, 2.5)
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