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DNA polymerase III subunit alpha: RV1547−2.60

hypothetical protein: RV2604C−2.61

Probable Maltooligosyltrehalose synthase TreX: RV1564C−2.75

inositol−5−monophosphate dehydrogenase: RV3410C−2.86

hypothetical protein: RV0444C−3.15

glucose−6−phosphate 1−dehydrogenase: RV1121−3.30

6−phosphogluconate dehydrogenase−like protein: RV1122−3.30

PUTATIVE INITIATION INHIBITOR PROTEIN: RV1708−3.56

hypothetical protein: RV1709−3.56

hypothetical protein: RV1710−3.56

hypothetical protein: RV1711−3.56

GTP−binding protein EngA: RV1713−3.56

6−phosphogluconolactonase: RV1445C−6.06

PUTATIVE OXPP CYCLE PROTEIN OPCA: RV1446C−6.06

glucose−6−phosphate 1−dehydrogenase: RV1447C−6.06

transketolase: RV1449C−6.06

transaldolase: RV1448C−6.06

log10(P) upstream meme1 2 log10(P.clust)=−4.04; 17 seqs; 8 uniq
c(0.5, 2.5)
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