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log10(P) upstream meme log10(P.clust)=—4.37; 15 segs; 13 uniq

-8.26 ——hypothetif&Pprotein: Rv3813c
-7.35 — fipic—trafieter-protein: Rv2790c
-6.80 “hypothet®8F protein: Rv1422
-6.37 e ™ 77 DNA gyrase subunit A: Rv0006

NAD—GIDH) {NAD—DEPENDENT-GHEUTAMIE-DEHYDROGENASE): Rv2476¢
-4.75 hypothetieatpretein: Rv2475¢C

hypothetical protein: Rv1700

-3.77 tide——dimethylbenzimidazole phosphoribosyltransferasZRV2207
-3.756 ——————————PROBABLE-TFRANSPOSASE: Rv2791c
-3.75 proteasome (alpha subunit) PrcANRV2I098
-3.38 hypothetical protein: Rv1676
NE-PROITEIN KINASE D PKND (PROTEIN.KINASE D) (STPK D)JRV0931¢
-2.48 transketolase: Rv1449c
-2.48 —transaldolase: Rv1448c

-0.06 —PROBABHE-CONSERVED-MEMBRANE-PROFEN: Rv2553¢
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