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I  10910(P) upstream meme log10(P.clust)=-1.47; 19 segs; 18 uniq

-2.66 ——PROBABLE-CONSERVED-MEMBRANE-PROTEN: RV3888¢

L -2.59 — — mhypotheticat-protein RU3686¢
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LE TRANSGRIPTIONAL REGULATORY PROTEIN WHIB-IdKE WHIB1: Rv3219
AN E-ASSIBCIATED-PENIGH-LIN-BINDING-PROTEIN-TAB-PONA2: RV3682
—EPIMERASE (URIRINE DIPHOSPHO-GALACTOSE 4-EPIMERASE): RV0501

-2.00 — Ehypethetieatprotein: Rv3753c
TRANSMEBMBRANE - CYTOCHROME C-OXIDASEY(SUBUNIT- 1) CTAC: Rv2200c

-1.67 Possible conserved intedfal membrane protein: Rv2199¢

-1.43 = preprotein-transtoeasegubmit-Sec NI

-1.29 B hypothetical protein: Rv1192

<oy RV3686DRF05723 -1.08 — preproté translocase subunit YajCHRIEEEES
IBLEE ONSERVED-FRANSMEMBRANE-TFRANSPORT-PROTEIN-MMPES: Rv0206¢

whiBL 162 -0.99 p— hypothétical proteiniRv1871¢
mmpL3 PQSSIBLEOL9S ACTATE DEHYDROGENASE (CYTOCHROME) LLDD2: Rv1872¢

- ANSFERASE-85E-FBRONECTHINEBINDING-PROFEIN-E) (856): Rv3803c

o BRONEET IN-BINDING-PROFEINA)-(ANFISENTB5-COMPLEXA): Rv3804c
FP2 (LM MOLECULAR WEIGHTPROTEIN ANTIGEN-2) (CFP—2): Rv2376¢
-0.01 — POSSIBLE CONSERVED LIPOPROTEIN LPQE: Rv3584
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