Cluster: 0071 mtu; resid: 0.59; r/c: 14/232
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upstream meme PSSM #1; e=0.037
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upstream meme PSSM #2; e=0.76
1Ll 10 0B log10(P) upstream merme log10(P.clust)=—4.76; 14 seqgs; 13 uniq
-14.86 hypothetical protein: RV2956
-14.86 1 hypothetical-protein: RV2955C
-13.25 POSSIBEE EXPORTED PROTEIN: RV1115
-5.95 PPE FAMILY. RROTEIN: RV2356C
CINH BETAMNE TRANSPORT INTEGRAL MEMBRANE;PROTEIN BETP: RV0917
-3.31 ggothetical protein: RV1518
1o 1182 -3.31 hagothetical protein: RV1517
-3.03 PROBABLE MONQ@XYGENASE: RV0892
-1.94 PPE FAMILY PROTEIN: RV0878C
RIOB%2 —0.61 ——Peasible-hypotheticat-exported-ar-ehvelope-proter (RIEIIEE
-0.43 hypotheticat-protein:[RV2076C
PPREA0 -0.34  POSSIBLE RHAMNOSYL TRANSFERASE WBBL2: RV1525
-0.08 hypothetical protein: RV1171
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Rv2956 = z;g%ns -200 -100




