Cluster: 0048 mtu; resid: 0.53; r/c: 12/240
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log10(P) upstream meme log10(P.clust)=—4.56; 12 seqs; 11 uniq
-1036  PROBABLE FATTY-ACID-CoA RACEMASE FAR: RV0855
-10.36 . hypothetical pigtein: RV0854

\B[E PYRULBBE OR INDOLE-3-PYRUVATE DECRRBOXYLASE PDC: RV0853C

-5.72 Probable corlsetved-lipoprotein-IppM: RV2171
-5.72 hypothetical ffotein: RV0738
-2.86 = B pypotheticat protei IRV
-2.43 hypotﬂical protein: RV0523C

-2 PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0713

-2.01 m——hypotheticat-protein: [RV25106
~1.68 ————RNA-polymerase-factor-gigma—7o: [RUDIE2E
-0.97 =r—hyrotreticatprotein: IR
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