Cluster: 0123 mtu; resid: 0.55; r/c: 15/242
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log10(P) upstream meme log10(P.clust)=—4.42; 15 segs; 11 uniq
-6.39 Possible c@aserved integral membrane protein: RV2174
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-5 BROBABLE-EHROMOSOME-PARTIHON-PROFEMN SME (RV29220
ABLE FBIBY ACID SYNTHASE FAS (FATTY ACID SYNTHETASE):[RV2524C
o X C A -5.48 —= = hypothetical protein: RV2522C
A GT A -4.88 POSSIBLE CONSERVED PROTEIN: RV0225
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-4.40 3-oxoacyl—-(acyl carrier protein) syfase Ill: RV0533C
0102 _3 g5 w1 hypothetical-protein: [RV2186C
-3.61 7 putative-aminotransferasé: RV3772
-3.52 hypetheticat proteini RVO163
-2.61 —————prephenate-dehydrogenasé: RV3754
-2.26 - hypothetical protein: RV0448C
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