Cluster: 0455 mtu; resid: 0.53; r/c: 12/237
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PHOBABLE BHORT-CHAIN TYPE DEHYDROGENASEIREDUCTASE: RV2509

D JNTEGRALZMEMBRANE LEUCINE AND ALANINGgRICH PROTEIN: RV2508C
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ERVER36YPOTHETICAL PROTEIN (CPSA-RELATED PROTEIN): RV3267

T T MN@BE BIQSYINTHESIS PROTEIN) (dTDP-RHAMNOSE SYNTHASFE): RV3266C
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—-6.90 hypothetical protein: RV2556C

04c -6.22 hypotheTear protein: RV1616

ylm -6.22 ——Probable-hypothetical- membrane protein: RV1615
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-0.B®SSIBLE-CONSERVED-TRANSMEMBRANE-PROTEIN: RV3104C
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K -0.03 HYPOTHETICALPROLINE-RICH PROTEIN: [RV3103C
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