Cluster: 0210 mtu; resid: 0.48; r/c: 15/238
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-17.88 hypeilaetical-protein: RV0221
-17.88 PROBABLE-ESEERASE-LIPC: RV0220

-17. BROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0219

-17.BROBABLE CONSERVED TRANSMEMRRANE.RROTEIN: RV0218

-17.88 POSSIBLE ESTERASE LIPW: RV0217C
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SYNTHASE ERZTHPOREPRENPYROPHOSPHATE-SYNFHETASEY (RV09890
-PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0625C
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