Cluster: 0270 mtu; resid: 0.54; r/c: 14/245
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-7.90 POSSIBLE MEMBRANE PROTEIN: RV3851
-5.83 - hypothetical protein: RV3369
-4.95 " hypothetical protein: RV2910C

-4.32 ————Probable-conserved-integral-membrane proteififRV2209

-3.BROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0401

-3.77 ———sticeinicsemiatdehyde-dehydrogenasér RVI731
18 5 7 9 111315 85 7 % 111815 CoOmEIBLE PARA-NITROBENZYL ESTERASE (FRAGMENT): RV1105
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-1.02 hypothetical protein: RV0019C
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Rvags1 —1.0P ‘PPP:[RV0018C
Rv3369 NE-PROTEIN KINASE B-PKNB-(PROTEIN-KINASE-B) (STPK-B):(RV0014C

Rv0401 Rv1105

-0.50 nypothetieatprotein: INNINNES
-0.50 hypotheticat-protein: IRVO449C
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“me@“fm (CYGOGRROPANE FATTY ACID SYNTHASE) (CFA SYNTHASE): RV0447C
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