Cluster: 0515 mtu; resid: 0.56; r/c: 15/243
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-12.16— — hypothetical protein: RV3338
-12.18 |~ tryptophanyl~tRNA;synthetase: RV3336C

-9.06ylcysteine decarboxylase/Shosphopantothenate synthase: RV1391

-2.01 — hypothetical protein:(RV1836C
-1.92 —PROBABLE-CONSERVED-MEMBRANE-PROTEN:[RV3450C
-1.92 POSSIBLE RIBONUCLEASE E RINE: RV2444C
-1.45 3-isopfopylmalate dglpydrogenase:'RV2995C
-1.37 —mm T preprotein-transtocase-subunit $8cD: RV2587C
137 @m preprotein translocase subunit S&cF: RV2586C
-1.37 ~—um ROSSIBLE CONSERVED LIPOPROTEIN: RV2585C

ESYMTHABES (GLUTAMATE-SYNTHASE-(NADH)(NADPH-GOGAT):[RV3859C

B

-1.26 glutamate synthase subunit beta: RV3858C

D
PONENB CFNRBE(SHHFAREDSN—HHEPRETER-NREH: IRIEIEED

-1.08 ——————ribonucleotide-reductasegstimulatory-protein:[RV3052C

—1.08 —ribonueleotide—diphosphate-redugiase-subunit alpha: IRV3051C
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