Cluster: 0308 mtu; resid: 0.49; r/c: 18/243
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~ hypothetical protein: RV2683

t—deoxy—B—xylutose—5—phosphate-synthase: [RV2682C
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ARSENIGRANSPORT INTEGRAL MEMBRANE PROTEIN ARSA: RV2684
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PROBABLE@XIDOREDYCTASEIRVAZTZI
whypothetical protein: RV1770
whypothetical protein: RV1769

POSSIBLE FATTY ACID'SYNTHASE: RV3720
hypGthetical protein: RV3719

—=hypothetical protein RV3735

T ————hypothetical-protein:IRV3734C

L hypothetical-protein:(RV3733C

corservet-hypothetieat-proten i+ (RUZ2IMO0

—5:37 —ine-suifhydrylase-B)-(O—acetylSefihe-(Fhiol)—lyase-B)IRV1336

==Rypothetical protein: RV1334
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