Cluster: 0240 mtu; resid: 0.52; r/c: 15/240
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- - I I log10(P) upstream meme log10(P.clust)=—7.93; 15 segs; 8 uniq
-14.62 g acyl-CoA synthetasé: RV3826
-14.62— PROBABLE POLYKETIDE SYNTHASE PKS2: RV3825C
-9.59 —aeyi-CoArsynthetase:[RV25050
E) (OXET B) (SUCCINYL CoA:3-OXOACID CoA-TRANSFERASE):[RV2503C
TYL-/PROBIONYL-CoA CARBOXYLASE (BETA SUBUNIT) ACCD1: RV2502C
CT CARBOXYIZ9SE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV2501C
6@'\11 VTUV ST R L POSSBLE-ACYE-CoA DEHYDROGENASE-FAPE19-(MMGCE):IRV2500C

-PBOSBSIBLE OXIDASE REGULATORY-RELATED PROTEIN: RV2499C
ASEYy@39RITASE) (CITRIDESMOLASE) (CITRASE' ALDOLASE): RV2498C

RV EEBIRTEGRAL MEMBRANE TRANSPORT PROTEIN-MMPLS:(RV3823C
ac . —4.08 F4cyl-CoA synthetase: RV1185C
A 369 nypothetical-protein: IRVAT79C
-3.26 POSSIBLE EXPORTED PROTEIN: RV1184C
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