Cluster: 0410 mtu; resid: 0.47; r/c: 11/237
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-23.62 acetyl=CoA acetyltransferase: RV0243
7362 3-ketoacyl-(acyl-carrier—protein) reductase: RV0242C
-23.62 ~ fhypothetical protein: RV0241C
FATTY-B@ID-CoA SYNTHETASETTRATTY-ACID-CoA SYNTHASE): RV0035
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-8.41

hypothetical-protein: RV0034
-8.41 - PROBABLE ACY™ERRRIER PROTEIN ACPA (ACP): RV0033
E) (7-KAP SYNTHETASE) (L—ALANINE-—PIMELYL CoA LIGASE): RV0032
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CRIPTIONMOREGULATORY PROTEIN-(PROBABLY LUXR-FAMILY): RV0890C
dsoo 029 hypothetical protein: RV0127
/ -0.18 hypothetica-protein: [RVI355C
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