Cluster: 0115 mtu; resid: 0.48; r/c: 18/234
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PROBAB(E PEPTIDE SYNTHETASE NRP (PERTIDE SYNTHASE): RV0101

«hypothetfal protein: RV0100
acyl-CoA Synthetase: RV0099
hypothetf€al protein: RV0098
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fysyimtRitA-synthetase: IRIIEINE

3-methyladenine DNA-glycosylase: RV1688
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