Cluster: 0588 mtu; resid: 0.50; r/c: 16/225
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PROBABLE PHOZPHO-SUGAR MUTASE / MRSA PROTEIN-HOMOLOG: RV3441C
Rv@795

¢ -4.52 ——gDP—N—acetylenoipyruyoylgitcosamine-reductas SIRVDESR

— sy ]
RVITSTC RVABSAZ Gt 200 ~-100 -1




