Cluster: 0063 mmp; resid: 0.72 0.50 0.59 0.36; r/c: 24/57
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-0.89 radical SAM domain pf'U‘teln MMPO0375
-0.60 —T -—m’fregeﬁase— MMP0859
-0.60 —t— airr- MINIROSSS
-0.46 amidohydrBlase: MMP0378

-0.28 ————phesphopantetheine-adenylyltransferase: MINIREI0SS
-0.25 hypBthetical-protein: MMP0435
-0.25 ———ABE—-type-transporter permease-protein: MMPO109
—-0.25 —type-tron(th—binding-periplasmic pfﬁfeﬂﬁ-pfettﬂ‘s@f‘ MMPO0108

hypothetical protem MMP1475
—O:BEni‘ylﬂe—FAE)—nen—reducmg—hydﬂageﬁase-subu*m—deﬁa— MMP0O821

-0.05 Fa’cB—fe+&ted—deexyrrbeﬁue+ease— MMPO556
-0.05 ein: MVIPO557
-0.05 glutamate—1-semialdehyde aminotrdfisferase: MMP0224
-0.05 hypothetic& protein: MMP0223

-0.02 ———response-regtilatorreceiverprotein: MINIE0SS83

-001-—————— —hypet-hetreal—pfetemf MMP1268
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-0.01 energy-conserving-hydrogenasesA-targe-subunit: MMP1462
-0.01 hypothetlcal protem MMP1269



