Cluster: 0121 mmp; resid: 0.66 0.59 0.58 0.26; r/c: 21/56
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-1.36 —== hydrolase, TatD-family:

-0.57 ===_argininosuccinate lyase: MMP0013

-0.40 == isotetey-tRNA-synthetase: NINIBIETZ
————— ™ hypothetical-protein: MMP0527

—-0.15 ——exodeoxyribonuctease-Viarge-subunit: NINIEEEER

-0.15 cytidylate kinase: MMP0626
-0.15 — hypothetical-protein: MMP0536
-0.15 hypothetical-protein: MMPO157
-0.13 |cp“\,atiu|| facteC-smalt-stbunit: NINIBOZZD
-0.09 8—amino—7—oxononar .-:)ate-synthasef MMP1574
-0.09 dethiobiotin-synthase: MMP1573
-0.06 hypethetical-protein: NMINBROGTED
—-Od@pendenttransport systems tnnermembrane-component: (I
-0.04 = =hypothetical-protein: MMP0O416
-0.04 ———DBNA—directed-RNApolymerase-sufitfit-A~ NNIEISER
-0.03 == hypothetical-protein: MMP0668
-0.03 30Ssribosomal-protein-S3Ae: MMP0O669

-0.02 ————esobattprecorrin—GC(5)methyltransferase: MIEINED
-0.01




