Cluster: 0033 mmp; resid: 0.29 0.52 0.65 0.39; r/c: 28/58
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—0.54 ———tibose—phosphaiepyrophosphekinase: NGNS
-0.44 ————hypotheticat-protein: MVP04038
-0.29 formatekaitrite-transporter: MIVIRISOD
-0.29 easkenic-anhydrase: MVMP1299
-0.21 droxygittaryl-CoA-dehydratase-subunitA—tike-protein: MNMROS49
-0.19 ———cobaltAB€transporter-inner membsane-protein: MVIP1483
-0.19 thlamne biosynthesis protein: MMP1354
-0.15 pulauvc .ﬂHaﬁ‘ei-pfe{ etn: MMP0406
-0.13 hypothetical protein: MMP0982
-0.12 —hypethetical-proteir: NINMIROSSN
-0.07 i eift: MIVIRD582
-0.07 triosephosphate isomerase: MMP0687
-0.06 hypothetical protein: MMP0498
-0.05 SAM-binding-motif-containing-protein: MMP1339
—-0.04 —methyl—aceepting-chemeotaxis-sensory-transducer: MINVIROS29
-004 —mM8M8M ——————— -malate-dehydrogenase: NINIEISHS
-0.03 ————hydrogenase -maturatieasprotease; retated: MMP1337
-0.03 —tion-factor-speciatized-for-selenocysteinEMSertion: MINIRISSHE
-0.03 mevalonatekinase: MVIP1335
-0.01 mssshypothetitarprotein: MMP1353
-0.01 —hypefheﬂe&l—pfetem— MMP1022
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-0.01 AMP-dependent synthetase-and-ligase: MMP1274

0.01 TetR family transcnptlonal regulator Member: MMP0799
-0.00 eirr- MINIRISID
-0.00 H+— transportmg two sector ATPase Asubunlt MMPO0408
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