Cluster: 0015 mmp; resid: 0.36; r/c: 27/40
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-7.36 —nol dehydrogenase regulatory protein related protein: MMP0363

-7.36 hypotheiieal protein: MMP0362

-7.32 f— hypotheti€aprotein: MMPO367

-7.32 f— hypotheti€aprotein: MMP0366

-6.21 m—=hypothetical-protein: MNMP0252

-5.73 ———Suifepyruvate-tecarboXytase-subinit-atpha:- NNIENND

-5.62 = — hypotheticat-protein: MINMBORIS

-5.58 = — —hypothéticatprotein: MNVIRDUEO

-5.58 ——————ABCfransporter ATP-binding-protein: MMP1168

-5.58 ———=———===._{lavoprotein relatedprotein: NINBDISNH

T -5.58 -en—stiftiFflavoprotein®®Methanosarcinathermophita: MINIBIISS

A AC -2.56 === hypothetical Protein: MNP0328

6 1 16 -2.47 DNA-polymerase-family B: MMP0380

-2.36 — = ————————hypothetical-protein: MMP0O374
-1.59 ie-Ri i i : MMP0227
—-1.16t "COA dehydratase (Component A) related protein: MMP0349
—lanily a—Pro-dipeptidas€xaa—Pro-aminopeptidase: MNIRI208

-1.06 Atrazine-chlorohydrolase relatedprotein: MNMPQO378
-1.06 ———= i otein: MIMP0O376
-0.85 - hypothetical protein: MMP0390
-0.76 ——=————————————————hypothetical prGteif: NGNS
—0.68 —=mw——————hypotheticalprotein: MINEIOND

034 —— =—————— ~==—hypotheticat proteir- MINIESHNR
0344 — == methionine-synthase: NMINMEAED
-0.24 — -hypotheticahprotein: MNVIPO395
-0.24 — Uroporphyrinogen Hi-synthase: MMP0394
-0.10 T hypotheticatifctein: MMBESSA

-200 -100 -1



