Cluster: 0146 mmp; resid: 0.94 0.43 0.58 0.61; r/c: 24/55
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-0.60 ———=———radical- SAM-domainpr&fein: NNIEIE

-0.46 ————phosphoribosyl-AME-cyclohydrolase: MMP0280
-0.44 —type-tron{lh—binding-periplasmic protein-preecursor:

-0.39 amino-acid—binding- ACT domain-protein: MMP0O716
-0.32 = wssshypothetical-protein: MMP0552
-0.24 —————Spitative-tinG-ATP—dependenthetitase: NN
-0.19 molybdenum cofactor biosynthesis protein MoeA: MMP0545
-0.19 MoaA/nifB/pgqE family protein: MMP0544
-0.11 —7—-eyano—7—deazaguaninetRNA-ribosyltransfefase: MVMP0O610

-0.10 peptidase™32: MMP0659
-0.09 fructoS€=bisphosphate-aldolase: MMP0686
-0.07 DNA tupu;:ulllclo&mﬁ‘i% MMP1437
-0.07 6—pyruveyktetrahydropterin-synthase: NINIEIESD

0.04 —ron—containing-ateohol-dehydrogefase: MIVIPG802
-0.03 putative flavodoxin: MMP0433
-0.02 - =hypotheticat-protein: MINIEIESS
-0.02 Beta=tactamase—tikeprotein: NNIENSED
-0.01 ————————=——=—hypotheticalprBlein: NINIRNISES
-0.01 > MMP0904
-0.01 droxygtutaryl-CoA-dehydratase-subunit A—like-prBtein: MVMIPO608
-0.01 imidazolealycerol-phosphate dehydratase: MMP0548
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