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Cluster: 0127 mmp; resid: 0.79 0.47 0.69 0.35; r/c: 22/56
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MMP1645

string −200 −100 −1
orotate phosphoribosyltransferase: MMP1492−0.01

hypothetical protein: MMP0940−0.01
citrate transporter: MMP0152−0.03

hypothetical protein: MMP0458−0.04
hypothetical protein: MMP0364−0.04

Asp/Glu racemase:aspartate racemase: MMP0739−0.05
hypothetical protein: MMP0209−0.05

aspartate/glutamate/uridylate kinase: MMP1645−0.05
hypothetical protein: MMP0734−0.08

cofactor−independent phosphoglycerate mutase: MMP1439−0.10
stress responsive alpha−beta barrel domain protein: MMP0887−0.15

hypothetical protein: MMP1438−0.18
hypothetical protein: MMP0463−0.20

AP endonuclease: MMP1549−0.22
cobalt transporter ATP−binding subunit: MMP1484−0.24

hypothetical protein: MMP1660−0.27
hypothetical protein: MMP1663−0.27

nitrogenase related protein: MMP0447−0.31
hypothetical protein: MMP1048−0.31

glutamate−binding protein: MMP1632−0.31
sensory transduction histidine kinase: MMP1303−0.43

hypothetical protein: MMP1287−0.52
log10(P) upstream meme1 2 log10(P.clust)=NA; 22 seqs; 22 uniq
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