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Cluster: 0048 dvu; resid: 0.44; r/c: 22/366
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potassium uptake protein, TrkH family: DVU0413−0.04
hypothetical protein: DVU2787−0.09

STAS domain protein: DVU0612−0.10
ZIP zinc transporter family protein: DVU0079−0.28

hypothetical protein: DVU0128−0.77
cytochrome c family protein: DVU2484−1.03

hypothetical protein: DVU2485−1.03
adenine deaminase: DVU0441−1.18

transcriptional regulator, CopG family: DVU3255−1.35
DNA repair protein RadA: DVU1590−1.49

glycogen branching enzyme: DVU2243−1.56
fumarate reductase, cytochrome b subunit: DVU3261−1.58

exopolysaccharide biosynthesis protein, putative: DVU0327−1.65
hypothetical protein: DVU1813−1.68

cytochrome c oxidase, subunit III, putative: DVU1814−1.68
hypothetical protein: DVU2762−2.15

chemotaxis protein CheZ, putative: DVU1458−2.56
cell division ATP−binding protein FtsE, putative: DVU3375−2.63

rial extracellular solute−binding proteins, family 3: DVU2409−2.69
vacJ lipoprotein, putative: DVU1242−2.88

hypothetical protein: DVU1019−2.97
molybdopterin oxidoreductase domain protein: DVU1611−2.97

log10(P) upstream meme1 2 log10(P.clust)=−1.56; 22 seqs; 20 uniq
c(0.5, 2.5)
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