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Cluster: 0185 dvu; resid: 0.61; r/c: 30/365
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sensor histidine kinase: DVUA0138−0.22
hypothetical protein: DVU2233−0.27
hypothetical protein: DVU2520−0.30

radical SAM domain protein: DVU2413−0.31
conserved hypothetical protein TIGR00275: DVU2234−0.36

hypothetical protein: DVU2759−0.65
AcrB/AcrD/AcrF family protein: DVU0059−0.71

hypothetical protein: DVU2080−0.79
hypothetical protein: DVU0818−0.84
hypothetical protein: DVU3369−1.16

aromatic aminotransferase: DVU0392−1.26
hypothetical protein: DVU1507−1.27

dihydrouridine synthase family protein: DVU0661−1.43
phosphoribosylglycinamide formyltransferase 2: DVU0723−1.65

iron−sulfur cluster−binding protein: DVU2493−1.67
hypothetical protein: DVU2821−1.75

glycosyl transferase, group 2 family protein: DVU0134−1.78
hypothetical protein: DVU3321−1.82

urea transporter, putative: DVU1160−1.91
hypothetical protein: DVU3074−2.09
hypothetical protein: DVU1113−2.16
hypothetical protein: DVU0292−2.34
hypothetical protein: DVU0400−2.37
hypothetical protein: DVU0688−2.61

phosphoglycolate phosphatase, putative: DVU0130−2.81
hypothetical protein: DVU3091−2.89

hydroxymethylbutenyl pyrophosphate reductase: DVU0055−3.07
flagellar biosynthesis protein, FliO, putative: DVU0045−4.84

chemotaxis protein MotB: DVU0048−4.84
hydantoinase/oxoprolinase family protein: DVU0029−5.76

log10(P) upstream meme1 2 log10(P.clust)=−1.86; 30 seqs; 29 uniq
c(0.5, 2.5)
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