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Cluster: 0150 dvu; resid: 0.54; r/c: 29/363
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DVU0769

murI

DVU2996

DVU2995

pdxJ

DVU2997

DVUA0119

DVUA0112

DVU2998

DVU2898
DVU1252ksgA

DVU0478
ald

DVUA0098

acs

DVU0632

DVU2620

DVUA0061

DVU3287

DVUA0124

DVUA0135

cas1

DVU0767

DVUA0132 paaK−1

DVU0615 DVU1944

DVU3126

string
operons −200 −100 −1

DVU3126NA
acetyl−CoA synthetase: DVU0748−0.38

cupin family protein: DVU0632−0.58
hypothetical protein: DVUA0061−0.63

hypothetical protein: DVU0615−0.79
Ser/Thr protein phosphatase family: DVU0478−0.84

hypothetical protein: DVU2898−0.91
dimethyladenosine transferase: DVU1797−1.17

type III secretion system protein, YscC family: DVUA0112−1.20
dehydrogenase, putative: DVUA0098−1.42

phenylacetate−coenzyme A ligase: DVU0489−1.55
alanine dehydrogenase: DVU0571−1.67

xidoreductase, iron−sulfur binding subunit, putative: DVU1944−1.92
sigma factor serine−protein kinase: DVUA0124−2.19

glycosyl transferase, group 1 family protein: DVU2995−2.36
NAD−dependent epimerase/dehydratase family protein: DVU2996−2.36

hypothetical protein: DVU2997−2.36
hypothetical protein: DVU2998−2.36

pyridoxal phosphate biosynthetic protein PdxJ: DVU1908−3.39
hypothetical protein: DVU1252−4.37

aminotransferase, class V: DVU0767−5.07
glutamate racemase: DVU0768−5.07
pyridoxamine kinase: DVU0769−5.07
hypothetical protein: DVU2620−5.38

type III secretion system ATPase: DVUA0119−5.50
CRISPR−associated protein Cas1: DVUA0134−5.89

CRISPR−associated TM1801 family protein: DVUA0132−5.89
CRISPR−associated protein Cas2: DVUA0135−5.89

glycosyl transferase, group 2 family protein: DVU3287−6.76
log10(P) upstream meme1 2 log10(P.clust)=−2.96; 29 seqs; 22 uniq

c(0.5, 2.5)
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