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Cluster: 0176 dvu; resid: 0.54; r/c: 30/369

x.range

upstream meme PSSM #1; e=0.2
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upstream meme PSSM #2; e=4.1
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string
operons −200 −100 −1

conserved hypothetical protein TIGR00257: DVU2315−0.37
transcription−repair coupling factor: DVU1903−0.37

peptidase, M24 family: DVU0296−0.41
dihydrodipicolinate reductase: DVU1609−0.44

glycine cleavage system H protein: DVU1426−0.51
phoribosylaminoimidazole−succinocarboxamide synthase: DVU0795−0.63

queuine tRNA−ribosyltransferase: DVU0726−0.76
glycosyl transferase, group 1 family protein: DVU3192−0.77

periplasmic [Fe] hydrogenase, large subunit: DVU1769−0.92
hypothetical protein: DVU1187−0.98

precorrin−2 C20−methyltransferase: DVU0646−1.80
iron compound ABC transporter, ATP−binding protein: DVU0648−1.80

iron compound ABC transporter, permease protein: DVU0649−1.80
chelatase, putative: DVU0650−1.80

acid phosphatase SurE: DVU2142−3.52
ADP−L−glycero−D−mannoheptose−6−epimerase: DVU0481−3.70

cupin family protein: DVU0632−3.97
penicillin−binding protein: DVU0633−3.97

e−mannose−protein mannosyltransferase family protein: DVU0635−3.97
cytidylate kinase: DVU1028−4.10

hypothetical protein: DVU2209−4.75
NADP−dependent malic enzyme−related protein: DVU0414−4.98

sensory box/GGDEF domain/EAL domain protein: DVU3064−5.51
hypothetical protein: DVU3190−5.89

seryl−tRNA synthetase: DVU0237−6.60
hypothetical protein: DVU3011−6.97
NeuB family protein: DVU3008−6.97

radical SAM domain protein: DVU3009−6.97
ribosylaminoimidazole carboxylase, catalytic subunit: DVU0487−16.59

phenylacetate−coenzyme A ligase: DVU0489−16.59
log10(P) upstream meme1 2 log10(P.clust)=−3.95; 30 seqs; 23 uniq

c(0.5, 2.5)
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