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Cluster: 0044 mpn; resid: 0.47; r/c: 41/125

x.range

upstream meme PSSM #1; e=4.2

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=17

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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operons −200 −100 −1

50S ribosomal protein L34: MPN682−0.01
spermidine/putrescine transport system permease: MPN057−0.02
spermidine/putrescine transport system permease: MPN056−0.02

DNA polymerase III (dnaE) alpha chain: MPN034−0.08
hypothetical protein: MPN364−0.11

ction enzyme ecokI specificity protein (hsdS) homolog: MPN507−0.12
type I restriction enzyme ecokI specificity protein: MPN285−0.15

ribose−phosphate pyrophosphokinase: MPN073−0.21
50S ribosomal protein L13: MPN617−0.25
50S ribosomal protein L19: MPN658−0.25
30S ribosomal protein S16: MPN660−0.25

HAD superfamily hydrolase/phosphatase: MPN381−0.26
excinuclease ABC subunit C: MPN125−0.31

hypothetical protein: MPN151−0.32
hypothetical protein: MPN579−0.33
hypothetical protein: MPN104−0.36

excinuclease ABC subunit B: MPN211−0.50
hypothetical protein: MPN349−0.52

phosphocarrier protein HPr: MPN053−0.56
hypothetical protein: MPN634−0.64
hypothetical protein: MPN439−0.65

cobalt transport ATP−binding protein: MPN194−0.69
tRNA pseudouridine synthase A: MPN196−0.69

hypothetical protein: MPN152−0.70
hypothetical protein: MPN530−0.85

mannitol−1−phosphate 5−dehydrogenase: MPN652−0.87
type I restriction enzyme HsdM: MPN342−0.92

fructose−bisphosphate aldolase: MPN025−1.55
DNA−directed RNA polymerase subunit delta: MPN024−1.55

hypothetical protein: MPN015−5.78
5,10−methylene−tetrahydrofolate dehydrogenase: MPN017−5.78

hypothetical protein: MPN455−7.11
methionyl−tRNA formyltransferase: MPN543−7.17

hypothetical protein: MPN542−7.17
30S ribosomal protein S20: MPN541−7.52

hypothetical protein: MPN077−8.15
1−phosphofructokinase: MPN079−8.15

fructose−permease IIBC component: MPN078−8.15
hypothetical protein: MPN630−15.76

triosephosphate isomerase: MPN629−15.76
elongation factor Ts: MPN631−15.76

log10(P) upstream meme1 2 log10(P.clust)=−3.07; 41 seqs; 33 uniq
c(0.5, 2.5)
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