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Cluster: 0047 mpn; resid: 0.52; r/c: 28/126

x.range

upstream meme PSSM #1; e=15

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+04

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11
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MPN030

trsB

MPN097

MPN096

rplM
rpsI

gidBgidAgroES

groEL

timpgm

rplS

MPN572

MPN620

MPN570

rpoE

MPN108

MPN282

MPN650

MPN015

prrB

rpsT

udk MPN592

mtlD

MPN654

ktrA string
operons −200 −100 −1

DNA−directed RNA polymerase subunit delta: MPN024−1.68
chaperonin GroEL: MPN573−2.07

hypothetical protein: MPN570−2.07
leucyl aminopeptidase: MPN572−2.07
co−chaperonin GroES: MPN574−2.07

e 5−carboxymethylaminomethyl modification enzyme GidA: MPN557−2.17
methyltransferase GidB: MPN558−2.17

30S ribosomal protein S9: MPN616−2.34
50S ribosomal protein L13: MPN617−2.34

hypothetical protein: MPN620−2.34
type I restriction enzyme ecokI specificity protein: MPN285−2.42

50S ribosomal protein L19: MPN658−2.47
phosphoglyceromutase: MPN628−2.57

triosephosphate isomerase: MPN629−2.57
hypothetical protein: MPN592−2.84
hypothetical protein: MPN650−2.89

uridine kinase: MPN561−3.19
hypothetical protein: MPN282−3.31

30S ribosomal protein S20: MPN541−3.38
hypothetical protein: MPN097−3.39

mannitol−1−phosphate 5−dehydrogenase: MPN652−3.46
hypothetical protein: MPN015−3.73
hypothetical protein: MPN108−3.86

KtrA, K+ Na+ uptake: MPN461−3.90
aa_permeases: MPN096−4.35

hypothetical protein: MPN654−5.34
sugar transferase: MPN028−6.87

hypothetical protein: MPN030−6.87
log10(P) upstream meme1 2 log10(P.clust)=−3.17; 28 seqs; 20 uniq

c(0.5, 2.5)
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