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Cluster: 0137 mmp; resid: 0.25; r/c: 21/37

x.range

upstream meme PSSM #1; e=2.3e+03

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.3e+03

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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MMP1083

wbpG

hisA

korB

sucC

glnA

purF

MMP0418

nrpRMMP0606

MMP0146

hpt

pgk

MMP1440

MMP1122
pheS

MMP1656

cofD

thiC

MMP1106
MMP0881

string
operons −200 −100 −1

glutamine synthetase: MMP1206−0.22
phenylalanyl−tRNA synthetase subunit alpha: MMP1496−0.39

thiamine biosynthesis protein ThiC: MMP0187−0.66
putative LPS biosynthesis protein WbpG: MMP1081−0.73

imidazole glycerol phosphate synthase subunit HisF: MMP1083−0.73
adenine phosphoribosyltransferase: MMP0145−1.19

hypothetical protein: MMP0146−1.19
hypothetical protein: MMP0881−1.19

similar to 23S ribosomal RNA methyltransferase: MMP0606−1.42
Transcriptional repressor of nif and glnA operons: MMP0607−1.42

)me thylideneamino)imidazole−4−carboxamide isomerase: MMP0417−1.56
Carbohydrate kinase, PfkB: MMP0418−1.56

Amidophosphoribosyltransferase: MMP1146−3.19
−oxoglutarate ferredoxin oxidoreductase subunit beta: MMP1316−3.37

phosphoglycerate kinase: MMP1532−3.82
LPPG:FO 2−phospho−(S)−lactate transferase: MMP0404−3.95

hypothetical protein: MMP1440−4.29
translation−associated GTPase: MMP1122−7.71

succinate−CoA ligase (ADP−forming), beta chain: MMP1105−10.93
hypothetical protein: MMP1106−10.93

e pyridoxine biosynthetic glutamine amidotransferase: MMP1656−15.59
log10(P) upstream meme1 2 log10(P.clust)=−3.62; 21 seqs; 16 uniq

c(0.5, 2.5)
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