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Cluster: 0078 mmp; resid: 0.39; r/c: 27/38

x.range

upstream meme PSSM #1; e=1.3

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=950

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
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MMP1137

MMP0382

MMP0381

MMP1352

MMP0377

prsA

MMP0704
pyrH

MMP0359

ppiB

MMP1116

MMP0500

MMP0309

MMP0308

MMP0355

MMP1023
Unanno_33

Unanno_1

string
operons −200 −100 −1

uridylate kinase: MMP0385−0.06
3−isopropylmalate dehydratase small subunit Related: MMP0381−0.25

putative thiazole biosynthetic enzyme: MMP1352−0.29
Aspartate aminotransferase: MMP0391−0.35

endoglucanase: MMP1116−0.46
eptidyl−prolyl cis−trans isomerase, cyclophilin type: MMP1129−0.83

alanyl−tRNA synthetase: MMP0397−0.84
Peptidase family M48: MMP0399−0.84

hypothetical protein: MMP0400−0.84
carbamoyl phosphate synthase small subunit: MMP1589−1.06

putative ATPase RIL: MMP0382−1.19
Glycosyl transferase, family 2: MMP0359−1.60

ParA type ATPase: MMP0704−1.73
isoleucyl−tRNA synthetase related: MMP0377−2.98

Unanno_8−3.13
ribose−phosphate pyrophosphokinase: MMP0410−3.43

Enolase: MMP0396−3.72
hypothetical protein: MMP0355−3.89

Unanno_33−4.02
Iron−sulfur flavoprotein−related: MMP0500−4.28

Transcriptional regulator, TetR Family Member: MMP1023−4.44
nascent polypeptide−associated complex protein: MMP0290−4.96

hypothetical protein: MMP0308−5.23
intracellular sulfur reduction related protein: MMP0309−5.23

ike Transcriptional regulatory proteins, AsnC family: MMP1137−10.89
hydroxyethylthiazole kinase: MMP1138−10.89

thiamine−phosphate pyrophosphorylase: MMP1139−10.89
log10(P) upstream meme1 2 log10(P.clust)=−3.27; 27 seqs; 23 uniq

c(0.5, 2.5)
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