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Cluster: 0092 mmp; resid: 0.57 0.54 0.63 0.47; r/c: 32/57

x.range

upstream meme PSSM #1; e=5.8e+03

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=8.7e+03

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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aspB−like1
MMP0357

eno

wbpI

MMP0356

MMP0359

MMP0362

MMP0367

subgroup II
bioB

MMP0921

MMP1192

cobA
cbiD

MMP1201

MMP1202MMP0010

hisE

MMP0096

metE

MMP1084

Gln

hmgA

MMP0182
aspC

MMP0532

MMP1078

MMP1126

yneG

moaB

pdaD

MMP1710

string
operons −200 −100 −1

hypothetical protein: MMP0010−0.01
glycosyl transferase, group 1: MMP0356−0.02

UDP−N−acetylglucosamine 2−epimerase: MMP0357−0.02
glycosyl transferase family protein: MMP0359−0.02

enolase: MMP0396−0.02
DegT/DnrJ/EryC1/StrS aminotransferase: MMP0351−0.03

nuclease: MMP1201−0.03
hypothetical protein: MMP1202−0.03

cobalt−precorrin−6A synthase: MMP1203−0.03
hypothetical protein: MMP0182−0.03

aspartate aminotransferase: MMP0391−0.04
molybdenum cofactor biosynthesis protein: MMP1485−0.04

phosphoribosyl−ATP pyrophosphatase: MMP0051−0.05
ylmethionine−8−amino−7−oxononanoate aminotransferase: MMP0865−0.05

hypothetical protein: MMP0362−0.05
hypothetical protein: MMP1078−0.05

uroporphyrin−III C−methyltransferase: MMP0966−0.06
RNAse P, Rpr2/Rpp21 subunit: MMP0921−0.07

hypothetical protein: MMP0367−0.12
hypothetical protein: MMP0532−0.14
hypothetical protein: MMP1710−0.19

radical SAM domain protein: MMP1192−0.19
glutamyl−tRNA(Gln) amidotransferase subunit D: MMP1266−0.28

biotin synthase: MMP1238−0.44
putative cytoplasmic protein: MMP1195−0.44

UDP−N−acetylglucosamine 2−epimerase: MMP0705−0.51
methionine synthase: MMP0401−0.59

pyruvoyl−dependent arginine decarboxylase: MMP1582−0.60
putative transcriptional regulator, GntR family: MMP0096−0.89

tase:3−hydroxy−3−methylglutaryl coenzyme A reductase: MMP0087−0.92
hypothetical protein: MMP1084−1.08

putative proliferating−cell nucleolar antigen: MMP1126−1.35
log10(P) upstream meme1 2 log10(P.clust)=NA; 32 seqs; 28 uniq

c(0.5, 2.5)
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