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Cluster: 0039 mmp; resid: 0.44; r/c: 28/39

x.range

upstream meme PSSM #1; e=4.2

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.9e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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ilvH ilvB

MMP1177
MMP1176

hemA
hmgA

MMP1183
MMP1178

MMP1181

mdh

MMP0644

cbiX(s)

MMP0965

and some other nucleotide

MMP0889

MMP1700

top6A

MMP0388

III

MMP0389

MMP0646

MMP0888

slpB

MMP0884
subgroup I

MMP0242

Unanno_1

MMP0629

string
operons −200 −100 −1

nsport system substrate−binding protein, N−term half: MMP1176−0.06
nsport system substrate−binding protein, C−term half: MMP1177−0.06

iron transport Periplasmic binding protein: MMP1178−0.06
ranylgeranyl bacterial chlorophyll reductase related: MMP0388−0.12

ferredoxin: MMP0389−0.12
iron transport system binding protein: MMP1181−0.25

sirohydrochlorin cobaltochelatase: MMP0164−0.40
Na+/solute symporter: MMP1700−0.43

cobalt transport protein CbiN: MMP0888−1.10
cobalt transport protein CbiM: MMP0889−1.10

hypothetical protein: MMP0629−1.56
Aminotransferase (subgroup I): MMP0096−2.12

ron(III) dicitrate transport system permease protein: MMP1182−2.51
iron ABC transporter ATPase subunit: MMP1183−2.51

acetolactate synthase catalytic subunit: MMP0650−2.64
acetolactate synthase 3 regulatory subunit: MMP0651−2.64

tase:3−hydroxy−3−methylglutaryl Coenzyme A reductase: MMP0087−2.67
glutamyl−tRNA reductase: MMP0088−2.67

S layer protein: MMP0875−3.40
DNA topoisomerase VI subunit A: MMP1437−3.45

SAM (and some other nucleotide) binding motif: MMP0874−3.79
hypothetical protein: MMP0884−3.88
Cation efflux protein: MMP0644−4.00

malate dehydrogenase: MMP0645−4.00
hypothetical protein: MMP0646−4.00

methanofuran dehydrogenase subunit E related protein: MMP0965−4.16
hypothetical protein: MMP0242−5.06

Unanno_9−5.58
log10(P) upstream meme1 2 log10(P.clust)=−2.30; 28 seqs; 20 uniq

c(0.5, 2.5)
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