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Cluster: 0136 mmp; resid: 0.41; r/c: 27/35

x.range

upstream meme PSSM #1; e=4.7e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=9e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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MMP1177

MMP1176

hemA

hmgA

MMP1183
MMP1178

MMP1181

mdh

MMP0644

cbiX(s)

MMP0965

and some other nucleotide

MMP1175MMP1646
dapF

MMP1036

MMP0889
MMP0075

III

MMP0887

MMP1035

MMP0646

MMP0888

slpB

MMP0429

MMP1699

Unanno_1

string
operons −200 −100 −1

ron(III) dicitrate transport system permease protein: MMP1182−0.00
iron ABC transporter ATPase subunit: MMP1183−0.00

nsport system substrate−binding protein, N−term half: MMP1176−0.00
nsport system substrate−binding protein, C−term half: MMP1177−0.00

iron transport Periplasmic binding protein: MMP1178−0.00
hypothetical protein: MMP0887−0.02
hypothetical protein: MMP1646−0.03

SAM (and some other nucleotide) binding motif: MMP0874−0.16
cobalt transport protein CbiN: MMP0888−0.19
cobalt transport protein CbiM: MMP0889−0.19

Cation efflux protein: MMP0644−0.19
malate dehydrogenase: MMP0645−0.19

hypothetical protein: MMP0646−0.19
hypothetical protein: MMP1035−0.27

Band 7 protein:Stomatin: MMP1036−0.27
hypothetical protein: MMP1175−0.49
hypothetical protein: MMP1699−1.36

sirohydrochlorin cobaltochelatase: MMP0164−1.84
Beta−Ig−H3/Fasciclin domain:hypothetical protein: MMP0429−2.17

Unanno_9−2.20
methanofuran dehydrogenase subunit E related protein: MMP0965−2.61

tase:3−hydroxy−3−methylglutaryl Coenzyme A reductase: MMP0087−3.23
glutamyl−tRNA reductase: MMP0088−3.23

S layer protein: MMP0875−3.28
hypothetical protein: MMP0075−3.39

Diaminopimelate epimerase: MMP0917−3.47
iron transport system binding protein: MMP1181−7.38

log10(P) upstream meme1 2 log10(P.clust)=−1.35; 27 seqs; 20 uniq
c(0.5, 2.5)
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