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Cluster: 0146 mmp; resid: 0.94 0.43 0.58 0.61; r/c: 24/55

x.range

upstream meme PSSM #1; e=770
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upstream meme PSSM #2; e=5.9e+03
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MMP0010
MMP1393

hisI

hisB

MMP0544

MMP0545

tgtA

MMP1014

III MMP0433

MMP0552

MMP0608 MMP0659

MMP0686

MMP0716
MMP0802

selD

MMP1219

MMP1250

MMP1381

top6A

MMP1499

MMP1522

bioD

string
operons −200 −100 −1

imidazoleglycerol−phosphate dehydratase: MMP0548−0.01
droxyglutaryl−CoA dehydratase subunit A−like protein: MMP0608−0.01

selenophosphate synthetase: MMP0904−0.01
hypothetical protein: MMP1393−0.01

Beta−lactamase−like protein: MMP1381−0.02
hypothetical protein: MMP1499−0.02
putative flavodoxin: MMP0433−0.03

Iron−containing alcohol dehydrogenase: MMP0802−0.04
6−pyruvoyl tetrahydropterin synthase: MMP1250−0.07

DNA topoisomerase VI subunit A: MMP1437−0.07
fructose−bisphosphate aldolase: MMP0686−0.09

peptidase U32: MMP0659−0.10
hypothetical protein: MMP1522−0.10
hypothetical protein: MMP0010−0.11

7−cyano−7−deazaguanine tRNA−ribosyltransferase: MMP0610−0.11
MoaA/nifB/pqqE family protein: MMP0544−0.19

molybdenum cofactor biosynthesis protein MoeA: MMP0545−0.19
putative dinG ATP−dependent helicase: MMP1219−0.24

hypothetical protein: MMP0552−0.32
amino acid−binding ACT domain protein: MMP0716−0.39

type Iron(III)−binding periplasmic protein precursor: MMP0108−0.44
phosphoribosyl−AMP cyclohydrolase: MMP0280−0.46

dethiobiotin synthase: MMP1573−0.59
radical SAM domain protein: MMP1014−0.60

log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 23 uniq
c(0.5, 2.5)
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