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Cluster: 0149 mmp; resid: 0.72 0.59 0.77 0.34; r/c: 29/55
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upstream meme PSSM #1; e=3.1e+03
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MMP1657
string −200 −100 −1

hypothetical protein: MMP0252−0.01
isoleucyl−tRNA synthetase related: MMP0377−0.01

hypothetical protein: MMP0435−0.01
hypothetical protein: MMP0487−0.01

nitrogenase: MMP0857−0.01
sodium/proline symporter: MMP0221−0.02

GTP cyclohydrolase III: MMP0405−0.02
glutamate synthase; large subunit; subunit 1: MMP0080−0.05

 transporter, periplasmic molybdenum−binding protein: MMP0205−0.07
hypothetical protein: MMP1084−0.07
hypothetical protein: MMP0199−0.13
hypothetical protein: MMP0358−0.13
hypothetical protein: MMP0407−0.13

Na/Pi−cotransporter II−related protein: MMP0666−0.13
endent pyridine nucleotide−disulphide oxidoreductase: MMP1259−0.13

glutamyl−tRNA(Gln) amidotransferase subunit D: MMP1266−0.13
hypothetical protein: MMP1657−0.15

N−acetyl−gamma−glutamyl−phosphate reductase: MMP0116−0.21
ntaining formylmethanofuran dehydrogenase, subunit B: MMP0511−0.23

adenine phosphoribosyltransferase: MMP0660−0.23
putative RNA methylase: MMP0149−0.52

hypothetical protein: MMP0355−0.52
cytochrome c heme−binding site: MMP1537−0.52

hypothetical protein: MMP0390−0.68
hypothetical protein: MMP1267−0.74

radical SAM family protein: MMP1495−0.74
formate dehydrogenase beta subunit: MMP0139−1.00

ATPase−like ATP−binding protein: MMP1120−1.00
molybdenum ABC transporter solute−binding protein: MMP0975−2.16

log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 29 uniq
c(0.5, 2.5)
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