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Cluster: 0028 mmp; resid: 0.87 0.46 0.60 0.38; r/c: 31/59

x.range

upstream meme PSSM #1; e=300
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upstream meme PSSM #2; e=3.6e+04
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string
operons −200 −100 −1

GTP cyclohydrolase III: MMP0405−0.01
ABC transporter:AAA ATPase: MMP0110−0.02

DP−glucose/GDP−mannose dehydrogenase related protein: MMP0353−0.02
hypothetical protein: MMP0162−0.03
hypothetical protein: MMP0564−0.05

nitrogenase MoFe cofactor biosynthesis protein NifE: MMP0858−0.06
ATP/GTP−binding motif−containing protein: MMP1642−0.06

N−6 adenine−specific DNA methylase: MMP0685−0.06
hypothetical protein: MMP0105−0.08

hydroxyethylthiazole kinase: MMP1138−0.12
precorrin−2 C−20 methyltransferase: MMP0319−0.15

shikimate kinase: MMP0320−0.15
hypothetical protein: MMP0328−0.15

phosphoribosylamine−−glycine ligase: MMP0392−0.15
hypothetical protein: MMP1386−0.17

CheC, inhibitor of MCP methylation: MMP0931−0.23
cation transport ATPase: MMP0216−0.24

hypothetical protein: MMP0521−0.24
hypothetical protein: MMP1267−0.24
hypothetical protein: MMP0276−0.32

pyruvoyl−dependent arginine decarboxylase: MMP1582−0.37
hypothetical protein: MMP0095−0.40

metal dependent phosphohydrolase: MMP0037−0.40
hypothetical protein: MMP0779−0.55

cobalamin−dependent methionine synthase, B12−binding: MMP0829−0.57
ABC transporter: MMP0770−0.59

formate dehydrogenase family accessory protein FdhD: MMP1233−0.59
hypothetical protein: MMP0345−0.68

droxyglutaryl−CoA dehydratase subunit D−like protein: MMP0346−0.68
hypothetical protein: MMP0774−1.59

ndent methylenetetrahydromethanopterin dehydrogenase: MMP0372−1.70
log10(P) upstream meme1 2 log10(P.clust)=NA; 31 seqs; 29 uniq

c(0.5, 2.5)
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