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Cluster: 0083 mmp; resid: 0.36; r/c: 24/39

x.range

upstream meme PSSM #1; e=6.9
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upstream meme PSSM #2; e=190
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cbiE

and some other nucleotide
MMP1569

MMP1568

ffh

smc1

MMP0848
apt

ndk
MMP1607

MMP0692

Usp

MMP1250

MMP1721

MMP1720

MMP0422MMP0421

MMP0177

MMP0940

MMP1118

MMP0129

MMP0976

MMP1058

MMP1428

string
operons −200 −100 −1

6−pyruvoyl tetrahydropterin synthase: MMP1250−0.21
hypothetical protein: MMP1720−0.22
hypothetical protein: MMP1721−0.22

SAM (and some other nucleotide) binding motif: MMP1221−0.29
hypothetical protein: MMP1058−0.31
hypothetical protein: MMP1607−0.52

ed to ehbP of Methanothermobacter thermautotrophicus: MMP0940−0.72
hypothetical protein: MMP1118−0.99
hypothetical protein: MMP0421−1.20

conserved archael hypothetical protein: MMP0422−1.20
hypothetical protein: MMP0976−1.32

structural maintenance of chromosome protein: MMP1397−1.76
hypothetical protein: MMP0692−1.86

adenine phosphoribosyltransferase: MMP0660−2.04
hypothetical protein: MMP1568−2.13
hypothetical protein: MMP1569−2.13

protein methionine−S−oxide reductase: MMP0848−2.33
hypothetical protein: MMP0177−2.52

Universal stress protein (Usp): MMP0585−2.53
Nucleoside−diphosphate kinase: MMP0283−2.69

hypothetical protein: MMP0129−2.80
signal recognition particle protein Srp54: MMP1551−3.39

cobalt−precorrin−6Y C(5)−methyltransferase: MMP1227−3.57
hypothetical protein: MMP1428−4.90

log10(P) upstream meme1 2 log10(P.clust)=−1.74; 24 seqs; 21 uniq
c(0.5, 2.5)
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