
10 20 30 40 50

−
2

−
1

0
1

2
3

4

Cluster: 0156 mmp; resid: 0.27; r/c: 18/41
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Family of unknown function ThiJ/PfpI: MMP0559−0.81

Nucleoside−diphosphate kinase: MMP0283−1.36

hypothetical protein: MMP0542−1.36

peroxiredoxin: MMP1174−1.55

hypothetical protein: MMP0292−1.77

aldolase: MMP0293−1.77

hypothetical protein: MMP1720−1.83

hypothetical protein: MMP1721−1.83

probable Molybdenum−pterin binding protein: MMP0628−1.87

hypothetical protein: MMP0335−1.92

hypothetical protein: MMP0852−1.92

hypothetical protein: MMP0215−2.05

hypothetical protein: MMP1160−2.43

CutA1 divalent ion tolerance protein Related Protein: MMP1163−2.43

hypothetical protein: MMP0961−3.58

zinc finger protein: MMP0962−3.58

aquaporin related: MMP0963−3.58

hypothetical protein: MMP0709−3.73

log10(P) upstream meme1 2 log10(P.clust)=−2.19; 18 seqs; 13 uniq
c(0.5, 2.5)
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