Cluster: 0024 mmp; resid: 0.54 0.46 0.56 0.37; r/c: 25/57
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upstream meme PSSM #1; e=870 upstream meme PSSM #2; e=1.6e+04
- log10(P) upstream meme log10(P.clust)=NA; 25 seqs; 22 uniq
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-0.15 -hypothetical-protein: MMPO722
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A A -0.13 = hypothetical protein: MMP0767
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-0.13 = hypothetical protein: MMP0565
MMRO72RMR0451 -0.10 —AFP-binding-putativenickelncorporation-protein: MINBOZ2ZD
MMKﬁ —-0.10 —(NiFeyhydragenase-maturation-proteinHypr NNIEIED
M 721 MMRO794 -0.05 hyputhct;bal Pt oteir: NINIEON2S
MMP0568 MMPOTER, -0.05 -hypothetical protein: MNMPO750
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