Cluster: 0138 mmp; resid: 0.74 0.58 0.69 0.58; r/c: 27/56
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Ipstream meme PSSM #1; e=2.2e+03 upstream meme PSSM #2; e=3e+04
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log10(P) upstream meme
-0.74 -

log10(P.clust)=NA; 27 segs; 27 unig
Asp/Gluracemase:aspartate racemase: MMPO739

eirn: MMR0895
coenzymeF390-synthetase-H: MMPO715
se: MMP1641
cytosine permease: MMP0789

eR: MVMP0930
ABC-transpaiter- ATP—binding-protein: MMP0523

MseS-mechanosensitiVé-ion-channet: MNMP0534
HNH-endonuclease:HNH-nuclease: MMP0758
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——————— —AMP—binding domain-proteiff™MNVP0566
hypothetical-protein: MMP0O505
hypothetical protein: MMP0465
hypothetical pr&tein: MMP0460

neutral zinc metalldpeptidase: MMP0453

ferredoxin: MMP0450

se: MMP0414

hypotheticat-protein:- NMNIEDNES
—histidinol-"Phosphate-aminotransferase: NINISIINS




