Cluster: 0144 mmp; resid: 0.82 0.34 0.53 0.35; r/c: 21/57
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log10(P) upstream meme
-1.72

log10(P.clust)=NA; 21 segs; 18 uniqg

-1.62 ™ methylenetetrahydromethanopterin reductase: MMP0058
-0.89 €BS-domain-containing Protein: MNMP0287
-0.70 mhyipothetical proteir- NN
-0.54 siroheme synthase: MMP0089
-0.54 glutamyl-tRNA reductase: MMP0088

-0.51 ———————hypotheticatprotein- NNIRDSED
-0.46 ——RNAmethyltffsferase, TrmH-family;-group-1: MNMP0334
-0.46 ————nickelresponsivereftilator: MINIE0020
type-H-secretion-system-protein: MMP0O038

-0.30 rhodopsin—like-GPCR-superfamily"pf8tein: MMP0431
-0.1ha etrahydromethanop n-formyltransferase: MMP1609
-0.11 hypothetical-protein: MMP0463
-0.11 ExsB'family-transeriptional-regulator: MMP0226
-0 —M8M————— —soditm/protine™Yporter- NNIEDREND

-0.06 ——  xanthinefuracil-permease famity proteir- HNIEEEEN

-0.02 —coenzymeF420—redueing-hydrogenasemsubtnitbeta:- HINIENEES

-0.01 BE-transperter periptasmic mejybdate—bindingproteir: VINMBOSIE
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