=2999

10 Jan 15 15:02:38 iter
cMonkey Version 4.3.5 mmp

Cluster: 0012 mmp; resid: 0.50 0.50 0.47 0.44; r/c: 20/57
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log10(P) upstream meme log10(P.clust)=NA; 20 seqs; 19 uniq
-1.27 ———————ar——anthrenitete-synthase-component+- HIEINES
-1.27 - N-(5'=phosphoribosyhanthranilate isomerase: MMP1004

-0.89 2—phosphosuifdf@étate-phosphatase: MMP0161
-0.77 —FS——————ranslation—associated-GFPase- VINIPHR22
-0.72 == UbP-N-acetylglucosamine-2—epimerase: MMP0O705
-0.54 — 50S ribesemal Protein L7Ae: MMP0641

-0.29 ——strecinate—CoA-igase-(tABP—forming)bete-chain- VINIEIIES

-0.18 hypothetical protein: MMP0884
-0.17 hypothetical-protein: MMP0950
-0.17 ptitative-cdeoxyhypusine-synthase- NNIEEIED
-0.17 ———chaperonin-GroEt" NNIEISES
-0.14 metfiffitransferase-related-protein: MMP1307
-0.13 - hypothetical protein: MMP0595
-0.10 = ———————histidyi~tRNA-synthetase: MMP1614
-0.10 ————thiamine—monophosphate kinase: MMP1124
-0.06 hypothetical protein: MMP0242
-0.05 SirA family protein: MMP0308

-0.0dlyceraldehyde—3—phosphate-ferredoxin-oxidoreductase: MMP0945

-0.01 ——————————DNA-ligase--AFP-dependent-Dnii: MINMPO970

NA . ATP-phosphoribosyltransferase: MMP0947
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