Cluster: 0050 mmp; resid: 0.78 0.33 0.60 0.37; r/c: 19/55
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upstream meme PSSM #1; e=200 upstream meme PSSM #2; e=5.6e+03
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l0g10(P) upstream mame log10(P.clust)=NA; 19 segs; 18 uniq
_082 hyputhct;ba: im’tefﬁ" _
-0.55 ———————— — — -nitrogen-regulatory-protein-P-1t: MMP0064

-0.38 —_— nitrogenase: MIMP0857
-0.37 hypothetical pP8tein: MMP0702
-0.19 ——————————— ———f—tyrosinescecarboxylase: MNPOL31
-0.18 ald@lase: MMP0293
-0.16 L hypothetical protein: MMP0567
=0.10 = ——hypotheticat-protein- NINIRDIE0
-0.09 ——F420—nen—redueing-hydrogenase-stbtmitetphe- RN
-0.08 = —ehtorohydrotase: MINMPIS80

-0.08 ————DNA—directed-RNA-polymerase-sub{ifiit-£: MIMP0440
-0.08taining-formylmethanofuran-dehydrogenase;-subunit-G: MMP1246

-0.02 hypethetical-jfotein: VIMPO192
-0.02 mxrformate-dehydrogenase-alpha-subunit: MMP0138
-0.02 mr—polysaccharide-biosynthesis-protein: MMP1089




