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Cluster: 0117 mtu; resid: 0.46; r/c: 8/237

x.range

upstream meme PSSM #1; e=6.2e+03
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DNA primase: RV2343C−2.07

anosinetriphosphate triphosphohydrolase−like protein: RV2344C−2.07

hypothetical protein: RV2880C−2.18

Possible cobalamin biosynthesis protein CobG: RV2064−2.54

precorrin−8X methylmutase: RV2065−2.54

recorrin−2 methyl transferase + precorrin−3 methylase: RV2066−2.54

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3217C−2.79

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3723−3.11

log10(P) upstream meme1 2 log10(P.clust)=−2.48; 8 seqs; 5 uniq
c(0.5, 2.5)
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