Cluster: 0165 mtu; resid: 0.44; r/c: 18/235
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. I log10(P) upstream meme log10(P.clust)=—6.46; 18 segs; 7 uniq
-16.72 "=Mypothetical protein: RV2683
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-6.57 hypothetical protein: RV0599C
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-5.32 @ hypothetical protein: RV3871
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-4.78 NADH dehydrogenase-subunit J: RV3154
Rvijm/m $3 -4.78 NADM@ehydrogenase subunit I: RV3153
RV3ETL -4.78 NADMRhydrogenase subunit H: RV3152
rvosooe 478 NADMhydrogenase subunit G: RV3151
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NADFFEehydrogenase subunit E: RV3149
NADMF®hydrogenase subunit D: RV3148
NADM®hydrogenase sybunit C: RV3147
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