Cluster: 0156 mtu; resid: 0.52; r/c: 13/244
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l0g10(P) upstream mame log10(P.clust)=-3.58; 13 seqs; 11 uniq
-10.84——— " ypothetical protein: RV2117
-10.84— ™ probable conserved ipoprotein-lppK: RV2116
-1084  Probable ATPase: RV2115C
~2.22 —PROBABLEACY—CoA DEHYDROGENASE-FADE28. RV3140
-2.22 ~PROBABLE ACY+—CoA DEHYDROGENASE FADE24: RV3139

-1.70 w @ hypotheticalprotein: RvV1084
-1.57ROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV1861
-1.40 hypothetical-protein: RV0307C
-1.35 Probable-alcohol-dghydrogenase-adhA: RV1862
-1.25 hypotheticalgrotein: RV0811C
-1.25 —M hypothetical protein: RV0597C
-0.83 Putative phosphate—transport permease PitB: RV2281
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