Cluster: 0124 mtu; resid: 0.56; r/c: 16/252
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upstream meme PSSM #1; e=0.059 upstream meme PSSM #2; e=1.2e+03

10g10(P) upstream meame log10(P.clust)=-4.03; 16 seqs; 13 uniq
-6.70 POSSIBLE TRANSPBSASE: RV2177C
-6.60 - hypothetical protein:(RV2142C
-6.23 - —— hypothetical pP8tein: RV3360
-6.11 conserved proBable membrane protein: RV1510
-5.85 - hypothetical protein: RV1724C
PRMGBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0488
-4.75 ~—hypothetical protein: RV3660C
-PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3658C
-4.75 ———hypothetical-protein: (RV3656C
-4.16 — — — hypothetical-protein:[RV2307C
-2.51 hyBothetical protein: RV3655C
-210 . PROBABLE LIPOPROTEIN LPPP: RV2330C
-1.75 - PPE FAMILY PROTEIN: RV3539
-1.18 hypotheticatl-proteir: (RV17020
-0.68 ————Probable-conserved-integral-membrane-protein:'/RV2180C
-0.68 . ; hypothetigal protein:(RV2179C
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