Cluster: 0298 mtu; resid: 0.51; r/c: 17/242
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Ipstream meme PSSM #1; e=3.5e-06 upstream meme PSSM #2; e=0.69
I l0og10(P) upstream mame log10(P.clust)=—7.23; 17 segs; 12 uniq

-14.19- PROBABLE CYTOCHROWE P450 136 CYP136: RV3059
CRIPTIONALREGULATORY PROTEIN (PROBABLY TEER=FAMILY): RV3058C
-14.19 short chain' defaydipgenase: RV3057C
-8.96 == hypathetical protein: RV2338C
-8.64 ——————————POSSIBLE LIPOPROTEIN-LPRARVI270C
-8.64 —CONSERVED-PROBABLE-SECRETED-PROTEIN:RVI269C

g I -7.37 S hypothetical-protein:(RV3734C
gColVIvIAldllas LAVC 100 -7.37 — hypothetical protein: RV3733C
-7.03 "RPothetical protein: RV3735

o moew -6.52 Probable cytochromesp450 140 CYP140: RV1880C
e -4.36 elongation-factor G:'RV0120C
INE-PRE® TPK-E)IRVI743
C 140 . ]
7 \ -3.86 - hypothetical protein: RV1829
Rua0E7C RVISTS -3.69 acetyl-CoA-acetyltransferase:'/RV0914C
gidhs  ~3.69 ————————POSSIBLE-DIOXKEENASE: IRINIEE
-3.11 —hypothetical protein: RV1879

coc LUTAMHSELSYNTHETASE GLNA3 (GLUTAMINE SYNTHASE) (6S-1): RV1878
I;rPH - string
— operons -200 -100 -1
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