Cluster: 0520 mtu; resid: 0.54; r/c: 11/238
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upstream meme PSSM #1; e=330 upstream meme PSSM #2; e=7.5e+03

log10(P) upstream meme log10(P.clust)=—3.38; 11 segs; 5 uniq

—285 POSSIBLE ESAT-6 LIKE PROTEIN ESXD: RV3891C
- 3LESAT-6 LIKE PROTEIN ESXC (ESAT=6 fike protein 11): RV3890C
-3.85 ™ hypothetical protein: RV3889C
-385 PROBABLE CONSERVED MEMBRANE PROTEIN: RV3888C
~PROBABLE CONSERVED FRANSMEMBRANE PROTEIN: RV3887C

-3.85 POSSIBLE CONSERVED MEMBRANE;PROTEIN:[RV3885C

-3.84 PROBABLE HYDROLASE: RV3915

UTAMINE-TFRABSPORT ATP-BINDING PROTEINABC TRANSPORTER: RV0073
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-1.71 — PE-FAMii-PROTENN: [RVSEISE

-

-1.64 D-alanyl-alanine synt%tase A: Rv2981C
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