Cluster: 0500 mtu; resid: 0.54; r/c: 14/244
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Ipstream meme PSSM #1; e=7.9e-10 upstream meme PSSM #2; e=0.44
. log10(P) upstream meme log10(P.clust)=—7.87; 14 segs; 9 uniq
~11.9°ROBABLE HYDROXYLAMINOBENZENE MUTASE HAB: RV3078
-11.89 POSSIBLE HYDROLASE: RV3077
-11.89 ~—hypotheticat protein RV3076
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T TQ T R -8.21 hypothagigal protein: RvV2401
SERVEBSHYPOTHETICAL ALANINE AND LEWGINE RICH PROTEIN: RV2567
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t o6 u 2 o8 5 ° -6.67 —LONG CONSERVED HYPOTHETICAL PROTEIN: RV2566
rpiB PRGBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0970
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Rvo{i MEROBABHEMETAL CATION TRANSPORFER P-TYPE ATPASE CTPV: RV0969
v -6.37 — hypothetical-protein: RV0968
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