Cluster: 0109 mtu; resid: 0.28; r/c: 17/33
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upstream meme PSSM #1; e=0.89 upstream meme PSSM #2; e=50
| [ | [ log10(P) upstream mame log10(P.clust)=—5.33; 17 seqs; 12 uniq
-14.39 =P OSSiBtE-phiRv2-PROPHEBGE-PROFEN: RvV2650c
-14.39—————POSSIBEE-phiRv2-PROPHABE"PROTEASE: Rv2651c
-14.39 Probable pATR¥A phage protein: Rv1577¢
-7.34 ProbablephiRVvi-phage-protein: Rv1576¢
-591 - POSSIBLE PRORRAGE PROTEIN: Rv2658¢c
T A C -5.65 STP-eyelqlygiotese-I: Rv3609¢
TCTPG A T C PRGE®ABLE DIHYDRONEOPTERIN ALDOLASE FORBDHNA): Rv3607¢
FARRRT S ARALLEA SR P4 °, ? 2 1g 1165 HYDREXEBIETHYL-7,8-DIHYDROPTERIN DIPHOSPHQIINASE)IRV3606¢
ABLE REZDRATORY-NITRATE-REDUCTASE-(ALPHA CHAIN) NARG: Rv1161
Rv2005¢ -2.93 Holliday junction resolvase-like proteinSRV25548
fol o ASEQEE LASE) SRVI24988
f A R&ggc —2F8BSSIBLE OXIDASE REGULATORY-RELATED PROTEINZRV24996
Rv@064 BIOTIC-TRABBPORFAFP—BINDING-PROFEIN-ABEFRANSPORTFER IRVZ6888
AND AEAISINEAND-AENE-RIGH-PROFEHN-ABE-FRANSPORFER: Rv2686¢
narG Rv2688(
-0.33 hypothetical-protein: Rv2005¢c
RV s, iSSc RV2088 _0.22 hypothetical protein: Rv0064
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