Cluster: 0125 mtu; resid: 0.48; r/c: 15/238
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Ipstream meme PSSM #1; e=7.9e-10 upstream meme PSSM #2; e=28
I I I I I log10(P) upstream meme log10(P.clust)=—7.50; 15 segs; 8 uniq
-18.35 ~— hypotheticaf protein: RV0104
OROBARRE CATION-TRANSPORTER P-TYPE ATPASE B CTPB: RV0103C
-12.74 =hypothétical protein: RV1204C
-5.75 hypotheti¢al protein: RV1954C
A -5.58 DNA 88Merase IV: RV1537
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-5.23 hypothetical-protein:(RV2042C
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-5.23 Probable sugar—hiaging lipoprotein: RV2041C

-5.23 —transportintegral-membrane-proteiggBC transporter: RV2040C

Rvl204 -5 .23 —transport-integral-membrane-proteigegBC-transporter:[RV2039C
-5.23 ‘sugar-transport ATP-binding proteig:ABC transporter: RV2038C

\pr -5 PBSSIBLE-CONSERVED-TRANSMEMBRAINE -PROTEIN:'RV2037C
MEZ AS) (ACEFOR YDROXY—ACHD-SY NG EARGE SUBUNT-(ALS): IRVISATO0
-4.92 : 4-hydrexy-2-ketovalerate aldolase:(RV3469C
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