Cluster: 0404 mtu; resid: 0.54; r/c: 19/241
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upstream meme PSSM #2; e=97
l0g10(P) upstream mame log10(P.clust)=-2.26; 19 seqs; 16 uniq
-4.16 —POSSIBLE DTDP-GLUCOSE 4,6-DEHYDRATASE: RV3468C
-4.09 PROBABLE MEMBRANE PROTETN: RV1490
-3.56 truncated1S1081-tFansposasérRV2666
-3.32 = " hypothetical protein: RV3079C
-3.16 — PUTATIVE OXIDOREDUCTASE: RV0306
E D TRAAGMEMBRANE ALANINE AND LEUCINE RICA'PROTEIN: RV2625C
-3.06 = - PE FAMILY-PROTEIN:'RV1040C
;T -3.06 - PRE-FAMILY-PROTEIN:IRVI039C
1 A 3 11 robabig pwmmmhea—
-2.55 hypothetical-pretein: [RV20260
-2.55 - hypothetical protein: RvV2028C
(ifE CONSERSED TRANSMEMBRANE TRANSPORT PROTEIN"MMPL6: RV1557
RV aeec —2.28 GLYCOLIPID SULFOTRANSFERASE: RV1373
-1.19 ““hypothetical protein: RV2669
?ABLEWA&GNHGN‘FR*NGPOR:FEHPE—PEFH*SEA-GFPI_
Wi g 081 hypotheticat-protein: IRV2003C
-0.29 hypothetical protein: RV0571C

Rv3468c

RVa0796r, \a73 i CTASE (-ARGE-SUBUNIT) NRDZ (RIBONUCLEOTIDE-REDUCTASE)RV0570

. 0.0 : . hypothetical protein: RV2624C
RVI400 cperons -200 -100 -1



