Cluster: 0359 mtu; resid: 0.50; r/c: 15/243
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log10(P) upstream meme log10(P.clust)=-7.07; 15 segs; 11 uniq
-9.90 W "Possible transcriptiSar reguldBR) protein: RV2258C

-9.90 —= = = = Mypothefital protein: RV2257C

TIC-TRANSPORT ATP-BINDING PROTEIN RBE TRANSPORTER: RV1458C
TIC-TRARGPORT INTEGRAL MEMBRANE BBE TRANSPORTER: RV1457C
TIBIOTIC-TRARGPORT INTEGRAL MEMBRANE BBE TRANSPORTER: RV1456C

-9.04 —————————PROBABLE DNA-HELICASE-EREE3:(RV0861C
-9.@DONSERVED HYPOTHETICAL ALANINE RICHFPROTEIN: RV2681

-8.64 tive deoxyribonucleotide triphosphate pyropiosphatase: RV1341

-8.41 hypothetical protein: RV1718
-5.70 hypothetical-protein: RV0444C
-5.29 hypothetieat protei (IRNSEEN
-5.29 ——PROBABLE-CONSERVED-MEMBRANE-PROTEINIRV3690
-4.90 hypothetical protein: RV2325C
-0.23 hypothetical protein: RV1421
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