Cluster: 0185 mtu; resid: 0.52; r/c: 14/238
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B 0910(P) upstream meme log10(P.clust)=—2.06; 14 seqs; 13 uniq

-4.81 - POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2959C
RASEYRISA ADENYLATING ENZYME) (POLY(A) POLYMERASE):[RV3907C
SERVED-#ZPOTHETICAL ALANINE AND-ARGININE-RICH-PROTEH; RV2917

-3.39 - qypotheﬁcal protein: RV3013
-3.13 B hypothetical protein: RV2569C
-2.94 g 2®M8hydropantoate 2-reductase: RV2573
2 3 6 -2.19 POSSIBLE"BLYCOSYL TRANSFERASE: RV2962C
RVE520 POSSIBRE METHYLTRANSFERASE/METHYLASE (FRAGMENT): RV0520
RV3013 -0.56 hypothetical pgafein: RV2205C
é é Rvsgse -0.54 ———hypetheticat-preteir: (RV3655C

Rv 57¢c Rv#917
rRvs737 —0.36 hypothetical protein: RvV1191
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S TIONAL-REBULATORY PROTEIN (PROBABLY ARAC/XYLS-FAMILY): RV3736
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