Cluster: 0552 mtu; resid: 0.57; r/c: 18/251
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upstream meme PSSM #1; e=3e-14 upstream meme PSSM #2; e=0.0018
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I log10(P) upstream meme log10(P.clust)=—8.32; 18 seqs; 12 uniq

-14.04 2-dehydrBFahtoate 2-reductase: RV2573

-14.04 aspakiyl-tRNA synthetase: RV2572C

Y DROGENASE-1 MEFHENFEFRA-BROFOHATEC-SHOHYPRO ASE I

-11.84 wn—hypoilagtical-proteini’RV3358

-11.84 mr—hypotheticat-protei ilRVE857

-11.84 S —hypotheticat-protein: IRV3355C

c -~ HYEBOTHETICAL ARGININE AND PROLINE RICH PROTEIN: RV3611

g A IT BRANE-G80UND PROTEASE FTSH (CELL DIVISION PROTEIN): RV3610C
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-11.68 GTP gyclohyd/Bf&8e I: RV3609C

rvasos  RENYL TRANSFERASEHPOLPRENY-DIRHOSRIATE-SYNFHASE). IRVSSESE
-8.33 ——PROBABLELYFB-REEARERD-PROFEINYTBL IRVS3828

nyl ., F2{FONAL MIEY). IRV2779C
i r IPTHANAL-REGULATORY-PROTEIN(PROBABLYGEEETFR-FAMILY)IRV2506

-3.63 hypothetical-protein: RV3364C

R RVAT9. _3 63 mypotheticat-protein: IRNSEENE

-1.81 —POSSIBEEMETHPATFRANSFERASE-(MEFHYASE):
¥part) ROEB1 (ORNITHINE-—OXO-ACID AMINOTRANSFERASE):[RV2322C
-1.55 - - hypothetical-protein:'/RV2319C
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