Cluster: 0413 mtu; resid: 0.50; r/c: 16/240
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I I l0g10(P) upstream meme log10(P.clust)=-9.51; 16 segs; 6 uniq
-16.91- POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3760
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EPORT INTEGRSL MEMBRANE PROTEIN ABGsRANSPORTER PROZ: RV3756C
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-8.86 PROBABLE MEMBRANE PROTEIN: RV1892
Rv 891 -8.86 — hygathetical protein: RV1891
RVQ,Z ~TYPE ALCOH®D DEHYDROGENASE-ADHD-(ALDEHYDE-REDUCTASE), RV3086

PROBABIEDSHORT-CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV3085
-5.00 PROBABLE ACETYL-HYDROLASETESTERASE LIPR: RV3084
-5.00  PROBABLE MONOOXYGENASEMYDROXYLASE): RV3083
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