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PUTATIVE TRANSFERASE: RV1377C−4.92

POSSIBLE MUCONOLACTONE ISOMERASE: RV0316−5.34

glutamate−1−semialdehyde aminotransferase: RV0524−6.04

hypothetical protein: RV0525−6.04

pyrimidine regulatory protein PyrR: RV1379−6.04

aspartate carbamoyltransferase catalytic subunit: RV1380−6.04

dihydroorotase: RV1381−6.04

PROBABLE EXPORT OR MEMBRANE PROTEIN: RV1382−6.04

carbamoyl phosphate synthase small subunit: RV1383−6.04

carbamoyl phosphate synthase large subunit: RV1384−6.04

orotidine 5'−phosphate decarboxylase: RV1385−6.04

log10(P) upstream meme1 2 log10(P.clust)=−5.87; 11 seqs; 4 uniq
c(0.5, 2.5)
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