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Rv2581c string
operons −200 −100 −1

histidinol dehydrogenase: RV1599−3.78

histidinol−phosphate aminotransferase: RV1600−3.78

imidazoleglycerol−phosphate dehydratase: RV1601−3.78

chorismate synthase: RV2540C−3.78

o)methylideneamino] imidazole−4−carboxamide isomerase: RV1603−3.78

PROBABLE INOSITOL−MONOPHOSPHATASE IMPA (IMP): RV1604−3.78

imidazole glycerol phosphate synthase subunit HisF: RV1605−3.78

phosphoribosyl−AMP cyclohydrolase: RV1606−3.78

3−dehydroquinate dehydratase: RV2537C−3.78

3−dehydroquinate synthase: RV2538C−3.78

shikimate kinase: RV2539C−3.78

histidyl−tRNA synthetase: RV2580C−3.78

ALASE II (HYDROXYACYLGLUTATHIONE HYDROLASE) (GLX II): RV2581C−3.78

log10(P) upstream meme1 2 log10(P.clust)=−3.78; 13 seqs; 3 uniq
c(0.5, 2.5)
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