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string
operons −200 −100 −1

CATALASE−PEROXIDASE−PEROXYNITRITASE T KATG: RV1908C−0.13

PROBABLE CHAPERONE PROTEIN DNAJ2: RV2373C−1.86

hypothetical protein: RV1354C−1.95

POSSIBLE TRANSPOSASE: RV3430C−2.31

hypothetical protein: RV1156−2.38

aspartyl/glutamyl−tRNA amidotransferase subunit B: RV3009C−3.22

N−succinyldiaminopimelate aminotransferase: RV1178−3.71

−C−methyl−D−erythritol 2,4−cyclodiphosphate synthase: RV3581C−4.17

methyl−D−erythritol 4−phosphate cytidylyltransferase: RV3582C−4.17

hypothetical protein: RV3346C−4.19

hypothetical protein: RV3222C−4.78

RNA polymerase sigma factor RpoE: RV3223C−4.78

log10(P) upstream meme1 2 log10(P.clust)=−3.14; 12 seqs; 10 uniq
c(0.5, 2.5)
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