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string
operons −200 −100 −1

chaperonin GroEL: RV3417C−4.03

co−chaperonin GroES: RV3418C−4.03

amidase: RV2888C−4.11

elongation factor Ts: RV2889C−4.11

30S ribosomal protein S2: RV2890C−4.11

50S ribosomal protein L17: RV3456C−4.18

DNA−directed RNA polymerase subunit alpha: RV3457C−4.18

DNA−directed RNA polymerase subunit beta: RV0667−5.42

DNA−directed RNA polymerase subunit beta': RV0668−5.42

IBRONECTIN−BINDING PROTEIN A) (ANTIGEN 85 COMPLEX A): RV3804C−7.80

30S ribosomal protein S4: RV3458C−9.37

30S ribosomal protein S11: RV3459C−9.37

30S ribosomal protein S13: RV3460C−9.37

log10(P) upstream meme1 2 log10(P.clust)=−5.81; 13 seqs; 6 uniq
c(0.5, 2.5)
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