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Rv0950c

glyS

PE12

Rv2264c

PPE41

pykA

tesB1

topA

Rv3377c

dctA

Rv3378c

Rv3722c

cdh string
operons −200 −100 −1

hypothetical protein: RV3722C−0.00

pyruvate kinase: RV1617−0.19

Probable acyl−CoA thioesterase II tesB1: RV1618−0.19

PPE FAMILY PROTEIN: RV2430C−2.39

CDP−diacylglycerol pyrophosphatase: RV2289−2.64

PE FAMILY PROTEIN: RV1172C−3.45

C4−DICARBOXYLATE−TRANSPORT TRANSMEMBRANE PROTEIN DCTA: RV2443−3.48

glycyl−tRNA synthetase: RV2357C−3.73

DNA topoisomerase I: RV3646C−3.76

hypothetical protein: RV0950C−4.71

conserved hypothetical proline rich protein: RV2264C−4.89

POSSIBLE CYCLASE: RV3377C−8.31

hypothetical protein: RV3378C−8.31

log10(P) upstream meme1 2 log10(P.clust)=−3.54; 13 seqs; 11 uniq
c(0.5, 2.5)
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