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upstream meme PSSM #1; e=0.00029
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Rv0393
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trcR

Rv1034c

Rv2027c

Rv1375

Rv1376

Rv2026c

pfkB

lipT

string
operons −200 −100 −1

hypothetical protein: RV1375−0.84

hypothetical protein: RV1376−0.84

TWO COMPONENT SENSOR HISTIDINE KINASE TRCS: RV1032C−3.23

TWO COMPONENT TRANSCRIPTIONAL REGULATOR TRCR: RV1033C−3.23

PROBABLE TRANSPOSASE (FRAGMENT): RV1034C−6.91

Probable carboxylesterase LipT: RV2045C−6.96

hypothetical protein: RV2026C−7.34

Probable histidine kinase response regulator: RV2027C−7.34

robable phosphofructokinase PfkB (PHOSPHOHEXOKINASE): RV2029C−7.34

putative oxalyl−CoA decarboxylase: RV0118C−11.81

acyl−CoA synthetase: RV0119−11.81

PROBABLE MEMBRANE NADH DEHYDROGENASE NDHA: RV0392C−13.58

CONSERVED 13E12 REPEAT FAMILY PROTEIN: RV0393−13.58

log10(P) upstream meme1 2 log10(P.clust)=−7.29; 13 seqs; 9 uniq
c(0.5, 2.5)
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