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x.range

upstream meme PSSM #1; e=0.019
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x.range
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upstream meme PSSM #2; e=0.93
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pknG
glnH

Rv0412c
mutT3Rv0486

Rv1332

ptpA
furB

Rv0487

senX3Rv2372c

relA

Rv1330cclpS

cysS

cysQ

Rv2235

Rv2358gabT string
operons −200 −100 −1

cysteinyl−tRNA synthetase: RV2130C−0.09
ETASE I) ((P)PPGPP SYNTHETASE) (GTP DIPHOSPHOKINASE): RV2583C−0.15

TEIN−TYROSINE−PHOSPHATASE) (PTPase) (LMW PHOSPHATASE): RV2234−0.24
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2235−0.24

PUTATIVE TWO COMPONENT SENSOR HISTIDINE KINASE SENX3: RV0490−0.33
hypothetical protein: RV2372C−0.61

4−aminobutyrate aminotransferase: RV2589−0.61
MANNOSYLTRANSFERASE: RV0486−4.96

hypothetical protein: RV0487−4.96
SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV2358−5.88

PROBABLE FERRIC UPTAKE REGULATION PROTEIN FURB: RV2359−5.88
ATP−dependent Clp protease adaptor protein ClpS: RV1331−6.84

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1332−6.84
POSSIBLE MONOPHOSPHATASE CYSQ: RV2131C−6.96

nicotinate phosphoribosyltransferase: RV1330C−7.21
NINE−PROTEIN KINASE PKNG (PROTEIN KINASE G) (STPK G): RV0410C−18.07

PROBABLE GLUTAMINE−BINDING LIPOPROTEIN GLNH (GLNBP): RV0411C−18.07
POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0412C−18.07

SPHATASE) (8−OXO−DGTPASE) (DGTP PYROPHOSPHOHYDROLASE): RV0413−18.07
log10(P) upstream meme1 2 log10(P.clust)=−6.53; 19 seqs; 13 uniq

c(0.5, 2.5)
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