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x.range

upstream meme PSSM #1; e=6.4e−05
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x.range

y.
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upstream meme PSSM #2; e=0.02

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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gadB

string
operons −200 −100 −1

PROBABLE GLUTAMATE DECARBOXYLASE GADB: RV3432C−3.61

PROBABLE CONSERVED MEMBRANE PROTEIN: RV2609C−3.73

ALPHA−MANNOSYLTRANSFERASE PIMA: RV2610C−3.73

lipid A biosynthesis lauroyl acyltransferase: RV2611C−3.73

hypothetical protein: RV2613C−3.73

threonyl−tRNA synthetase: RV2614C−3.73

hypothetical protein: RV2298−4.39

hypothetical protein: RV1003−5.50

POSSIBLE MYCOBACTIN UTILIZATION PROTEIN VIUB: RV2895C−5.93

hypothetical protein: RV3813C−10.33

POSSIBLE ACYLTRANSFERASE: RV3815C−10.33

POSSIBLE ACYLTRANSFERASE: RV3814C−10.33

POSSIBLE ACYLTRANSFERASE: RV3816C−10.33

POSSIBLE PHOSPHOTRANSFERASE: RV3817−13.80

hypothetical protein: RV1914C−15.61

 aceAa [FIRST PART] (ISOCITRASE) (ISOCITRATASE) (ICL): RV1915−15.61

isocitrate lyase: RV1916−15.61

log10(P) upstream meme1 2 log10(P.clust)=−8.24; 17 seqs; 9 uniq
c(0.5, 2.5)
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