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upstream meme PSSM #1; e=0.0014
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upstream meme PSSM #2; e=9.1
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string
operons −200 −100 −1

PROBABLE ACYL−CoA DEHYDROGENASE FADE20: RV2724C−0.03
HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN: RV1779C−0.76

isocitrate lyase: RV0467−1.06
chaperonin GroEL: RV0440−2.59

PROBABLE ACYL−CoA DEHYDROGENASE FADE5: RV0244C−4.19
PPE FAMILY PROTEIN: RV1361C−4.24

acetyl−CoA acetyltransferase: RV0859−4.26
PROBABLE FATTY OXIDATION PROTEIN FADB: RV0860−4.26

LE TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB1: RV3219−4.32
hypothetical protein: RV1194C−4.59
hypothetical protein: RV0726C−6.24

molecular chaperone DnaK: RV0350−6.35
PROBABLE GRPE PROTEIN (HSP−70 COFACTOR): RV0351−6.35

PROBABLE CHAPERONE PROTEIN DNAJ1: RV0352−6.35
 PROTEIN TRANSCRIPTIONAL REPRESSOR HSPR (MERR FAMILY): RV0353−6.35

CYANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): RV3117−7.60
CONSERVED HYPOTHETICAL PROTEIN SSEC1: RV3118−7.60

CONSERVED HYPOTHETICAL PROTEIN SSEC2: RV0814C−7.74
YANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): RV0815C−7.74

log10(P) upstream meme1 2 log10(P.clust)=−4.87; 19 seqs; 13 uniq
c(0.5, 2.5)
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