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upstream meme PSSM #1; e=1.9e−15
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string
operons −200 −100 −1

hypothetical protein: RV1366−1.14

hypothetical protein: RV2645−3.72

PROBABLE INTEGRASE: RV2646−3.72

PHATE PHOSPHATASE OTSB1 (TREHALOSE−PHOSPHATASE) (TPP): RV2006−3.78

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3830C−3.99

hypothetical protein: RV3832C−4.87

hypothetical protein: RV3179−5.21

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARAC−FAMILY): RV3833−10.59

hypothetical protein: RV2578C−14.92

haloalkane dehalogenase: RV2579−14.92

error−prone DNA polymerase: RV3370C−15.52

hypothetical protein: RV3371−15.52

PHATE PHOSPHATASE OTSB2 (TREHALOSE−PHOSPHATASE) (TPP): RV3372−15.52

log10(P) upstream meme1 2 log10(P.clust)=−8.73; 13 seqs; 11 uniq
c(0.5, 2.5)
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