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x.range

upstream meme PSSM #1; e=0.022

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=13
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Rv0756c

phoP

phoR

Rv3583c

metKRv0810c

Rv2169c

Rv1102c

Rv1103c
Rv3878

Rv1888c

Rv2526

Rv2527

Rv3802c

lppQ string
operons −200 −100 −1

hypothetical protein: RV2526−0.07

hypothetical protein: RV2527−0.07

hypothetical protein: RV1102C−0.07

hypothetical protein: RV1103C−0.07

POSSIBLE TRANSCRIPTION FACTOR: RV3583C−0.13

PROBABLE CONSERVED LIPOPROTEIN LPPQ: RV2341−0.17

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV3878−0.76

POSSIBLE TRANSMEMBRANE PROTEIN: RV1888C−1.20

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2169C−1.27

hypothetical protein: RV0810C−4.99

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3802C−5.02

S−adenosylmethionine synthetase: RV1392−5.31

hypothetical protein: RV0756C−19.36

STEM RESPONSE TRANSCRIPTIONAL POSITIVE REGULATOR PHOP: RV0757−19.36

YSTEM RESPONSE SENSOR KINASE MEMBRANE ASSOCIATED PHOR: RV0758−19.36

log10(P) upstream meme1 2 log10(P.clust)=−5.15; 15 seqs; 12 uniq
c(0.5, 2.5)
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