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x.range

upstream meme PSSM #1; e=6.3e−82

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.3e−26
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ptbBfadE2 tmk

Rv0686

fabG

Rv0688

Rv2248

Rv1179c

Rv2061c Rv0712

sppA

prrA

prrB

Rv1059

Rv1060

Rv2188c

Rv1096

Rv1313c
Rv1831

Rv3491

string
operons −200 −100 −1

3−ketoacyl−(acyl−carrier−protein) reductase: RV0687−7.29
PUTATIVE FERREDOXIN REDUCTASE: RV0688−7.29

PROBABLE MEMBRANE PROTEIN: RV0686−7.45
TWO COMPONENT SENSOR HISTIDINE KINASE PRRB: RV0902C−7.48

ENT RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN PRRA: RV0903C−7.48
PHATASE PTPB (PROTEIN−TYROSINE−PHOSPHATASE) (PTPase): RV0153C−7.74

PROBABLE ACYL−CoA DEHYDROGENASE FADE2: RV0154C−7.74
hypothetical protein: RV1831−7.78
hypothetical protein: RV0712−7.90

POSSIBLE TRANSPOSASE: RV1313C−7.97
hypothetical protein: RV1179C−8.23

IV SPPA (ENDOPEPTIDASE IV) (SIGNAL PEPTIDE PEPTIDASE): RV0724−8.70
POSSIBLE GLYCOSYL HYDROLASE: RV1096−8.70

hypothetical protein: RV3491−8.95
hypothetical protein: RV2061C−9.05

hypothetical protein: RV2248−9.05
hypothetical protein: RV2188C−9.56

hypothetical protein: RV1059−9.67
hypothetical protein: RV1060−9.67
thymidylate kinase: RV3247C−9.67

log10(P) upstream meme log10(P.clust)=−8.37; 20 seqs; 16 uniq
c(0.5, 2.5)
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