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x.range

upstream meme PSSM #1; e=2e−19
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x.range

y.
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upstream meme PSSM #2; e=1.6e−06

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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ptbB
fadE2

fadB4

pyrE
Rv0383c

Rv2366c

Rv2367c

phoH1

pfkA
sppA

prrA
prrB

uvrB

Rv1634

Rv2052c
fxsA

Rv0660c

string
operons −200 −100 −1

hypothetical protein: RV2052C−3.79

FxsA: RV2053C−3.79

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2366C−3.89

hypothetical protein: RV2367C−3.89

 PHOH1 (PHOSPHATE STARVATION−INDUCIBLE PROTEIN PSIH): RV2368C−3.89

orotate phosphoribosyltransferase: RV0382C−4.51

excinuclease ABC subunit B: RV1633−6.90

Possible drug efflux membrane protein: RV1634−6.90

POSSIBLE CONSERVED SECRETED PROTEIN: RV0383C−11.52

TWO COMPONENT SENSOR HISTIDINE KINASE PRRB: RV0902C−12.34

ENT RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN PRRA: RV0903C−12.34

PHATASE PTPB (PROTEIN−TYROSINE−PHOSPHATASE) (PTPase): RV0153C−13.32

PROBABLE ACYL−CoA DEHYDROGENASE FADE2: RV0154C−13.32

ASE FADB4 (NADPH:QUINONE REDUCTASE) (ZETA−CRYSTALLIN): RV3141−13.46

IV SPPA (ENDOPEPTIDASE IV) (SIGNAL PEPTIDE PEPTIDASE): RV0724−14.25

6−phosphofructokinase: RV3010C−14.34

hypothetical protein: RV0660C−15.05

log10(P) upstream meme1 2 log10(P.clust)=−9.27; 17 seqs; 11 uniq
c(0.5, 2.5)
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