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x.range

upstream meme PSSM #1; e=0.003

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.017

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv0190
Rv0967

Rv0313

Rv2256c

Rv0441c

PPE10
Rv0443

Rv0966c
mprB

Rv1041c
Rv1042c

PPE16

Rv1149Rv2204c

nrdI

nrdH

PPE21

Rv3857c

Rv3642c

string
operons −200 −100 −1

PPE FAMILY PROTEIN: RV1548C−0.00
hypothetical protein: RV0313−0.09

PPE FAMILY PROTEIN: RV1135C−1.36
hypothetical protein: RV0190−2.25

hypothetical protein: RV2204C−2.87
PROBABLE TWO COMPONENT SENSOR KINASE MPRB: RV0982−2.97

POSSIBLE MEMBRANE PROTEIN: RV3857C−3.01
ribonucleotide reductase stimulatory protein: RV3052C−3.37

 COMPONENT OF NRDEF (GLUTAREDOXIN−LIKE PROTEIN) NRDH: RV3053C−3.37
hypothetical protein: RV2256C−3.39
hypothetical protein: RV3642C−3.74

PROBABLE IS LIKE−2 TRANSPOSASE: RV1041C−6.32
PROBABLE IS LIKE−2 TRANSPOSASE: RV1042C−6.32

POSSIBLE TRANSPOSASE: RV1149−6.67
PPE FAMILY PROTEIN: RV0442C−10.03

hypothetical protein: RV0441C−10.03
hypothetical protein: RV0443−10.03

hypothetical protein: RV0966C−12.88
hypothetical protein: RV0967−12.88

log10(P) upstream meme1 2 log10(P.clust)=−5.34; 19 seqs; 16 uniq
c(0.5, 2.5)
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