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x.range

upstream meme PSSM #1; e=0.16

1 3 5 7 91 3 5 7 9

x.range

y.
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upstream meme PSSM #2; e=35

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

●

●

●

●

●

●●

●
●

●

●

●

●

●

●

●

●

●

●

●

●
●

Rv0130

fadD14

Rv2566

Rv0165c

Rv0224c

Rv1254Rv0406c

pta
ackA

PPE35

moeW

Rv2575

Rv0858c

Rv1903

PE23
PPE42

Rv2568c

Rv1433
Rv1434

PPE44

nicT Rv3728

string
operons −200 −100 −1

PROBABLE ACYLTRANSFERASE: RV1254−0.10
PPE FAMILY PROTEIN: RV1918C−0.11

hypothetical protein: RV2568C−0.22
PE FAMILY PROTEIN: RV2328−0.32

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV0224C−0.37
hypothetical protein: RV0130−0.37

hypothetical protein: RV2338C−0.42
SIBLE NICKEL−TRANSPORT INTEGRAL MEMBRANE PROTEIN NICT: RV2856−0.47

acyl−CoA synthetase: RV1058−0.77
CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV0165C−1.23

POSSIBLE CONSERVED EXPORTED PROTEIN: RV1433−2.04
hypothetical protein: RV1434−2.04

POSSIBLE CONSERVED MEMBRANE GLYCINE RICH PROTEIN: RV2575−2.21
PROBABLE CONSERVED MEMBRANE PROTEIN: RV1903−2.91

PPE FAMILY PROTEIN: RV2770C−3.42
aminotransferase: RV0858C−4.22

PROBABLE CONSERVED TWO−DOMAIN MEMBRANE PROTEIN: RV3728−5.81
LONG CONSERVED HYPOTHETICAL PROTEIN: RV2566−6.29

PPE FAMILY PROTEIN: RV2608−8.15
BETA LACTAMASE LIKE PROTEIN: RV0406C−10.55

phosphate acetyltransferase: RV0408−10.55
acetate kinase: RV0409−10.55

log10(P) upstream meme1 2 log10(P.clust)=−3.32; 22 seqs; 20 uniq
c(0.5, 2.5)
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