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Cluster: 0016 mtu; resid: 0.50; r/c: 11/222

x.range

upstream meme PSSM #1; e=210

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=190

1 3 5 7 91 3 5 7 9
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Rv1702c

dppA

dppD dppB
mce2DRv1268c

pknL

Rv2424c

Rv2944

RV3294

Rv3787c string
operons −200 −100 −1

RV3294NA

IS1533 transposase: RV2944−2.87

PROBABLE TRANSPOSASE: RV2424C−4.04

E−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER DPPD: RV3663C−4.36

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER DPPB: RV3665C−4.36

BABLE PERIPLASMIC DIPEPTIDE−BINDING LIPOPROTEIN DPPA: RV3666C−4.36

hypothetical protein: RV3787C−4.53

INE−PROTEIN KINASE L PKNL (PROTEIN KINASE L) (STPK L): RV2176−4.67

hypothetical protein: RV1268C−4.79

MCE−FAMILY PROTEIN MCE2D: RV0592−5.43

hypothetical protein: RV1702C−6.32

log10(P) upstream meme1 2 log10(P.clust)=−4.57; 11 seqs; 9 uniq
c(0.5, 2.5)
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