
500 1000 1500 2000

−
5

0
5

10

Cluster: 0140 mtu; resid: 0.62; r/c: 18/237
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Cluster: 0140 mtu; resid: 0.62; r/c: 18/237

x.range

upstream meme PSSM #1; e=6.1e−06

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=1.9e−05

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

lsr2

Rv1103c

Rv3424cPPE57

PPE58

PPE59

Rv0302

Rv0471c

PE_PGRS20

PE_PGRS34
Rv2132

Rv2887
Rv3399

Rv3651

Rv1831

glnA2

rbsK

string −200 −100 −1
hypothetical protein: RV3399−0.08

TAMINE SYNTHETASE GLNA2 (GLUTAMINE SYNTHASE) (GS−II): RV2222C−0.19

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2887−0.22

hypothetical protein: RV0471C−0.67

hypothetical protein: RV1831−0.74

PE−PGRS FAMILY PROTEIN: RV1068C−0.81

methionine sulfoxide reductase A: RV0137C−0.85

TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV0302−0.92

PE−PGRS FAMILY PROTEIN: RV1840C−0.92

hypothetical protein: RV1103C−1.46

hypothetical protein: RV3651−1.79

PROBABLE IRON−REGULATED LSR2 PROTEIN PRECURSOR: RV3597C−6.31

RIBOKINASE RBSK: RV2436−6.71

hypothetical protein: RV2132−7.29

PPE FAMILY PROTEIN: RV3426−20.85

hypothetical protein: RV3424C−22.21

PPE FAMILY PROTEIN: RV3425−22.21

PPE FAMILY PROTEIN: RV3429−22.21

log10(P) upstream meme1 2 log10(P.clust)=−6.47; 18 seqs; 17 uniq
c(0.5, 2.5)
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