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Cluster: 0125 mtu; resid: 0.48; r/c: 15/238
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Cluster: 0125 mtu; resid: 0.48; r/c: 15/238

x.range

upstream meme PSSM #1; e=7.9e−10

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=28

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

Rv0104

Rv2042c

Rv2037c

Rv2038c
Rv2039c

Rv2040c

Rv2041c

pncA

mhpE
ilvB2

celA1

Rv1204c

dinXRv1954c string
operons −200 −100 −1

4−hydroxy−2−ketovalerate aldolase: RV3469C−4.92

AS) (ACETOHYDROXY−ACID SYNTHASE LARGE SUBUNIT) (ALS): RV3470C−4.92

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV2037C−5.23

 sugar−transport ATP−binding protein ABC transporter: RV2038C−5.23

−transport integral membrane protein ABC transporter: RV2039C−5.23

−transport integral membrane protein ABC transporter: RV2040C−5.23

Probable sugar−binding lipoprotein: RV2041C−5.23

hypothetical protein: RV2042C−5.23

PYRAZINAMIDASE/NICOTINAMIDAS PNCA (PZase): RV2043C−5.23

BETA−GLUCANASE) (FI−CMCASE) (CARBOXYMETHYL CELLULASE): RV0062−5.31

DNA polymerase IV: RV1537−5.58

hypothetical protein: RV1954C−5.75

hypothetical protein: RV1204C−12.74

PROBABLE CATION−TRANSPORTER P−TYPE ATPASE B CTPB: RV0103C−18.35

hypothetical protein: RV0104−18.35

log10(P) upstream meme1 2 log10(P.clust)=−7.50; 15 seqs; 8 uniq
c(0.5, 2.5)
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