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Cluster: 0437 mtu; resid: 0.55; r/c: 14/241
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Cluster: 0437 mtu; resid: 0.55; r/c: 14/241

x.range

upstream meme PSSM #1; e=700

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.9e+03

1 3 5 7 9 111 3 5 7 9
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ctpA

eno

Rv1024

Rv3752c

orn

Rv2228c
Rv2229c

echA18

echA18.1

amiD

Rv3671c
Rv3672c

Rv3753c

Rv2571c string
operons −200 −100 −1

oligoribonuclease: RV2511−0.89

phosphopyruvate hydratase: RV1023−1.32

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV1024−1.32

hypothetical protein: RV2228C−2.00

hypothetical protein: RV2229C−2.00

POSSIBLE MEMBRANE−ASSOCIATED SERINE PROTEASE: RV3671C−3.82

hypothetical protein: RV3672C−3.82

PROBABLE CATION TRANSPORTER P−TYPE ATPASE A CTPA: RV0092−4.08

hypothetical protein: RV3753C−4.46

POSSIBLE CYTIDINE/DEOXYCYTIDYLATE DEAMINASE: RV3752C−4.46

HYDRASE) (UNSATURATED ACYL−CoA HYDRATASE) (CROTONASE): RV3373−4.48

HYDRASE) (UNSATURATED ACYL−CoA HYDRATASE) (CROTONASE): RV3374−4.48

PROBABLE AMIDASE AMID (ACYLAMIDASE) (ACYLASE): RV3375−4.48

MEMBRANE ALANINE AND VALINE AND LEUCINE RICH PROTEIN: RV2571C−4.63

log10(P) upstream meme1 2 log10(P.clust)=−3.30; 14 seqs; 8 uniq
c(0.5, 2.5)
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