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Cluster: 0096 mtu; resid: 0.20; r/c: 13/35

x.range

upstream meme PSSM #1; e=1e+04
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upstream meme PSSM #2; e=1.6e+04

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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D−AMINO ACID HYDROLASE

Rv3189
metC

string
operons −200 −100 −1

ORFD0315NA

hypothetical protein: Rv31890.00

hypothetical protein: Rv0367c−0.01

hypothetical protein: Rv2466c−0.01

O−acetylhomoserine aminocarboxypropyltransferase: Rv3340−0.02

GTPase ObgE: Rv2440c−0.09

hypothetical protein: Rv1685c−0.42

 CONSERVED INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: Rv1686c−0.42

OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1687c−0.42

D−AMINO ACID AMINOHYDROLASE (D−AMINO ACID HYDROLASE): Rv2913c−0.81

ribose−5−phosphate isomerase B: Rv2465c−1.51

protoporphyrinogen oxidase: Rv2677c−2.85

hypothetical protein: Rv3463−3.24

log10(P) upstream meme1 2 log10(P.clust)=−0.82; 13 seqs; 11 uniq
c(0.5, 2.5)
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