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Cluster: 0080 mtu; resid: 0.51; r/c: 10/258

−
10

−
5

0
5

10

Cluster: 0080 mtu; resid: 0.51; r/c: 10/258

x.range

upstream meme PSSM #1; e=2.7e−05

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=0.00045

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv0875c

Rv0876c
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bglS
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PE34

nadE

choD string
operons −200 −100 −1

arginine deiminase: RV1001−3.25

BIASE) (CELLOBIASE) (BETA−D−GLUCOSIDE GLUCOHYDROLASE): RV0186−3.37

NAD synthetase: RV2438C−3.42

IDASE PRECURSOR CHOD (CHOLESTEROL−O2 OXIDOREDUCTASE): RV3409C−3.49

OBABLE PE FAMILY PROTEIN (PE FAMILY−RELATED PROTEIN): RV3746C−4.87

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0875C−12.01

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0876C−12.01

hypothetical protein: RV0877−12.01

IN B) CLPB (CLPB PROTEIN) (HEAT SHOCK PROTEIN F84.1): RV0384C−15.47

hypothetical protein: RV0385−15.47

log10(P) upstream meme1 2 log10(P.clust)=−8.54; 10 seqs; 9 uniq
c(0.5, 2.5)
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