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Cluster: 0302 mtu; resid: 0.49; r/c: 12/241
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Cluster: 0302 mtu; resid: 0.49; r/c: 12/241

x.range

upstream meme PSSM #1; e=2.8e−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

ng
e

upstream meme PSSM #2; e=3.6e−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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Rv0464c

Rv0465c
Rv0466

corA

mdh

obgE

proB

rimM

rpsP

trmD

Rv2908c

Rv2809

string
operons −200 −100 −1

hypothetical protein: RV2809−3.55

GTPase ObgE: RV2440C−5.35

gamma−glutamyl kinase: RV2439C−5.35

tRNA (guanine−N(1)−)−methyltransferase: RV2906C−5.42

16S rRNA−processing protein: RV2907C−5.42

hypothetical protein: RV2908C−5.42

30S ribosomal protein S16: RV2909C−5.42

SIUM AND COBALT TRANSPORT TRANSMEMBRANE PROTEIN CORA: RV1239C−14.46

malate dehydrogenase: RV1240−14.46

hypothetical protein: RV0464C−16.39

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0465C−16.39

hypothetical protein: RV0466−16.39

log10(P) upstream meme1 2 log10(P.clust)=−9.50; 12 seqs; 7 uniq
c(0.5, 2.5)
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