
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0138 mtu; resid: 0.67; r/c: 16/268

−
10

−
5

0
5

10

Cluster: 0138 mtu; resid: 0.67; r/c: 16/268

x.range

upstream meme PSSM #1; e=1.8e−07

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=0.42

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv1220c

nth

sigE

Rv1533

Rv1534Rv1773cRv1774

Rv1775

Rv1838c

Rv1839c

Rv3673c

Rv3675

Rv0807

Rv2595

lprJ

string
operons −200 −100 −1

phosphomethylpyrimidine kinase: RV0422C−0.49

hypothetical protein: RV2595−2.90

PROBABLE LIPOPROTEIN LPRJ: RV1690−3.32

hypothetical protein: RV1838C−3.63

hypothetical protein: RV1839C−3.63

hypothetical protein: RV1533−4.08

Probable transcriptional regulator: RV1534−4.08

PROBABLE METHYLTRANSFERASE: RV1220C−5.42

RNA polymerase sigma factor SigE: RV1221−5.42

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1773C−8.83

hypothetical protein: RV0807−9.65

ROTEIN (THIOL−DISULFIDE INTERCHANGE RELATED PROTEIN): RV3673C−14.73

NIC)) (DEOXYRIBONUCLEASE (APURINIC OR APYRIMIDINIC)): RV3674C−14.73

POSSIBLE MEMBRANE PROTEIN: RV3675−14.73

PROBABLE OXIDOREDUCTASE: RV1774−15.05

hypothetical protein: RV1775−15.05

log10(P) upstream meme1 2 log10(P.clust)=−7.86; 16 seqs; 12 uniq
c(0.5, 2.5)
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