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Cluster: 0500 mtu; resid: 0.54; r/c: 14/244
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Cluster: 0500 mtu; resid: 0.54; r/c: 14/244

x.range

upstream meme PSSM #1; e=7.9e−10

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

x.range

y.
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upstream meme PSSM #2; e=0.44

1 3 5 7 91 3 5 7 9
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rpmB

Rv1496

Rv0968

ctpV

Rv0970

Rv3075c

Rv1670
Rv3076

Rv2566

Rv2567

Rv3077

hab

Rv3636

Rv2401

string
operons −200 −100 −1

POSSIBLE TRANSPOSASE: RV3636−4.75

arginine/ornithine transport system ATPase: RV1496−4.82

hypothetical protein: RV1670−6.13

50S ribosomal protein L28: RV0105C−6.32

hypothetical protein: RV0968−6.37

PROBABLE METAL CATION TRANSPORTER P−TYPE ATPASE CTPV: RV0969−6.37

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0970−6.37

LONG CONSERVED HYPOTHETICAL PROTEIN: RV2566−6.67

NSERVED HYPOTHETICAL ALANINE AND LEUCINE RICH PROTEIN: RV2567−6.67

hypothetical protein: RV2401−8.21

hypothetical protein: RV3075C−11.89

hypothetical protein: RV3076−11.89

POSSIBLE HYDROLASE: RV3077−11.89

PROBABLE HYDROXYLAMINOBENZENE MUTASE HAB: RV3078−11.89

log10(P) upstream meme1 2 log10(P.clust)=−7.87; 14 seqs; 9 uniq
c(0.5, 2.5)
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