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Cluster: 0089 mtu; resid: 0.30; r/c: 14/36

x.range

upstream meme PSSM #1; e=130

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=340

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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rplV
secY

ppiBppiA

cyp121

Rv2275

Rv2272 Rv2271
HHDD ISOMERASE

lysS

Rv3747

Rv0567

adhB

string
operons −200 −100 −1

lysyl−tRNA synthetase: Rv3598c−0.18

hypothetical protein: Rv2275−1.07

CYTOCHROME P450 121 CYP121: Rv2276−1.07

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2272−1.18

−CONTAINING ALCOHOL DEHYDROGENASE NAD DEPENDENT ADHB: Rv0761c−1.50

hypothetical protein: Rv2271−1.67

YL CIS−TRANS ISOMERASE A PPIA (PPIase A) (ROTAMASE A): Rv0009−2.80

preprotein translocase subunit SecY: Rv0732−3.71

hypothetical protein: Rv3747−4.45

PROBABLE METHYLTRANSFERASE/METHYLASE: Rv0567−4.51

HILIN) (PPIASE) (ROTAMASE) (PEPTIDYLPROLYL ISOMERASE): Rv2582−4.58

EPTA−2,4−DIENE−1,7−DIOATE ISOMERASE (HHDD ISOMERASE): Rv2993c−5.59

50S ribosomal protein L15: Rv0723−5.66

50S ribosomal protein L22: Rv0706−6.49

log10(P) upstream meme1 2 log10(P.clust)=−3.18; 14 seqs; 13 uniq
c(0.5, 2.5)
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