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Cluster: 0016 mtu; resid: 0.35; r/c: 20/37

x.range

upstream meme PSSM #1; e=0.65

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.79

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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ispD

cysS

Rv0477

Rv0476

radA

rpoZ
gmk

infA

PPE58

PPE68PE35

Rv1989c

Rv1991c

ORF00329

ORF05235

PPE41

Rv2630

Rv2825c

PPE59

Rv0367c

string
operons −200 −100 −1

ORF00329NA
ORF05235NA

methyl−D−erythritol 4−phosphate cytidylyltransferase: Rv3582c−0.02
cysteinyl−tRNA synthetase: Rv3580c−0.02

guanylate kinase: Rv1389−0.03
DNA−directed RNA polymerase subunit omega: Rv1390−0.03

translation initiation factor IF−1: Rv3462c−0.36
hypothetical protein: Rv1991c−0.42
hypothetical protein: Rv2825c−0.53

DNA repair protein RadA: Rv3585−0.86
POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0476−1.67

POSSIBLE CONSERVED SECRETED PROTEIN: Rv0477−1.67
PPE FAMILY PROTEIN: Rv2430c−4.47

hypothetical protein: Rv2630−4.90
hypothetical protein: Rv1989c−5.68
hypothetical protein: Rv0367c−6.69

PE FAMILY−RELATED PROTEIN: Rv3872−11.49
PPE FAMILY PROTEIN: Rv3873−11.49
PPE FAMILY PROTEIN: Rv3429−17.39
PPE FAMILY PROTEIN: Rv3426−18.45

log10(P) upstream meme1 2 log10(P.clust)=−4.79; 20 seqs; 16 uniq
c(0.5, 2.5)
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