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Cluster: 0092 mtu; resid: 0.31; r/c: 23/37

x.range

upstream meme PSSM #1; e=2.2
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+04

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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rpmH
rplN

rplX

rpsP

rimM
rplS

rpsO

Rv2144c

PPE20

rpe

Rv2585c

Rv2951c

iscS

Rv1870c

Rv1597

PE15

ORFD0310.1

Rv0626

Rv1591
Rv1887

Rv3726

Rv3908

mmaA3

string
operons −200 −100 −1

ORFD0310.1NA
50S ribosomal protein L34: Rv3924c−0.31

TROGENASE METALLOCLUSTERS BIOSYNTHESIS PROTEIN NIFS): Rv3025c−0.36
POSSIBLE DEHYDROGENASE: Rv3726−0.89

ribulose−phosphate 3−epimerase: Rv1408−0.91
PE FAMILY PROTEIN: Rv1386−1.11

PPE FAMILY PROTEIN: Rv1387−1.11
30S ribosomal protein S15: Rv2785c−1.12

Probable transmembrane protein: Rv2144c−1.23
50S ribosomal protein L19: Rv2904c−1.28

POSSIBLE CONSERVED LIPOPROTEIN: Rv2585c−1.36
hypothetical protein: Rv1870c−1.63

PROBABLE TRANSMEMBRANE PROTEIN: Rv1591−1.71
hypothetical protein: Rv1597−1.86

POSSIBLE OXIDOREDUCTASE: Rv2951c−2.16
hypothetical protein: Rv3908−2.37

16S rRNA−processing protein: Rv2907c−3.26
30S ribosomal protein S16: Rv2909c−3.26

50S ribosomal protein L24: Rv0715−3.67
50S ribosomal protein L14: Rv0714−3.67

hypothetical protein: Rv1887−3.68
hypothetical protein: Rv0626−3.81

D SYNTHASE 3) (MMA3) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0643c−4.12
log10(P) upstream meme1 2 log10(P.clust)=−2.04; 23 seqs; 20 uniq

c(0.5, 2.5)
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