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Cluster: 0151 mtu; resid: 0.48; r/c: 23/37

x.range

upstream meme PSSM #1; e=0.0014

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.00068

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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ackA
ptafgd1

pdhB

clpX

valS

Rv2674

Rv1466

Rv2869c

Rv2199c

Rv2242 lprB

metG

asd

serB2

Rv2228c

Rv0265c

Rv2509
fadD31

Rv2197c

Rv1708

efpA

Rv3699

string
operons −200 −100 −1

hypothetical protein: Rv3699−0.22
valyl−tRNA synthetase: Rv2448c−0.29

ATP−dependent protease ATP−binding subunit: Rv2457c−0.60
Possible conserved integral membrane protein: Rv2199c−0.63

phosphoserine phosphatase: Rv3042c−0.66
hypothetical protein: Rv2242−0.74

Probable conserved transmembrane protein: Rv2197c−0.74
aspartate−semialdehyde dehydrogenase: Rv3708c−0.81

hypothetical protein: Rv2228c−1.16
hypothetical protein: Rv1466−1.24

acyl−CoA synthetase: Rv1925−3.53
PROBABLE PERIPLASMIC IRON−TRANSPORT LIPOPROTEIN: Rv0265c−4.09

SE) (PYRUVATE DEHYDROGENASE) (PYRUVIC DEHYDROGENASE): Rv2496c−4.25
PUTATIVE INITIATION INHIBITOR PROTEIN: Rv1708−4.36

methionyl−tRNA synthetase: Rv1007c−4.92
POSSIBLE LIPOPROTEIN LPRB: Rv1274−5.26

F420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD1: Rv0407−11.20
phosphate acetyltransferase: Rv0408−11.20

acetate kinase: Rv0409−11.20
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2869c−12.55

hypothetical protein: Rv2674−13.27
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: Rv2509−14.19

POSSIBLE INTEGRAL MEMBRANE EFFLUX PROTEIN EFPA: Rv2846c−15.01
log10(P) upstream meme1 2 log10(P.clust)=−5.31; 23 seqs; 21 uniq

c(0.5, 2.5)
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