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Cluster: 0162 mtu; resid: 0.34; r/c: 15/36

x.range

upstream meme PSSM #1; e=0.46

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=1.6e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 15
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dnaZX

dnaA

secY
tuf

lpqE

Rv2844

murB
Rv0176

cobI
Rv2949c

ctaC

pks15

Rv2272

Rv2271

trpB

string −200 −100 −1
chromosomal replication initiation protein: Rv0001−0.02

tryptophan synthase subunit beta: Rv1612−0.05

POSSIBLE CONSERVED LIPOPROTEIN LPQE: Rv3584−0.09

recorrin−2 methyl transferase + precorrin−3 methylase: Rv2066−0.25

elongation factor Tu: Rv0685−0.54

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2272−0.82

OBABLE CONSERVED MCE ASSOCIATED TRANSMEMBRANE PROTEIN: Rv0176−1.44

hypothetical protein: Rv2271−4.06

preprotein translocase subunit SecY: Rv0732−4.14

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: Rv2844−4.74

DNA polymerase III subunits gamma and tau: Rv3721c−5.00

UDP−N−acetylenolpyruvoylglucosamine reductase: Rv0482−5.06

TRANSMEMBRANE CYTOCHROME C OXIDASE (SUBUNIT II) CTAC: Rv2200c−9.27

hypothetical protein: Rv2949c−9.73

PROBABLE POLYKETIDE SYNTHASE PKS15: Rv2947c−11.68

log10(P) upstream meme1 2 log10(P.clust)=−3.79; 15 seqs; 15 uniq
c(0.5, 2.5)
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