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Cluster: 0107 mtu; resid: 0.38; r/c: 22/37

x.range

upstream meme PSSM #1; e=24

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.3e+03

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
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murD
murC

ftsW

Rv3413c

Rv3209

Rv3096

Rv2721c

trmB

clpX

Rv1477

ACID PHOSPHOMONOESTERASE

Rv0888

Rv0063

Rv3717
Rv1433

Rv0309Rv0312

Rv1435c

ctpD

lprJ

Rv1987
Rv3675

string
operons −200 −100 −1

PROBABLE EXPORTED PROTEIN: Rv0888−0.11
HYPOTHETICAL INVASION PROTEIN: Rv1477−0.12

SERVED HYPOTHETICAL THREONIN AND PROLINE RICH PROTEIN: Rv3209−0.13
OESTERASE) (PHOSPHOMONOESTERASE) (GLYCEROPHOSPHATASE): Rv3310−0.71

ERVED HYPOTHETICAL PROLINE AND THREONINE RICH PROTEIN: Rv0312−2.05
tRNA (guanine−N(7))−methyltransferase: Rv0208c−2.08

UDP−N−acetylmuramate−−L−alanine ligase: Rv2152c−2.11
FtsW−like protein FtsW: Rv2154c−2.11

UDP−N−acetylmuramoyl−L−alanyl−D−glutamate synthetase: Rv2155c−2.11
PROBABLE LIPOPROTEIN LPRJ: Rv1690−2.12

hypothetical protein: Rv3717−2.15
POSSIBLE CONSERVED EXPORTED PROTEIN: Rv1433−2.20

HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: Rv3413c−2.40
erved Proline, Glycine, Valine−rich secreted protein: Rv1435c−2.94

POSSIBLE MEMBRANE PROTEIN: Rv3675−3.02
POSSIBLE CHITINASE: Rv1987−3.21

POSSIBLE OXIDOREDUCTASE: Rv0063−4.05
ATP−dependent protease ATP−binding subunit: Rv2457c−8.37

PROBABLE CATION TRANSPORTER P−TYPE ATPASE D CTPD: Rv1469−8.50
ERVED TRANSMEMBRANE ALANINE AND GLYCINE RICH PROTEIN: Rv2721c−8.84

POSSIBLE CONSERVED EXPORTED PROTEIN: Rv0309−8.94
hypothetical protein: Rv3096−10.41

log10(P) upstream meme1 2 log10(P.clust)=−3.58; 22 seqs; 20 uniq
c(0.5, 2.5)
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