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Cluster: 0010 mtu; resid: 0.43; r/c: 32/38

x.range

upstream meme PSSM #1; e=670

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=37

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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dnaZX

rpsL

glmU

tuf
rplV

secY

Rv3822

mpt64
PPE60

Rv2203PPE19

PE26

Rv2375Rv2239c

Rv2844Rv0730

Rv1179c

panC
Rv1096

lppL

ureA

PE31

ORF05336

Rv0926c

Rv2808

accD5

cmaA1

mycP1

ORF01250

sodC

PE12

lipF

string
operons −200 −100 −1

ORF05336NA
ORF01250NA

hypothetical protein: Rv3822−0.15
POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv2203−0.22

ROBABLE PERIPLASMIC SUPEROXIDE DISMUTASE [CU−ZN] SODC: Rv0432−0.25
IMMUNOGENIC PROTEIN MPT64 (ANTIGEN MPT64/MPB64): Rv1980c−0.28

bable UDP−N−acetylglucosamine pyrophosphorylase glmU: Rv1018c−0.31
DNA polymerase III subunits gamma and tau: Rv3721c−0.37

hypothetical protein: Rv2375−0.38
PE FAMILY PROTEIN: Rv1172c−0.74
PE FAMILY PROTEIN: Rv3477−1.03
PE FAMILY PROTEIN: Rv3478−1.03

urease subunit gamma: Rv1848−1.15
pantoate−−beta−alanine ligase: Rv3602c−1.34

30S ribosomal protein S12: Rv0682−1.36
elongation factor Tu: Rv0685−1.36

PROBABLE ESTERASE/LIPASE LIPF: Rv3487c−1.89
hypothetical protein: Rv2239c−1.99

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: Rv2844−2.20
BTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−1): Rv3883c−2.47

PE FAMILY PROTEIN: Rv2519−2.48
hypothetical protein: Rv0926c−2.93
hypothetical protein: Rv2808−3.42

hypothetical protein: Rv1179c−3.63
hypothetical protein: Rv0730−3.97

Probable conserved lipoprotein LppL: Rv2138−4.10
 ACCD5 (PCCASE) (PROPANOYL−COA:CARBON DIOXIDE LIGASE): Rv3280−4.39

preprotein translocase subunit SecY: Rv0732−5.03
CFA SYNTHASE) (CYCLOPROPANE MYCOLIC ACID SYNTHASE 1): Rv3392c−6.50

PPE FAMILY PROTEIN: Rv1361c−7.32
50S ribosomal protein L22: Rv0706−7.38

POSSIBLE GLYCOSYL HYDROLASE: Rv1096−8.31
log10(P) upstream meme1 2 log10(P.clust)=−2.60; 32 seqs; 29 uniq

c(0.5, 2.5)
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