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Cluster: 0062 mtu; resid: 0.40; r/c: 32/38

x.range

upstream meme PSSM #1; e=2.8

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=4.7

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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lepA

dnaB

rplP

nuoI

nuoF

kasB

acpP

fadD32
pks13

accD4

Rv3836Rv3835
embA

Rv0227c

Rv3915

cysE
THIOL−DISULFIDE INTERCHANGE RELATED PROTEIN

Rv3671c

cobN

oppC

Rv0198c

deoD

Rv2509

Rv2082

mobA

Rv0241c

Rv1502

helZ

cyp121

Rv2822c

PROBABLY TETR−FAMILY

lppJ

string
operons −200 −100 −1

PROBABLE ZINC METALLOPROTEASE: Rv0198c−0.17
PROBABLE HELICASE HELZ: Rv2101−0.79

50S ribosomal protein L16: Rv0708−1.57
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: Rv2509−1.66

hypothetical protein: Rv2822c−1.71
HAIN F) NUOF (NADH−UBIQUINONE OXIDOREDUCTASE CHAIN F): Rv3150−2.03

NADH dehydrogenase subunit I: Rv3153−2.03
GTP−binding protein LepA: Rv2404c−2.07

Possible lipoprotein lppJ: Rv2080−2.56
SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3295−2.58

acyl carrier protein: Rv2244−2.75
3−oxoacyl−(acyl carrier protein) synthase II: Rv2246−2.75

hypothetical protein: Rv2082−2.80
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv0227c−3.07

hypothetical protein: Rv1502−3.28
ERASE EMBA (ARABINOSYLINDOLYLACETYLINOSITOL SYNTHASE): Rv3794−3.36

ROTEIN (THIOL−DISULFIDE INTERCHANGE RELATED PROTEIN): Rv3673c−3.43
PROBABLE SERINE ACETYLTRANSFERASE CYSE (SAT): Rv2335−3.73

CYTOCHROME P450 121 CYP121: Rv2276−3.79
PROBABLE HYDROLASE: Rv3915−4.02

replicative DNA helicase: Rv0058−4.78
POSSIBLE MEMBRANE−ASSOCIATED SERINE PROTEASE: Rv3671c−4.79

hypothetical protein: Rv0241c−5.19
purine nucleoside phosphorylase: Rv3307−5.81

cobaltochelatase: Rv2062c−6.35
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3835−6.58

hypothetical protein: Rv3836−6.58
ACCD4 (PCCASE) (PROPANOYL−COA:CARBON DIOXIDE LIGASE): Rv3799c−6.66

acyl−CoA synthetase: Rv3801c−6.66
POLYKETIDE SYNTHASE PKS13: Rv3800c−6.66

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER OPPC: Rv1282c−7.00
dopterin−guanine dinucleotide biosynthesis protein A: Rv2453c−7.86

log10(P) upstream meme1 2 log10(P.clust)=−3.91; 32 seqs; 27 uniq
c(0.5, 2.5)
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