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Cluster: 0157 mtu; resid: 0.42; r/c: 25/39

x.range

upstream meme PSSM #1; e=20

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=120

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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pks2
papA1

fadD23

fadD21
Rv3822

cfp2

Rv3616c
papA3

Rv3849
lprF

lpqH

lprA

Rv2633c

Rv3615c

Rv3614c

Rv3613c

ORF00615

ORF05336

ORF05469

Rv0455c

glnA1

Rv2715

lpqD
mce4C

Rv3633
string
operons −200 −100 −1

ORF00615NA
ORF05336NA
ORF05469NA

hypothetical protein: Rv0455c−0.03
hypothetical protein: Rv3822−0.09

ONSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA3: Rv1182−0.20
19 KDA LIPOPROTEIN ANTIGEN PRECURSOR LPQH: Rv3763−0.23

POSSIBLE HYDROLASE: Rv2715−0.28
hypothetical protein: Rv3849−0.38

MCE−FAMILY PROTEIN MCE4C: Rv3497c−0.41
POSSIBLE LIPOPROTEIN LPRA: Rv1270c−0.57

NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA1: Rv3824c−0.96
FP2 (LOW MOLECULAR WEIGHT PROTEIN ANTIGEN 2) (CFP−2): Rv2376c−1.71

PROBABLE CONSERVED LIPOPROTEIN LPQD: Rv3390−2.26
LUTAMINE SYNTHETASE GLNA1 (GLUTAMINE SYNTHASE) (GS−I): Rv2220−2.56

PROBABLE CONSERVED LIPOPROTEIN LPRF: Rv1368−2.60
hypothetical protein: Rv3613c−2.89

acyl−CoA synthetase: Rv1185c−3.57
SERVED HYPOTHETICAL ALANINE AND GLYCINE RICH PROTEIN: Rv3616c−6.01

hypothetical protein: Rv3614c−6.01
hypothetical protein: Rv3615c−6.01
hypothetical protein: Rv2633c−8.87
hypothetical protein: Rv3633−9.09

PROBABLE POLYKETIDE SYNTHASE PKS2: Rv3825c−14.19
acyl−CoA synthetase: Rv3826−14.19

log10(P) upstream meme1 2 log10(P.clust)=−3.78; 25 seqs; 21 uniq
c(0.5, 2.5)
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