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Cluster: 0048 mtu; resid: 0.33; r/c: 34/38

x.range

upstream meme PSSM #1; e=0.9

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=28

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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scoA

scoBfadA
accA1

Rv2499c

mpg

Rv1687c

Rv2557

Rv2137cusfY

Rv0276

Rv1685c

Rv3850

Rv2219

Rv1686c

ORF00915

ORF03288

ORF04431
pknA

Rv0426c

narH

Rv2084

Rv2253

sseB

icd1

PE_PGRS51
PE_PGRS52

Rv1006

PE_PGRS41

Rv2624c

mpt53

PE_PGRS11

Rv1405c

Rv1989c

string
operons −200 −100 −1

ORF00915NA
ORF03288NA
ORF04431NA

hypothetical protein: Rv1006−0.11
hypothetical protein: Rv2557−0.11

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2219−0.12
hypothetical protein: Rv3850−0.61

isocitrate dehydrogenase: Rv3339c−0.74
hypothetical protein: Rv2084−0.79

T A) (SUCCINYL−COA:3−OXOACID−COENZYME A TRANSFERASE): Rv2504c−0.81
E) (OXCT B) (SUCCINYL CoA:3−OXOACID CoA−TRANSFERASE): Rv2503c−0.81

CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): Rv2501c−0.81
POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: Rv2499c−0.81

BABLE RESPIRATORY NITRATE REDUCTASE (BETA CHAIN) NARH: Rv1162−0.89
hypothetical protein: Rv2137c−1.02

Possible secreted unknown protein: Rv2253−1.25
hypothetical protein: Rv1989c−1.39

PE−PGRS FAMILY PROTEIN: Rv3388−1.39
PUTATIVE PROTEIN USFY: Rv3288c−1.46

SOLUBLE SECRETED ANTIGEN MPT53 PRECURSOR: Rv2878c−1.46
PE−PGRS FAMILY PROTEIN: Rv3367−1.65

Probable thiosulfate sulfurtransferase SseB: Rv2291−2.16
hypothetical protein: Rv0276−3.03

PE−PGRS FAMILY PROTEIN: Rv2396−3.09
hypothetical protein: Rv2624c−3.52

acetyl−CoA acetyltransferase: Rv0859−3.59
PE−PGRS FAMILY PROTEIN: Rv0754−4.15

3−methyladenine DNA glycosylase: Rv1688−4.21
hypothetical protein: Rv1685c−4.21

 CONSERVED INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER: Rv1686c−4.21
OBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1687c−4.21

NE−PROTEIN KINASE A PKNA (PROTEIN KINASE A) (STPK A): Rv0015c−4.29
POSSIBLE TRANSMEMBRANE PROTEIN: Rv0426c−4.38

PUTATIVE METHYLTRANSFERASE: Rv1405c−4.87
log10(P) upstream meme1 2 log10(P.clust)=−2.13; 34 seqs; 27 uniq

c(0.5, 2.5)
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