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Cluster: 0047 mtu; resid: 0.44; r/c: 25/38

x.range

upstream meme PSSM #1; e=980

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.3e+04

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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Rv2465c
pheS

Rv0264c
Rv0263c

Rv1891

Rv0885rpfB
Rv2050

TB15.3

Rv1892FRAGMENT

Rv0748

Rv0805

kdpC

Rv1869c
Rv2182c

rpsO

Rv3489

Rv3651

ORF00401

Rv0608

Rv0610c

PE11

pks10

panB

string
operons −200 −100 −1

ORF00401NA
hypothetical protein: Rv2050−0.02

phenylalanyl−tRNA synthetase subunit alpha: Rv1649−0.26
Probable reductase: Rv1869c−0.29

hain) (Potassium binding and translocating subunit C): Rv1031−0.37
ribose−5−phosphate isomerase B: Rv2465c−0.37

hypothetical protein: Rv3651−0.55
IRON−REGULATED CONSERVED HYPOTHETICAL PROTEIN TB15.3: Rv1636−0.92

POSSIBLE METHYLTRANSFERASE/METHYLASE (FRAGMENT): Rv0520−1.07
Probable resuscitation−promoting factor rpfB: Rv1009−1.53

hypothetical protein: Rv0608−1.54
hypothetical protein: Rv0748−1.79

hypothetical protein: Rv0263c−2.42
hypothetical protein: Rv0264c−2.42
hypothetical protein: Rv3489−2.52
hypothetical protein: Rv0885−2.84

3−methyl−2−oxobutanoate hydroxymethyltransferase: Rv2225−2.94
30S ribosomal protein S15: Rv2785c−3.37

Possible chalcone synthase pks10: Rv1660−3.83
hypothetical protein: Rv0805−4.00

hypothetical protein: Rv0610c−5.86
hypothetical protein: Rv1891−5.90

PROBABLE MEMBRANE PROTEIN: Rv1892−5.90
1−acylglycerol−3−phosphate O−acyltransferase: Rv2182c−6.58

PE FAMILY PROTEIN: Rv1169c−6.59
log10(P) upstream meme1 2 log10(P.clust)=−2.66; 25 seqs; 23 uniq

c(0.5, 2.5)
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