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Cluster: 0144 mtu; resid: 0.29; r/c: 26/36
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upstream meme PSSM #1; e=3.3e+03
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rplX

rplN
rplC

rpsJ

rpsH

rplJ

rplM

secY

rpsA

Rv2190c

Rv0433
def

lpqI

bpoC
mmaA3mmaA4

ORF03128

ORFD0043

SUCCINIC DEHYDROGENASE fadD30

Rv0947c

Rv1201c

mpt64

cdh

lpqG

Rv1111c

string
operons −200 −100 −1

ORF03128NA
ORFD0043NA

Rv0947cNA
CDP−diacylglycerol pyrophosphatase: Rv2289−0.24

30S ribosomal protein S10: Rv0700−0.27
50S ribosomal protein L3: Rv0701−0.27
30S ribosomal protein S8: Rv0718−0.41

50S ribosomal protein L24: Rv0715−0.41
50S ribosomal protein L14: Rv0714−0.41

hypothetical protein: Rv1111c−0.46
PROBABLE CONSERVED LIPOPROTEIN LPQI: Rv0237−0.58

hypothetical protein: Rv0433−0.60
peptide deformylase: Rv0429c−0.63

30S ribosomal protein S1: Rv1630−0.63
D SYNTHASE 4) (MMA4) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0642c−0.87
D SYNTHASE 3) (MMA3) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0643c−0.87

50S ribosomal protein L13: Rv3443c−1.06
preprotein translocase subunit SecY: Rv0732−1.32

50S ribosomal protein L10: Rv0651−1.36
E [MEMBRANE ANCHOR SUBUNIT] (SUCCINIC DEHYDROGENASE): Rv0249c−1.81

POSSIBLE PEROXIDASE BPOC (NON−HAEM PEROXIDASE): Rv0554−2.11
IMMUNOGENIC PROTEIN MPT64 (ANTIGEN MPT64/MPB64): Rv1980c−2.50

PROBABLE CONSERVED LIPOPROTEIN LPQG: Rv3623−2.60
PROBABLE TRANSFERASE: Rv1201c−2.64

hypothetical protein: Rv2190c−3.24
acyl−CoA synthetase: Rv0404−4.21

log10(P) upstream meme1 2 log10(P.clust)=−1.28; 26 seqs; 20 uniq
c(0.5, 2.5)
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