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Cluster: 0128 mtu; resid: 0.29; r/c: 13/38

x.range

upstream meme PSSM #1; e=240

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=2.1e+04

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

●

●

●

●

●

●

●

●

●

●

●

●

●

Rv0177

Rv0176

tuf
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lppX
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pks15

PE12

sdhA

mmaA4
Rv2102

topA

Rv3921c

string
operons −200 −100 −1

hypothetical protein: Rv2102−0.52

succinate dehydrogenase flavoprotein subunit: Rv0248c−0.83

lysyl−tRNA synthetase: Rv3598c−0.89

PROBABLE POLYKETIDE SYNTHASE PKS15: Rv2947c−1.14

PE FAMILY PROTEIN: Rv1172c−1.15

OBABLE CONSERVED MCE ASSOCIATED TRANSMEMBRANE PROTEIN: Rv0176−1.19

PROBABLE CONSERVED MCE ASSOCIATED PROTEIN: Rv0177−1.19

D SYNTHASE 4) (MMA4) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0642c−1.21

DNA topoisomerase I: Rv3646c−1.23

PROBABLE CONSERVED LIPOPROTEIN LPPX: Rv2945c−1.28

ve inner membrane protein translocase component YidC: Rv3921c−2.80

elongation factor G: Rv0684−3.81

elongation factor Tu: Rv0685−3.81

log10(P) upstream meme1 2 log10(P.clust)=−1.62; 13 seqs; 11 uniq
c(0.5, 2.5)
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