
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0579 mtu; resid: 0.51; r/c: 7/240

−
10

−
5

0
5

10

Cluster: 0579 mtu; resid: 0.51; r/c: 7/240

x.range

upstream meme PSSM #1; e=940

1 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.5e+03

1 2 3 4 5 6 7 8

● ●

●

●

●

●

●

Rv0695 Rv0696

Rv0697

mtn

murA

Rv1507c

Rv2297

string
operons −200 −100 −1

UDP−N−acetylglucosamine 1−carboxyvinyltransferase: RV1315−0.76

hypothetical protein: RV2297−1.04

hypothetical protein: RV0695−2.50

PROBABLE MEMBRANE SUGAR TRANSFERASE: RV0696−2.50

PROBABLE DEHYDROGENASE: RV0697−2.50

hypothetical protein: RV1507C−3.39

S−ADENOSYL−L−HOMOCYSTEINE HOMOCYSTEINYLRIBOHYDROLASE): RV0091−3.79

log10(P) upstream meme1 2 log10(P.clust)=−2.35; 7 seqs; 5 uniq
c(0.5, 2.5)
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