
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0081 mtu; resid: 0.55; r/c: 17/218

−
10

−
5

0
5

10

Cluster: 0081 mtu; resid: 0.55; r/c: 17/218

x.range

upstream meme PSSM #1; e=0.53
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string
operons −200 −100 −1
TION SYSTEM SPECIFICITY DETERMINANT HSDS (S PROTEIN): RV2761C−0.05

hypothetical protein: RV2762C−0.05

OSPHATE SYNTHASE (Z−DECAPRENYL DIPHOSPHATE SYNTHASE): RV2361C−0.10

DNA repair protein RecO: RV2362C−0.10

L−7ACA ACYLASE) + GAMMA−GLUTAMYLTRANSPEPTIDASE (GGT): RV0773C−0.28

TREHALOSE SYNTHASE TRES: RV0126−0.46

hypothetical protein: RV0127−0.46

hypothetical protein: RV0498−3.49

DUCTASE DFRA (DHFR) (TETRAHYDROFOLATE DEHYDROGENASE): RV2763C−4.10

REDOXIN PROTEIN (THIOL−DISULFIDE INTERCHANGE PROTEIN): RV0526−4.30

POSSIBLE CYTOCHROME C−TYPE BIOGENESIS PROTEIN CCSA: RV0529−4.30

hypothetical protein: RV2047C−5.28

Probable polyketide synthase pks12: RV2048C−5.28

hypothetical protein: RV1947−5.37

POSSIBLE DNA−DAMAGE−INDUCIBLE PROTEIN F DINF: RV2836C−5.50

hypothetical protein: RV1251C−9.09

PROBABLE HYDROLASE: RV3915−11.04

log10(P) upstream meme1 2 log10(P.clust)=−3.49; 17 seqs; 12 uniq
c(0.5, 2.5)
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