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x.range

upstream meme PSSM #1; e=5.7

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
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upstream meme PSSM #2; e=470

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

●
●

●
●

●

●

●

●

●

●

●

●

●

●

●

Rv0025
Rv0026

Rv0029
Rv0030

Rv0608

msrA

Rv0138

Rv0139

pnp
galE3

Rv0609

Rv1054

Rv1055

narL

Rv1952

string
operons −200 −100 −1

hypothetical protein: RV0029−2.27

hypothetical protein: RV0030−2.27

ITE RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN NARL: RV0844C−2.84

hypothetical protein: RV0609−2.91

hypothetical protein: RV0608−2.91

PROBABLE INTEGRASE (FRAGMENT): RV1054−3.68

POSSIBLE INTEGRASE (FRAGMENT): RV1055−3.68

hypothetical protein: RV0025−5.78

hypothetical protein: RV0026−5.78

hypothetical protein: RV1952−5.83

5'−methylthioadenosine phosphorylase: RV0535−9.35

−EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE 4−EPIMERASE): RV0536−9.35

methionine sulfoxide reductase A: RV0137C−11.79

hypothetical protein: RV0138−13.68

POSSIBLE OXIDOREDUCTASE: RV0139−13.68

log10(P) upstream meme1 2 log10(P.clust)=−6.39; 15 seqs; 9 uniq
c(0.5, 2.5)
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