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upstream meme PSSM #1; e=2.8e−08
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upstream meme PSSM #2; e=260
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Rv3828c
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cobO

Rv2850c
mqo

PE_PGRS48

Rv1004c
Rv2449c

Rv3629c

string
operons −200 −100 −1

PROBABLE MEMBRANE PROTEIN: RV1004C−3.31

hypothetical protein: RV2191−3.47

OBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV2456C−3.90

D INTEGRAL MEMBRANE ALANINE AND LEUCINE RICH PROTEIN: RV2693C−4.00

hypothetical protein: RV2449C−4.29

POSSIBLE RESOLVASE: RV3828C−4.67

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3629C−7.22

POSSIBLE TRNA/RRNA METHYLTRANSFERASE: RV3579C−7.27

deoxyribose−phosphate aldolase: RV0478−7.42

POSSIBLE ATP−DEPENDENT DNA HELICASE: RV3202C−9.36

PROBABLE ATP−DEPENDENT DNA HELICASE: RV3201C−9.36

malate:quinone oxidoreductase: RV2852C−13.82

PE−PGRS FAMILY PROTEIN: RV2853−13.82

cob(I)yrinic acid a,c−diamide adenosyltransferase: RV2849C−13.82

POSSIBLE MAGNESIUM CHELATASE: RV2850C−13.82

log10(P) upstream meme1 2 log10(P.clust)=−7.97; 15 seqs; 12 uniq
c(0.5, 2.5)
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