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upstream meme PSSM #1; e=51
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1 3 5 7 9 11 13 151 3 5 7 9 11 13

●

●

●

●

●
●

●

●

●

●

●

● ●

●

●

●

Rv0424c

ctpH

phoT
dnaE

moaD2
moaA

Rv3300c

nuoG

lpqB

Rv2074

nuoB
nuoE nuoM

Rv3295

helY

mtrB

string
operons −200 −100 −1

PROBABLE CONSERVED LIPOPROTEIN LPQB: RV3244C−1.12

COMPONENT SENSORY TRANSDUCTION HISTIDINE KINASE MTRB: RV3245C−1.12

hypothetical protein: RV2074−1.55

PROBABLE ATP−DEPENDENT DNA HELICASE HELY: RV2092C−2.14

NADH dehydrogenase subunit B: RV3146−2.37

NADH dehydrogenase subunit M: RV3157−2.37

NADH dehydrogenase subunit E: RV3149−2.37

NADH dehydrogenase subunit G: RV3151−2.37

TE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER PHOT: RV0820−5.91

) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 1): RV0868C−6.34

molybdenum cofactor biosynthesis protein A: RV0869C−6.34

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3295−6.62

hypothetical protein: RV3300C−6.65

DNA polymerase III subunit alpha: RV1547−8.33

hypothetical protein: RV0424C−9.82

OSSIBLE METAL CATION TRANSPORTING P−TYPE ATPASE CTPH: RV0425C−9.82

log10(P) upstream meme1 2 log10(P.clust)=−4.70; 16 seqs; 10 uniq
c(0.5, 2.5)
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