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upstream meme PSSM #1; e=14
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rplS

Rv2520c

secE

Rv1006

rpmA
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dctA

Rv3472

apt

ppa

Rv3524

PE26

Rv2960c

PPE51

Rv3404c

string
operons −200 −100 −1

hypothetical protein: RV3404C−0.15

adenine phosphoribosyltransferase: RV2584C−0.21

50S ribosomal protein L19: RV2904C−0.26

inorganic pyrophosphatase: RV3628−0.65

PE FAMILY PROTEIN: RV2519−0.76

hypothetical protein: RV1006−2.00

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV2520C−2.83

preprotein translocase subunit SecE: RV0638−3.04

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3524−3.18

hypothetical protein: RV2227−3.61

50S ribosomal protein L27: RV2441C−3.70

C4−DICARBOXYLATE−TRANSPORT TRANSMEMBRANE PROTEIN DCTA: RV2443−3.70

PPE FAMILY PROTEIN: RV3136−3.92

hypothetical protein: RV3472−4.35

succinate dehydrogenase flavoprotein subunit: RV0248C−5.42

E [MEMBRANE ANCHOR SUBUNIT] (SUCCINIC DEHYDROGENASE): RV0249C−5.42

hypothetical protein: RV2960C−5.49

log10(P) upstream meme1 2 log10(P.clust)=−2.86; 17 seqs; 16 uniq
c(0.5, 2.5)
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