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upstream meme PSSM #1; e=2.2e+03
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fixB

hflX

string
operons −200 −100 −1

PROBABLE GTP−BINDING PROTEIN HFLX: RV2725C−2.33

LECTRON TRANSFER FLAVOPROTEIN LARGE SUBUNIT) (ETFLS): RV3028C−2.56

50S ribosomal protein L3: RV0701−2.70

50S ribosomal protein L23: RV0703−2.70

30S ribosomal protein S3: RV0707−2.70

50S ribosomal protein L16: RV0708−2.70

50S ribosomal protein L29: RV0709−2.70

30S ribosomal protein S17: RV0710−2.70

50S ribosomal protein L22: RV0706−2.70

50S ribosomal protein L10: RV0651−2.94

50S ribosomal protein L14: RV0714−3.64

50S ribosomal protein L18: RV0720−3.64

30S ribosomal protein S5: RV0721−3.64

50S ribosomal protein L30: RV0722−3.64

50S ribosomal protein L15: RV0723−3.64

30S ribosomal protein S14: RV0717−3.64

log10(P) upstream meme1 2 log10(P.clust)=−3.03; 16 seqs; 5 uniq
c(0.5, 2.5)
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