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x.range

upstream meme PSSM #1; e=0.3

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

x.range
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upstream meme PSSM #2; e=380

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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ompA string
operons −200 −100 −1

POSSIBLE THIAMINE BIOSYNTHESIS OXIDOREDUCTASE THIO: RV0415−1.22

sulfur carrier protein ThiS: RV0416−1.22

thiazole synthase: RV0417−1.22

hypothetical protein: RV0776C−1.57

Maltooligosyltrehalose trehalohydrolase TreZ: RV1562C−2.11

Maltooligosyltrehalose synthase TreY: RV1563C−2.11

OUTER MEMBRANE PROTEIN A OMPA: RV0899−3.03

CONSERVED 13E12 REPEAT FAMILY PROTEIN: RV0393−4.83

POSSIBLE 4−CARBOXYMUCONOLACTONE DECARBOXYLASE (CMD): RV0771−4.96

hypothetical protein: RV0895−5.85

POSSIBLE DEAMINASE: RV0828C−6.74

Probable oxidoreductase: RV1714−8.38

 FADB3 (BETA−HYDROXYBUTYRYL−CoA DEHYDROGENASE) (BHBD): RV1715−8.38

hypothetical protein: RV1716−8.38

POSSIBLE SECRETED PROTEIN: RV0394C−10.88

hypothetical protein: RV0395−10.88

hypothetical protein: RV0396−10.88

log10(P) upstream meme1 2 log10(P.clust)=−5.45; 17 seqs; 11 uniq
c(0.5, 2.5)
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