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x.range

upstream meme PSSM #1; e=500

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=460

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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atsD

string
operons −200 −100 −1

hypothetical protein: RV1835C−0.12

 ATSD (ARYL−SULFATE SULPHOHYDROLASE) (ARYLSULPHATASE): RV0663−1.70

hypothetical protein: RV0356C−1.79

adenylosuccinate synthetase: RV0357C−1.79

3−ketoacyl−(acyl−carrier−protein) reductase: RV0687−2.98

PUTATIVE FERREDOXIN REDUCTASE: RV0688−2.98

PROBABLE MEMBRANE PROTEIN: RV0686−3.15

enoyl−CoA hydratase: RV1070C−3.32

enoyl−CoA hydratase: RV1071C−3.32

POSSIBLE OXIDOREDUCTASE: RV3727−3.58

hypothetical protein: RV1116−3.99

PE FAMILY PROTEIN: RV1430−4.48

dihydroxy−acid dehydratase: RV0189C−4.76

hypothetical protein: RV1114−6.30

log10(P) upstream meme1 2 log10(P.clust)=−3.16; 14 seqs; 11 uniq
c(0.5, 2.5)
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