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x.range

upstream meme PSSM #1; e=0.18

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
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upstream meme PSSM #2; e=5.5e+03

1 3 5 7 9 11 131 3 5 7 9 11
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Rv0913c

Rv0914c
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metX

Rv2313c

Rv2314c

uspA

uspC

icd1

Rv3342

Rv1545

string
operons −200 −100 −1

putative aminopeptidase 2: RV0800−0.27

hypothetical protein: RV0801−0.27

POSSIBLE DIOXYGENASE: RV0913C−4.53

acetyl−CoA acetyltransferase: RV0914C−4.53

hypothetical protein: RV1545−4.95

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER USPA: RV2316−7.69

PROBABLE PERIPLASMIC SUGAR−BINDING LIPOPROTEIN USPC: RV2318−7.69

hypothetical protein: RV2313C−7.74

hypothetical protein: RV2314C−7.74

hypothetical protein: RV2315C−7.74

isocitrate dehydrogenase: RV3339C−10.67

homoserine O−acetyltransferase: RV3341−10.67

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV3342−10.67

log10(P) upstream meme1 2 log10(P.clust)=−6.55; 13 seqs; 7 uniq
c(0.5, 2.5)
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