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x.range

upstream meme PSSM #1; e=480

1 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=3.3e+04

1 3 5 7 9 111 3 5 7 9
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Rv0779c

Rv0836c

Rv0837c

Rv3349c

Rv3714c

mprA
Rv2577

Rv1582c

Rv1748

Rv3637
Rv1752

PPE47

Rv2170

Rv2886c

cydC

cyp144

Rv3273

Rv3427c

string
operons −200 −100 −1

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0779C−0.49

hypothetical protein: RV0836C−0.90

hypothetical protein: RV0837C−0.90

PROBABLE TRANSPOSASE: RV3349C−1.02

YDRASE (CARBONATE DEHYDRATASE) (CARBONIC DEHYDRATASE): RV3273−1.07

hypothetical protein: RV1752−1.29

Probable cytochrome p450 144 CYP144: RV1777−1.39

POSSIBLE TRANSPOSASE: RV3427C−1.47

POSSIBLE TRANSPOSASE: RV3637−1.52

hypothetical protein: RV2170−1.53

PPE FAMILY PROTEIN: RV3021C−1.67

hypothetical protein: RV2577−1.68

hypothetical protein: RV1748−1.78

hypothetical protein: RV3714C−2.26

ANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSPORTER CYDC: RV1620C−2.71

Probable phiRv1 phage protein: RV1582C−3.99

OMPONENT RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN): RV0981−4.37

PROBABLE RESOLVASE: RV2886C−4.60

log10(P) upstream meme1 2 log10(P.clust)=−1.92; 18 seqs; 17 uniq
c(0.5, 2.5)
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