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x.range

upstream meme PSSM #1; e=6.6

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

x.range

y.
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ng
e

upstream meme PSSM #2; e=6.8

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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string
operons −200 −100 −1

hypothetical protein: RV0027−0.15

hypothetical protein: RV0028−0.15

hypothetical protein: RV1873−0.38

Probable phiRV1 phage protein: RV1575−0.60

POSSIBLE REMNANT OF A TRANSPOSASE: RV0031−0.61

CONSERVED 13E12 REPEAT FAMILY PROTEIN: RV0397−0.62

hypothetical protein: RV1958C−2.11

hypothetical protein: RV1572C−3.23

POSSIBLE TRANSPOSASE: RV2013−3.48

POSSIBLE TRANSPOSASE: RV2014−3.48

hypothetical protein: RV0387C−3.71

hypothetical protein: RV3845−4.67

hypothetical protein: RV2804C−5.44

hypothetical protein: RV0104−6.46

hypothetical protein: RV0064−6.48

hypothetical protein: RV1961−9.57

hypothetical protein: RV0094C−18.55

hypothetical protein: RV3467−18.55

log10(P) upstream meme1 2 log10(P.clust)=−4.90; 18 seqs; 16 uniq
c(0.5, 2.5)
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