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x.range

upstream meme PSSM #1; e=0.49

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

x.range

y.
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upstream meme PSSM #2; e=70

1 3 5 7 9 111 3 5 7 9
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string
operons −200 −100 −1

hypothetical protein: RV3258C−0.02
S−adenosyl−methyltransferase MraW: RV2165C−0.45

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3587C−0.46
hypothetical protein: RV0883C−1.04
hypothetical protein: RV0660C−1.83

erved Proline, Glycine, Valine−rich secreted protein: RV1435C−1.84
KE PROTEIN) (HLP) (21−KDA LAMININ−2−BINDING PROTEIN): RV2986C−2.19

hypothetical protein: RV0430−2.39
Possible inv protein: RV1566C−2.82

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB2: RV3260C−2.86
hypothetical protein: RV2927C−3.59

PROBABLE ESTERASE LIPL: RV1497−4.29
TRANSDUCTION TRANSCRIPTIONAL REGULATORY PROTEIN MTRA: RV3246C−5.06

PROBABLE CONSERVED LIPOPROTEIN LPQB: RV3244C−5.06
COMPONENT SENSORY TRANSDUCTION HISTIDINE KINASE MTRB: RV3245C−5.06

hypothetical protein: RV2525C−5.21
HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: RV3413C−6.06

RNA polymerase sigma factor SigD: RV3414C−6.06
hypothetical protein: RV3415C−6.06
hypothetical protein: RV2166C−6.06

CONSERVED HYPOTHETICAL PROTEIN WAG31: RV2145C−8.34
log10(P) upstream meme1 2 log10(P.clust)=−3.65; 21 seqs; 17 uniq

c(0.5, 2.5)
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