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x.range

upstream meme PSSM #1; e=1.2e−06

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.0043

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: RV1700−0.18

site−specific tyrosine recombinase XerD: RV1701−0.18

hypothetical protein: RV3773C−3.36

POSSIBLE CONSERVED LIPOPROTEIN LPPE: RV1881C−3.81

Probable cytochrome p450 140 CYP140: RV1880C−3.81

hypothetical protein: RV0293C−3.99

hypothetical protein: RV3755C−5.55

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER PROZ: RV3756C−5.55

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER PROW: RV3757C−5.55

ARNITINE/CHOLINE/L−PROLINE) BINDING LIPOPROTEIN PROX: RV3759C−5.55

) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 1): RV0868C−14.68

molybdenum cofactor biosynthesis protein A: RV0869C−14.68

hypothetical protein: RV0870C−14.68

PROBABLE COLD SHOCK−LIKE PROTEIN B CSPB: RV0871−14.68

short chain dehydrogenase: RV3057C−17.18

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3058C−17.18

PROBABLE CYTOCHROME P450 136 CYP136: RV3059−17.18

log10(P) upstream meme1 2 log10(P.clust)=−8.70; 17 seqs; 9 uniq
c(0.5, 2.5)
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