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upstream meme PSSM #1; e=1.4e−33
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Rv0226c
Rv0227c

Rv0228

hsdS

Rv0552

menC

bpoC

dnaG

Rv2689c

Rv2696c

Rv0879c
Rv0881

Rv2762cdgt

Rv1817 string
operons −200 −100 −1

DNA primase: RV2343C−5.55

anosinetriphosphate triphosphohydrolase−like protein: RV2344C−5.55

THETICAL ALANINE AND VALINE AND GLYCINE RICH PROTEIN: RV2689C−6.96

POSSIBLE RRNA METHYLTRANSFERASE (RRNA METHYLASE): RV0881−12.10

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0879C−12.10

THETICAL ALANINE AND GLYCINE AND VALINE RICH PROTEIN: RV2696C−13.83

TION SYSTEM SPECIFICITY DETERMINANT HSDS (S PROTEIN): RV2761C−14.79

hypothetical protein: RV2762C−14.79

PROBABLE INTEGRAL MEMBRANE ACYLTRANSFERASE: RV0228−16.27

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0226C−16.27

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0227C−16.27

hypothetical protein: RV0552−16.48

O−succinylbenzoate synthase: RV0553−16.48

POSSIBLE PEROXIDASE BPOC (NON−HAEM PEROXIDASE): RV0554−16.48

hypothetical protein: RV1817−17.50

log10(P) upstream meme1 2 log10(P.clust)=−13.43; 15 seqs; 10 uniq
c(0.5, 2.5)
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