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x.range

upstream meme PSSM #1; e=0.0011

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=0.0096

1 3 5 7 9 11 131 3 5 7 9 11
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uvrA
argC

argJ

argB

argD

argF

argG

argH PE_PGRS30

argR

Rv2361c

Rv2360crecO

amiA2

string
operons −200 −100 −1

excinuclease ABC subunit A: RV1638−2.96

hypothetical protein: RV2360C−11.48

amidase: RV2363−11.48

OSPHATE SYNTHASE (Z−DECAPRENYL DIPHOSPHATE SYNTHASE): RV2361C−11.48

DNA repair protein RecO: RV2362C−11.48

arginine repressor: RV1657−13.00

PE−PGRS FAMILY PROTEIN: RV1651C−13.00

N−acetyl−gamma−glutamyl−phosphate reductase: RV1652−13.00

 acetyltransferase/N−acetylglutamate synthase protein: RV1653−13.00

acetylglutamate kinase: RV1654−13.00

acetylornithine aminotransferase: RV1655−13.00

ornithine carbamoyltransferase: RV1656−13.00

argininosuccinate synthase: RV1658−13.00

argininosuccinate lyase: RV1659−13.00

log10(P) upstream meme1 2 log10(P.clust)=−11.85; 14 seqs; 5 uniq
c(0.5, 2.5)
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