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Cluster: 0271 mtu; resid: 0.56; r/c: 16/237
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Cluster: 0271 mtu; resid: 0.56; r/c: 16/237

x.range

upstream meme PSSM #1; e=0.013

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.027

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

argJ
argB

argDargF

argG

argH

lepA
pepR

sigA

lppR

gpsI

lppV
Rv2798c

Rv2799
Rv2800string

operons −200 −100 −1
RNA polymerase sigma factor RpoD: RV2703−4.72

N−acetyl−gamma−glutamyl−phosphate reductase: RV1652−5.34

 acetyltransferase/N−acetylglutamate synthase protein: RV1653−5.34

acetylglutamate kinase: RV1654−5.34

acetylornithine aminotransferase: RV1655−5.34

ornithine carbamoyltransferase: RV1656−5.34

argininosuccinate synthase: RV1658−5.34

argininosuccinate lyase: RV1659−5.34

PROBABLE CONSERVED LIPOPROTEIN LPPR: RV2403C−10.84

GTP−binding protein LepA: RV2404C−10.84

polynucleotide phosphorylase/polyadenylase: RV2783C−10.94

PROBABLE ZINC PROTEASE PEPR: RV2782C−10.94

PROBABLE CONSERVED LIPOPROTEIN LPPV: RV2796C−16.32

hypothetical protein: RV2798C−16.32

PROBABLE MEMBRANE PROTEIN: RV2799−16.32

POSSIBLE HYDROLASE: RV2800−16.32

log10(P) upstream meme1 2 log10(P.clust)=−9.43; 16 seqs; 6 uniq
c(0.5, 2.5)
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