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x.range

upstream meme PSSM #1; e=1.4e−35
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x.range
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upstream meme PSSM #2; e=7.6e−26

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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ftsWmurD
Rv2674

Rv3712

Rv2509

cysG

cobQ2

thrB

plcC

string
operons −200 −100 −1

PROBABLE PHOSPHOLIPASE C 3 PLCC: RV2349C−0.60
POSSIBLE CELL DIVISION PROTEIN FTSQ: RV2151C−0.71

FtsW−like protein FtsW: RV2154C−0.71
UDP−N−acetylmuramoyl−L−alanyl−D−glutamate synthetase: RV2155C−0.71

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3335C−8.00
DNA polymerase III subunit epsilon: RV3711C−12.92

POSSIBLE LIGASE: RV3712−12.92
POSSIBLE COBYRIC ACID SYNTHASE COBQ2: RV3713−12.92

PROBABLE ALANINE RICH HYDROLASE: RV2765−13.47
hypothetical protein: RV2674−13.87
homoserine kinase: RV1296−14.12

YLASE) (UROM) + PRECORRIN−2 OXIDASE + FERROCHELATASE: RV2847C−14.42
POSSIBLE INTEGRAL MEMBRANE EFFLUX PROTEIN EFPA: RV2846C−14.42

BETA LACTAMASE LIKE PROTEIN: RV0406C−14.89
phosphate acetyltransferase: RV0408−14.89

acetate kinase: RV0409−14.89
F420−DEPENDENT GLUCOSE−6−PHOSPHATE DEHYDROGENASE FGD1: RV0407−14.89

D INTEGRAL MEMBRANE LEUCINE AND ALANINE RICH PROTEIN: RV2508C−15.28
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV2509−15.28

log10(P) upstream meme1 2 log10(P.clust)=−11.05; 19 seqs; 13 uniq
c(0.5, 2.5)
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