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x.range

upstream meme PSSM #1; e=0.7

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=3

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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narL
pgsA3

ribF

Rv1691 Rv1692
Rv1693

tlyAppnK
recN

Rv3630

Rv2148c

Rv2313c

pmmB

ddl

Rv2314c

Rv2315c
Rv3629c

ephF string
operons −200 −100 −1
LASE EPHF (EPOXIDE HYDRATASE) (ARENE−OXIDE HYDRATASE): RV0134−0.17

hypothetical protein: RV2148C−0.23

ITE RESPONSE TRANSCRIPTIONAL REGULATORY PROTEIN NARL: RV0844C−0.26

hypothetical protein: RV2313C−1.07

hypothetical protein: RV2314C−1.07

hypothetical protein: RV2315C−1.07

BABLE PHOSPHOMANNOMUTASE PMMB (PHOSPHOMANNOSE MUTASE): RV3308−1.29

functional riboflavin kinase/FMN adenylyltransferase: RV2786C−4.27

TRANSFERASE) (PHOSPHATIDYLGLYCEROPHOSPHATE SYNTHASE): RV2746C−4.57

BLE DNA REPAIR PROTEIN RECN (RECOMBINATION PROTEIN N): RV1696−4.67

D−alanyl−alanine synthetase A: RV2981C−6.66

hypothetical protein: RV1691−8.70

PROBABLE PHOSPHATASE: RV1692−8.70

hypothetical protein: RV1693−8.70

CYTOTOXIN|HAEMOLYSIN HOMOLOGUE TLYA: RV1694−8.70

inorganic polyphosphate/ATP−NAD kinase: RV1695−8.70

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3629C−21.62

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3630−21.62

log10(P) upstream meme1 2 log10(P.clust)=−6.23; 18 seqs; 12 uniq
c(0.5, 2.5)
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