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Cluster: 0153 mtu; resid: 0.29; r/c: 14/35

x.range

upstream meme PSSM #1; e=350

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7.9e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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scoA

scoB

pdhA

pdhC Rv2499c

citEaccA1
fadE19pfkA

Rv1063c

Rv1995

Rv0274

PE_PGRS39

Rv1463 string
operons −200 −100 −1

6−phosphofructokinase: Rv3010c−0.02

ROBABLE CONSERVED ATP−BINDING PROTEIN ABC TRANSPORTER: Rv1463−0.16

PE−PGRS FAMILY PROTEIN: Rv2340c−1.35

nched−chain alpha−keto acid dehydrogenase subunit E2: Rv2495c−5.40

SE) (PYRUVATE DEHYDROGENASE) (PYRUVIC DEHYDROGENASE): Rv2497c−5.40

hypothetical protein: Rv1063c−5.88

hypothetical protein: Rv1995−6.27

ASE) (CITRITASE) (CITRIDESMOLASE) (CITRASE ALDOLASE): Rv2498c−6.71

POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: Rv2499c−6.71

POSSIBLE ACYL−CoA DEHYDROGENASE FADE19 (MMGC): Rv2500c−6.71

CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): Rv2501c−6.71

E) (OXCT B) (SUCCINYL CoA:3−OXOACID CoA−TRANSFERASE): Rv2503c−6.71

T A) (SUCCINYL−COA:3−OXOACID−COENZYME A TRANSFERASE): Rv2504c−6.71

hypothetical protein: Rv0274−7.44

log10(P) upstream meme1 2 log10(P.clust)=−5.15; 14 seqs; 8 uniq
c(0.5, 2.5)
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