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x.range

upstream meme PSSM #1; e=2e+03

1 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.6e+03

1 3 5 7 9 111 3 5 7 9
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ilvD
pdc

Rv0573c
recD

recB

recC

deaD

dinG
Rv0043c

Rv1453

string
operons −200 −100 −1

OMOLOG DEAD (ATP−dependent RNA helicase deaD homolog): RV1253−0.22

nicotinate phosphoribosyltransferase: RV0573C−2.12

PROBABLE ATP−DEPENDENT HELICASE DING: RV1329C−2.49

POSSIBLE TRANSCRIPTIONAL ACTIVATOR PROTEIN: RV1453−2.66

dihydroxy−acid dehydratase: RV0189C−2.66

CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): RV0043C−5.36

 V ALPHA CHAIN) (EXODEOXYRIBONUCLEASE V POLYPEPTIDE): RV0629C−6.00

ONUCLEASE V POLYPEPTIDE) (CHI−SPECIFIC ENDONUCLEASE): RV0630C−6.00

E V GAMMA CHAIN)(EXODEOXYRIBONUCLEASE V POLYPEPTIDE): RV0631C−6.00

ABLE PYRUVATE OR INDOLE−3−PYRUVATE DECARBOXYLASE PDC: RV0853C−6.35

log10(P) upstream meme1 2 log10(P.clust)=−3.98; 10 seqs; 8 uniq
c(0.5, 2.5)
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