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Distribution of PCCs in each RegulonDB
regulatory module within the 100 genes data set

P
ea

rs
on

 c
or

re
la

tio
n 

co
ef

fic
ie

nt
 (

P
C

C
)

(8) (57) (2) (61) (2)

Transcription factor (# RegulonDB interactions)



● ● ● ●

●

●

●

●

●

●

●

Recall (% RegulonDB interactions)
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50%−precision qp−graph transcriptional regulatory network
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