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Gene networks are meaningful
with a minimum of 20-30 individuals

and 
a good method for deciphering large 

network structure
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At least 20-30 observations are required  to 
estimate “accurately” a (partial) correlation
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This explains why no coherent result was 
obtained by Jaffrézic & Tosser-Klopp (2009) 
during the last Eadgene “post-analysis”
workshop.
Same thing with a Sabre data set 
(transcriptome of folliculogenesis in pig and 
cattle), with N=7 
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Construction of a network for a data set with 56 
individuals g ra p h e  lis te  1 2 8 , c o r ré la tio n s  p a r tie lle s

Top 128 genes with an eQTL (Liaubet et al., unpublished data), 
network built on partial correlation, cut-off s.t. density 5%-10%

(Schaefer & Strimmer 2005) 
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A clustering of the large network lead to 
5 sub-networks related to biological functions

Protein synthesis
Oxidative stress
(link with meat quality)

Endoplasmic
reticulum 
activity Unknown

Transcription regulation (Villa & Rossi 2009)
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If you want a good gene network ….

… have enough individuals (min. 20-30),

construct your network with an appropriate 
method (e.g. partial correlation ),

decipher the structure of your large network 
with a good clustering method 
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