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Population 
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Experiment 2: MUTATIONS 
 

• Identify genetic variation 

 

• Top 72 most variable 
pigs 

 

• Targeted, high throughput 
re-sequencing 

 

 

 

Experiment 1: EXPRESSION 
 

• Microarray on 89 
pigs 
 

Results 

• 112 innate immune 
genes differentially 
expressed 

 

eQTL Analysis 



112 genes 
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Experimental dataset 



SNPs 





Experimental setup 

Sample 1 

~1 Mb 









Ref Alt 

Non-diseased 0.8 0.2 

Diseased 0.3 0.7 
Fisher’s Exact Test 



Summary 

• High-throughput technology identified SNVs 
that: 
• Impact gene expression 

• Modify protein structure and function 

• Are present at a higher frequency in diseased vs 
normal animals.  

• These represent attractive candidates for 
further study. 
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