Yu Gao 
  
Gaetan Lemonnier 
  
Jerôme Lecardonnel 
  
Claire Gaillard 
  
Variability in white blood cell count: a transcriptome-based study

à la diffusion de documents scientifiques de niveau recherche, publiés ou non, émanant des établissements d'enseignement et de recherche français ou étrangers, des laboratoires publics ou privés.

Variability in White Blood Cell Count: a Transcriptome-Based Study to Identify Putative Positional and Functional Candidate Genes in the Pig Species

Yu Gao, Gaëtan Lemonnier, Jérome Lecardonnel, Claire Rogel-Gaillard INRA, UMR 1313 de Génétique Animale et Biologie Intégrative, Domaine de Vilvert, 78350 Jouy-en-Josas, France White blood cell (WBC) counts are important diagnostic factors and disease markers. In swine, quantitative trait loci related to WBC counts have been identified but little is known on the molecular bases underlying this trait. Our aim was to analyze the transcriptome of whole blood from two sets of nine animals harboring significant differences in WBC counts. We used a pig generic long-oligonucleotide-based chip enriched in immunity-related genes. 378 probes representing 334 genes were significantly differentially expressed (DE) between high-and low-WBC count groups. 65 genes were associated with "Hematological System Development and Function". 336 DE genes or probes were found to map to the 18 autosomal and the X chromosomes. By merging QTL positions for WBC counts and chromosomal positions of DE probes, we identified 59 genes that map to 28 QTLs related to the count of total WBC or WBC subsets. By combining co-localizations of DE genes and QTLs to the known biological functions of the DE genes, six genes were selected as both positional and functional putative candidate genes for the WBC count trait. Polymorphism studies will be carried out to further explore genetic associations between the candidate genes and the WBC count trait.