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CONTEXT

*** VarGoats project is a re-sequencing program which aims at covering at best genetic diversity
—> to date : 829 sequenced individuals including 44 French Alpine and 37 French Saanen

**» Expectations of accessing whole-genome variability
v identification of causal mutations
v improvement of genomic evaluations accuracy

OBIJECTIVE

Assess utility of sequence data in French dairy goats

Dilemma : filter enough to impute correctly while keeping enough variants for GWAS analysis
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Production traits : fat and protein yield (FY, PY), somatic cells score (LSCS), milk yield (MY) unctional ana ysIS to contirm candidate mutations
Semen production traits : spermatozoa number (SN), semen volume (SV)
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