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Summary

Background: The Pacific oyster (Crassostrea gigas) is a highly important shellfish species, accounting
for roughly 98 percent of global oyster aquaculture. Infectious diseases pose a significant threat to
sustainable production, with high economic losses due to mortalities. The Ostreid herpesvirus type 1
(OsHV-1) is highly contagious, with a relatively short lifecycle and can cause up to 100 percent
mortalities. We detected a strong signal of QTL for survival against OsHV-1 explaining large
proportion of genetic variance *.

The topic of this thesis: Fine mapping to unravel genes underlying resistance to OsHV-1 virus in
pacific oyster.

Type of work: The QTL mapping was previously performed using axiom array with sparsely
distributed SNP markers (n~14000). We also have the sequence data from the parents and sibs
available. The objective of this thesis would be to determine position of array SNPs in newly
assembled genome assembly (https://www.ncbi.nlm.nih.gov/assembly/GCF 902806645.1/) perform
imputation to increase resolution, and execute fine-mapping of the genomic QTL regions.
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