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- 1ISGC
ISGC Organisation and Role

A Open organisational structure (people come and go)

EVERYONE IS WELCOME
A Coordinate funding opportunities
A Avoid scientific redundancy, economy of scale

A Process: fortnightly phone conferences (secretimyes.Kijas@csiro.pu

Next Meeting: 11:30 d 3:00 this Monday here at PAG, Sunset Room

All data generated is public domain to
benelit the entire sheep genomics community

www.sheephapmap.org
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ISGC Major Objectives

A SNP discovery / chip development
- Three completed SNP discovery projects (2008) *
- Release of thevineSNP50 BeadChip at PAG 2009

A HapMap and Breed Diversity Experiment
- Genetic diversity, breed relationship*
- Linkage disequilibrium, implications for gene discovery and genomic selection
- Impact of domestication and selectio*

A Reference Genome
- lllumina and 454 blend sequencing of a single Texel ram (ongoing)
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Development of the ovine SNP50 BeadChip
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Adapted from Lindbladohet al.,2005

Aim: Understand the Genetic History of the Species

ancestral
beasty

11,000 years

domestic
sheep

200 years

modern ’?

breeds .

- Process of domestication (when, where, from what?)
- Genes which influence traits under selection
- Diversity within and between breeds

- PCA, distance based networks, Structure




The sheep HapMap and Breed Diversity Experiment

Total of 3400 animals genotyped using the SNP50 BeadChip

-74 breeds from Africa, Asia, Sth America, Nth America, Caribbean, Middle East,
SW Europe, Central Europe, Northern Europe, Australia and New Zealand.

- selection of wild sheep (argali, urial, mouflon, bighorn, thinhorn)
- out group species (barbary, goat, thar, cattle..)

Lenstra and Kijasworkteamleaders for diversity)
Porto Neto, Boitard, Paiva, Saristobal..
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