Genotyping Decision tree:
Single Step NZGEv8 evaluation

Qefﬂgmg GENETICS

If | genotype my animals, will they be included in a Single Step NZGE, producing

enhanced breeding values?

Are their genotypes LD or
above and from an approved
genotype provider?

Do the animals have at least
one recorded or DNA parent?
OR is DNA parentage underway?

Were the animals born in or after
20102

SIL: Do their genotypes meet
imputation accuracy?

Do their sires (and ideally
grandsires) have OVINEMD/50K
or above genotypesin SIL?

Is the animal more than 50% dairy
breed?

Dairy breeds are East Friesian,
Lacaune, Awassi, and Manech
Téte Rousse, including their dairy-
derived descendants.

Genotypes will be used in Single
Step NZGEv8 evaluation

Report BVs and Indexes.

Single step NZGE do not
use Shepherd or ShepherdPlus/
Ultra genotypes
(insufficient genomic detail)

Genotypes from animals with
no pedigree are excluded
from genomic single step NZGE

Only genotypes from animals born
in or after 2010 are included in
genomic single step NZGE

Genotypes not meeting imputation
accuracy are not used

Genotypes will be used but animals
may not be connected to the
reference population.

Breeds with 50% or greater
proportion of dairy are not
included in genomic single step
NZGE

To check if a BV or animal is genomically enhanced:
- SlLreport: check forindicator (dagger §) on BVs for

genotyped animals

- nProvereport: use "GenEnhanced” to indicate “Yes" or “No"

Bureau/Breeder notes and checks:

Run a Sire summary with Sire, and Sire of Sire included, with OVINEMD, OVINEHD fields to

check for genotypes.

Check selection lists for young animals with genotypes in relevant birth year.

Note: New genotypes need to pass lab call and imputation checks and be in SIL by 9am
on the Friday prior to NZGE analysis to be included

More detail is available from the SIL website: www.sil.co.nz/technical/technical-notes
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