
Genotyping Decision tree:

Single Step
If I genotype my young animals will they be included in Single Step NZGE, producing 
enhanced breeding values?

NZGE 
Single Step evaluation

YES

Do sires (and ideally 
grandsires) have 50K or 
above genotypes in SIL? 

Do animals have at least 
one recorded parent/

DNA parent? OR is DNA 
parentage underway?

Is the breed Romney, 
Perendale, Coopworth or 

composites of these breeds?

Are progeny genotypes on 
LD or above?

SIL: Do Genotypes meet 
imputation accuracy?

Texel and Highlanders likely 
to be next. Test sires of other 

breeds to begin forming 
a reference population

(need ~400 sires with high 
accuracy progeny data)

NO

YES

Genotypes from animals 
with no pedigree are 

excluded from genomic 
single step NZGE

NO

YES

YES

YES

May not be connected to 
reference population NO

Single step does not use 
Shepherd or ShepherdPlus/ 

ultra genotypes 
(insufficient genomic detail)

NO

Report BVs and Indexes.
Check for genotype indicator 

(dagger) on genotyped 
animals (e.g. WWTgBV)

YES

Genotypes not meeting 
imputation accuracy 

are not used
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


