WG6 Breeding value estimation 4 presentations were made:

Laura Hansen: House fly breeding values estimation
Andreas Hoppe: Honeybee specificities in Breeding values estimation
Sreten Andonov: BLUP in honeybee

Richard Bernstein: The new concept - Genomic selection in honeybees

The discussion highlighted the numerous specificities in insect biology that must
be considered, leading to a non-uniform approach in estimating breeding values.

For house flies, the estimation of genetic parameters was based on experimental
trial data, where the standard error of estimates was significantly high (SEs were
almost double the values of the heritabilities). Despite the challenges posed by the
trial conditions and the limited number of individuals involved, the estimates
demonstrated the ability to construct relationship information and model non-
genetic effects in house flies.

Honey bees have been the subject of genetic evaluation for almost three decades,
yet there remains considerable uncertainty, assumptions, and modifications in the
process. The presenters discussed the common challenges in gathering and
analyzing relationship information, taking into account the specific mating types
and haploid/diploid properties of honeybees. Additionally, they emphasized the
importance of treating effects in genetic evaluations. While genomic information
has been used to estimate breeding values, the limited data has led to improved
accuracy in honey yield but not as evident in other traits.

After the discussion, it was agreed to work towards making software for
accounting honey bee relationships publicly available, with various options that
could be useful for other insects as well. RB offered his own script, which includes
numerous options, to be adapted and incorporated into the FO90 package. SA will
contact the UGA group to explore the steps needed for integration. The next WG6
meeting will be held online in June/July, and many members will attend the EAAP
2024 meeting, where an ad hoc WG6 meeting may take place.



