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The efforts failed in finding a universal genomic prediction model that is the best
across different populations and traits of interest. [t was found that the best model
varies at lease across genetic architecture of traits- For example, gBLUP-3 is in favor
of polygenetic traits while SUPER BLUP in Mendelian traits. Compressed BLUP has
advantage over other methods for traits with low heritability4. It is valuable to
investigate the best genomic prediction model for specific populations and traits so
that the optimum decision can be made to maximize breeding progress>®.

Please pay attention to the systematic bias in assessment of prediction accuracy”’.
Your investigation should be based on the comparisons on least one of the following
factors.

1. GS models

The best model depends on specific population and traits. The corresponding
investigation is important to select the most appropriate model for genomic
prediction at the population for the specific traits.

2. Marker density
The advantage of non-gBLUP methods over gBLUP is reduced with low marker
density.

3. Training sample size

As sample size changes, the ability of identifying specific impactful genomic regions
is changed accordingly. This change could affect the advantages of genomic
prediction models.

Your R code should be bug free (10 points) and contain comments to illustrate the
purpose (10 points). Your manuscript should contain the following sections:

e Title (5 points)

e Abstract (10 points)

e Introduction (10 points)

e Method (15 points)
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Results (15 points)
Discussion (10 points)
Conclusion (10 points)
References (5 points)
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