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Disclaimer:  this document does not represent UPOV policies or guidance
As a follow up to the previous presentations by the American Seed Trade Association (ASTA) (document BMT/14/5 “The Use of Reference Varieties in Varietal Distinction: an Approach under Investigation in the US for Potential Application in Plant Variety Protection”), and the Netherlands (document BMT/15/22 Rev “Can Molecular Distance be used as Characteristic?”), we are testing this new concept based on genetic distances to so called “reference” varieties. Our study explores different calculations to transform genetic distances into characteristics and highlights some consequences of the potential use of this approach in DUS examination.
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« Geographical approach »
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« Orchids approach »
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Approach assesment

® Using SNP data already available on Maize
=> Butfirstofall..

1. How to make it work ?

2. Which parameters can affect results ?

3. How to evaluate and test the approach?

=> And then first simulations
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How to make it work ?

® Different approach possibles :
— Approach 1. calculte sum of the difference of the genetic distances (5AGD)

092

Other Approach: Fingerprinting? Calcuate the AGD then transform itnto weight?
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Which parameters can affect results ?
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How to test & evaluate?

® Simulations on our Maize data with different parameter settings
® Correlation with direct genetic distance between two cultivars

® Comparison of the efficiency ith maize model 2
~ In number of pairs to sow
— Take care to not exclude close pairs.
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rst simulations

® Correlation between the data and the genetic distances (2013 date)

« Approach1:7ADGs + Approach 2: weight matrix
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® Incidence of the matrix resolution (2013 data)
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Conclusion and ongoings

® First simulations=> good correlation between both approaches and direct geneic distance
even i there i aloss of information

® Genetic information could be shared between offices and /or breeders without exchanging
DNA profiles

® Results depend on parameters settings

Need for more simulations on different marker set/
species/parameter settings
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Thank you
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