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Successful reforestation relies on healthy and resilient seedlings. Genomic selection has emerged as a tool to generate well-adapted
seedlings in a much shorter time frame compared to conventional tree improvement methods. Using predictive models that
identify associations between genomic information and phenotypic traits of interest, breeders can precisely identify the best trees to use in
their seed orchard. However, genomics data is complex to manage and making genomic selection accessible to tree
improvement professionals has been a challenge. The RES-FOR Interactive Selection Tool is designed to bridge that interface.
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The RES-FOR project has created an easy-to-use, interactive selection tool to help tree improvement professionals make
genomics-informed breeding decisions for their program. Rather than select on a few traits at a time, users can select on a wide
variety of traits and explore how different selection choices will impact the following generation of trees.
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plots, including trait distributions,
scatterplots, and correlations within and
between progeny sites.

By plotting two traits, users can
compare different environments
(shown in different colours). Users
can also identify trees that deviate
from the overall correlation and
which may be of particular interest.
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. Users can use the tool to make backwards and
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criteria, users will receive a list of the top ranked trees in
the population and expected genetic gain.
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By changing the selection criteria and generating o
different rankings, users can design multiple e Manilien
seed orchards that prioritize different traits. Selections Preview 1
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- Development is ongoing To learn more about genomic
OI'IQOIng DGVG|0pment and new features will selection, its potential applications
continue to be added. in tree improvement, and the

history of its use, check out these
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where users can upload their own dataset.
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For further information contact:  Barb Thomas: bthomas@ualbertaca  Blaise Ratcliffe: blaise.ratcliffe@ubc.ca https://resfor.ualberta.ca/



