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+ Marker-assisted selection of favorable alleles + Mocdels of genomic selection or G2P prediction
« Genstic manipulation of desirable traits + Modets of plant phenctypic plasticity or Gx E
» Palygenic pyramiding of favorable alleles * Modals of plant and microbiome interactions
= Design of artificial blesynthetle pathways + Models of climate change impacts on yisld
+ Design of arificial variants for genome editing + Other data-driven decision making models
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(A) sourcesofdata  (B) Machine leamingmodels  (C) Examples of applications

Omics dala

(=] Sw‘ =
£ | kNN tioERe
g2 & |AF g
£ 2|cART o —
T 2 |LightGBM| == . T "
=5 & = |x
3 @ &(LR
k' E = | ANN
g B GCM netwarks
£ R .
5 ? Elmw | el
& -
=[HE OFTICS
=
E
L&)

DR
&
=
m

Mascroscale data

Unsupervised algarithms

LUnAL

= Gene discovery and prioritization
» Mapping cis-requlatory elements
+ Construction of phylogenatic tree
= Genomic prediclion of phenolype

+ Reconstruction of gene networks
= Integration of multi-omics data

= Analysis of phenomics data

# Protein struciura prediction

= Tissua or sample classification

# Inferenca of haplotype block

* Data dimensicnality reduction
» Fopulation structure analysis
# Visualizalion of scRNA-saq data

« Dbject recognition from images
= Simulation of genetic evolution
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