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	Level of intervention
	Arabidopsis thaliana
	Rice (Oryza sativa)
	Maize (Zea mays)
	Wheat (Triticum aestivum)
	Tomato (Solanum lycopersicum)

	Genomic plasticity under stress
	Epigenomic profiling, chromatin accessibility assays, stress-induced TE activation, GWAS & GEA at plasticity loci
	Pan-genome analysis, GWAS & GEA at plasticity loci
	Stress-induced TE activation, single-cell transcriptomics, GWAS & GEA at plasticity loci, landscape genomics
	Epigenomic profiling, landscape genomics
	Alternative splicing analysis, GWAS & GEA at plasticity loci

	Understanding the mechanisms of plastic response
	Chromatin topology changes, ChIP-seq of stress-responsive TFs, CRISPR screens, plasticity QTLs mapping, environmental genome-wide association
	RNA modifications, miRNA profiling, transcriptomic meta-analysis
	TE expression dynamics, chromatin topology changes, RNA-directed DNA methylation
	Non-coding RNA and plasticity, stress-induced splicing, QTL x Environment Interactions (QEI) 
	Chromatin topology changes, eQTL

	Induction of plasticity variability
	Transgenerational epigenetic variability, targeted epigenetic editing
	Induced hybrid epigenomes 
	TE activation breeding, mutation breeding
	Doubled haploids, interspecific crosses
	Longitudinal GWAS under stress

	Breeding of climate-resilient crops
	
	MAS, epigenetic-assisted selection, speed breeding
	Breeding based on GEA-informed markers, GS breeding, multi-omics prediction models
	MAS, hybrid breeding, haplotype-based GWAS 
	MAS, introgression of heat-resilient epialleles 


Acronyms used: 
· GWAS: Genome-Wide Association Studies
· GEA: Genome-Environment Association
· TE: Transposable Element
· QTL: Quantitative Trait Locus
· eQTL: expression Quantitative Trait Locus
· ChIP-seq: Chromatin Immunoprecipitation sequencing
· TF: Transcription Factor
· GS: Genomic Selection
· MAS: Marker Assisted Selection
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