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Metabolomic analysis of date palm seedlings exposed to salinity and silicon treatments. Plant
Signaling and Behavior, 2019, 14, 1663112.
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Comparative transcriptome and translatome analysis in contrasting rice genotypes reveals
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Differential DNA methylation and transcription profiles in date palm roots exposed to salinity. PLoS
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Genome-wide expression profiling in leaves and roots of date palm (Phoenix dactylifera L.) exposed to 0.8 80
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