[bookmark: _Hlk121735215][bookmark: _Hlk121394616][bookmark: _Hlk126065931]Table S2. Summary of differentially expressed genes detected in the RNA-seq analysis. Genes with a log2-fold change (log2FC) ≥ 2 or ≤ -2, a false discovery rate (FDR) ≤ 0.05 and a mean of at least five TPM (transcripts per million) in control (‘x d dry + y d dry’) or moisture-exposed (‘x d wet + y d dry’) samples were assumed to be differentially expressed.
	Season
	Time point
	Number up-regulated genes
(log2FC ≥ 2, FDR ≤ 0.05)
	Number down-regulated genes
(log2FC ≤ -2, FDR ≤ 0.05)

	
	
	
	

	2018
	‘0 d wet + 0 d dry’ vs ‘0 d dry + 0 d dry’
	0
	0

	
	‘2 d wet + 0 d dry’ vs ‘2 d dry+ 0 d dry’
	35
	2

	
	‘6 d wet + 0 d dry’ vs ‘6 d dry+ 0 d dry’
	378
	127

	
	‘12 d wet + 0 d dry’ vs ‘12 d dry+ 0 d dry’
	860
	196

	
	‘12 d wet + 8 d dry’ vs ‘12 d dry + 8 d dry’
	523
	44

	2019
	‘0 d wet + 0 d dry’ vs ‘0 d dry+ 0 d dry’
	0
	0

	
	‘12 d wet + 0 d dry’ vs ‘12 d dry+ 0 d dry’
	1219
	858

	
	‘12 d wet + 1 d dry’ vs ‘12 d dry + 1 d dry’
	1094
	597

	
	‘12 d wet + 3 d dry’ vs ‘12 d dry + 3 d dry’
	980
	321

	
	‘12 d wet + 8 d dry’ vs ‘12 d dry + 8 d dry’
	974
	253
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