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Table 1. Mapping statistics for quality filtered reads generated for Arabidopsis seedlings.
	Treatments
	Total reads and 
percentage
	Raw
	Clean
	Mapped
	Uniquely 
Mapped
	Unmapped

	Salt-Set1
	Reads
	61664692
	61116414
	58676027
	57715479
	2440387

	
	Percenage (%)
	100
	0.99
	0.96
	0.94
	0.04

	Salt-Set2
	Reads
	53463110
	52812694
	50260307
	49381609
	2552387

	
	Percenage (%)
	100
	0.99
	0.95
	0.94
	0.05

	Salt-Set3
	Reads
	45751666
	45167010
	43414749
	42839470
	1752261

	
	Percenage (%)
	100
	0.99
	0.96
	0.95
	0.04

	Salt + HA-Set1
	Reads
	56060428
	55395210
	53083622
	52193562
	2311588

	
	Percenage (%)
	100
	0.99
	0.96
	0.94
	0.04

	Salt + HA-Set2
	Reads
	43785138
	43293310
	41295288
	40421515
	1998022

	
	Percenage (%)
	100
	0.99
	0.95
	0.93
	0.05

	Salt + HA-Set3
	Reads
	51329056
	50759750
	48875042
	48025852
	1884708

	
	Percenage (%)
	100
	0.99
	0.96
	0.95
	0.04



Table S2. Primers used in this study.
	Gene name
	Primer name
	Primer sequence
	Purpose

	ROXY10
	ROXY10-For
	5’-GCTGTTGGATCATATACCATATAAAATAGC-3’
	qRT-PCR

	
	ROXY10-Rev
	5’-CGCAACAACGCCTGCTCGATCT-3’
	

	ROXY12
	ROXY12-For
	5’-GTGAACAAAGAAAACATACACAAGAATGTATG-3’
	

	
	ROXY12-Rev
	5’-AGAACCAGTGTTTACAAAATAGGCAACCGGA-3’
	

	ROXY13
	ROXY13-For
	5’-ACTCTAAGTCATCTCTTATATATCGTCAGCCA-3’
	

	
	ROXY13-Rev
	5’-GGTATTATAATGTGAAATGTGTTCGAAGAGCGA-3’
	

	HSP101
	HSP101-For
	5’-TGGTCATCGGCTATTTCTCC-3’
	

	
	HSP101-Rev
	5’-GCTTGTTGTCGTTGCTTTCC-3’
	

	HSP81.1
	HSP81.1-For
	5’-CCACTGATGTAGCAGCAAGG-3’
	

	
	HSP81.1-Rev
	5’-CAGAACCAGAGGATCGGACT-3’
	

	TT5
	TT5-For
	5’-CATCGATCCTCTTCGCTCTC-3’
	

	
	TT5-Rev
	5’-AGGTGACACACCGTTCTTCC-3’
	

	TUB
	TUB-For
	5’-TGGCATCAACTTTCATTGGA-3’
	

	
	TUB-Rev
	5’-ATGTTGCTCTCCGCTTCTGT-3’
	



	
	Group 1
	Group 2
	Sum
	Up
	Down

	DEG #1
	MS
	Salt
	3,785 
	1,625 
	2,160 

	DEG #2
	MS
	HA
	3,257 
	1,677 
	1,580 

	DEG #3
	Salt
	Salt + HA
	5,271 
	2,483 
	2,788 

	DEG #4
	HA
	Salt + HA
	2,582 
	1,075 
	1,507 
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Supplementary Figure S1. Number of expressed genes by treatment. (a) Number of expressed genes in each treatment averaged for three replicates and DEG sets for comparison. (b) Number of differentially (up- or down-) regulated genes in each DEG set.
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Supplementary Figure S2. Transcript levels of the most differentially regulated genes in DEG #3. Transcript levels of the 50 most up-regulated (a, log2 fold change ≥ 1) or down-regulated (b, log2 fold change ≤ -1) genes in DEG #3 represented as a heatmap.
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Supplementary Figure S3. GO term enrichment analysis of up-regulated genes in the main categories biological process, cellular component, and molecular function in DEG #3. The percentage of genes in our input list was compared to that in the background/reference.
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Supplementary Figure S4. GO term enrichment analysis of down-regulated genes in the main categories biological process, cellular component, and molecular function in DEG #3. The percentage of genes in our input list was compared to that in the background/reference.
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Supplementary Figure S5. GO term enrichment analysis of genes up-regulated in both DEG #2 and DEG #3. Representations are described in the Figure 3b legend.
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Supplementary Figure S6. GO term enrichment analysis of genes down-regulated in both DEG #2 and DEG #3. Representations are described in the Figure 3b legend.
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