	Debaryomyces hansenii
	0.4 M vs. 0M
	0.8 M vs. 0.4M

	Protein ID
	Gene
	log2(FC)
	-log(p-value)
	log2(FC)
	-log(p-value)

	A0A0V1Q6H8
	UBC4
	1.35
	1.45
	-1.88
	1.87

	B5RT65
	EDE1
	1.61
	1.41
	-2.47
	1.58

	B5RT82
	GLO3
	1.07
	1.62
	-1.01
	1.35

	B5RV58
	UBP6
	2.65
	2.79
	-1.48
	1.67

	P00043
	CYC1
	0.90
	1.75
	-1.42
	1.95

	Q6BHI3
	PDC1
	1.67
	1.60
	-1.43
	1.44

	Q6BHK9
	PBI2
	1.46
	3.42
	-2.27
	2.29

	Q6BHU7
	ECM33
	1.80
	1.97
	-2.05
	1.95

	Q6BI20
	ENO1
	0.44
	1.67
	-0.89
	1.97

	Q6BI95
	PAB1
	0.90
	1.48
	-1.92
	4.04

	Q6BKG7
	---
	1.33
	1.36
	-3.30
	1.38

	Q6BKG9
	---
	0.90
	2.08
	-1.78
	2.15

	Q6BKQ9
	TAL1
	0.52
	1.34
	-1.02
	1.66

	Q6BM36
	---
	1.44
	1.81
	-3.38
	3.00

	Q6BMA6
	---
	3.23
	1.42
	-4.97
	2.27

	Q6BME7
	MET17
	1.06
	1.39
	-1.15
	1.95

	Q6BMI8
	PPX1
	1.16
	1.57
	-1.65
	1.53

	Q6BMR8
	DSK2
	1.41
	2.29
	-1.37
	1.52

	Q6BMS8
	GCY1
	1.80
	2.40
	-1.68
	2.29

	Q6BN93
	PDI1
	1.59
	2.15
	-2.12
	2.57

	Q6BPD5
	---
	1.41
	1.32
	-2.66
	1.48

	Q6BPQ4
	GIS2
	1.22
	1.36
	-1.14
	1.37

	Q6BQ46
	FMO1
	0.98
	1.39
	-1.15
	1.39

	Q6BQV0
	ARF2
	1.03
	1.64
	-0.91
	1.95

	Q6BRB3
	PAN1
	1.22
	1.44
	-2.21
	1.83

	Q6BRJ8
	SSE1
	0.58
	1.80
	-1.04
	3.39

	Q6BSS4
	HSP12
	1.05
	2.06
	-2.83
	2.98

	Q6BU42
	TIM9
	1.03
	1.51
	-1.50
	1.66

	Q6BUL7
	TIF4632
	1.60
	1.54
	-1.80
	1.76

	Q6BUW2
	---
	1.39
	1.83
	-1.20
	1.47

	Q6BV61
	---
	1.52
	2.01
	-1.55
	1.99

	Q6BVI9
	NNR1
	4.67
	2.38
	-4.10
	2.35

	Q6BW03
	---
	0.54
	1.36
	-1.45
	2.14

	Q6BWA5
	IPP1
	0.48
	1.41
	-1.59
	2.98

	Q6BX02
	ADO1
	1.75
	2.18
	-1.12
	1.96

	Q6BX79
	RTN1
	1.09
	1.33
	-1.65
	1.78

	Q6BXA4
	COX4
	1.66
	2.21
	-1.47
	1.33

	Q6BXQ5
	HSP10
	1.72
	2.25
	-0.97
	1.54

	Q6BY41
	MLC1
	2.06
	3.08
	-1.88
	3.71

	Q6BYX1
	GRE2
	0.88
	1.38
	-1.67
	2.66


Supplementary Table 1. The 40 core salt-responsive proteins of Debaryomyces hansenii exhibiting a consistent "up-then-down" expression pattern across the salinity gradient.
[bookmark: _GoBack]*Proteins were identified by label-free quantitative proteomics and selected based on statistically significant (p < 0.05) upregulation from 0 M to 0.4 M NaCl and downregulation from 0.4 M to 0.8 M NaCl. Data are expressed as log2(fold-change) and -log₁₀(p-value) for each pairwise comparison. 
**Proteins lacking gene name annotations are indicated by "—" in the Gene column. Protein identifiers correspond to UniProt accession numbers.

