SUPPLEMENTARY MATERIAL


[bookmark: _GoBack]Supplementary Table 1: Fatty acid methyl ester composition (% distribution) in extracts from different extraction techniques and sample size.
	Fatty acid methyl ester 
	Soxhlet
extraction
	SC-CO2 extraction

	
	
	150 bars
	350 bars

	
	fine
	coarse
	fine
	coarse
	fine
	coarse

	C 16 (P)
	16.73
	15.09 
	16.22
	17.22
	17.11
	15.75

	C 18
	0.63
	0.72
	1.19
	0.67
	0.66
	0.75

	C 18:1 (O)
	12.42
	15.21
	17.84
	13.05
	12.88
	15.35

	C 18:2 (L)
	59.70
	60.08
	57.87
	60.31
	59.03
	59.61

	C 18:3 (α-L)
	6.03
	4.97
	4.76
	6.07
	5.95
	5.22

	C 20:1
	0.79
	0.63
	0.50
	0.83
	0.81
	0.63

	Others
	2.46
	2.40
	0.77
	0.60
	2.39
	1.83
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Supplementary Figure 1: Molecular weight distribution of extracted albumin/globulin fraction from (A) coarse bran, (B) fine bran, and (C) as mobile phase by SE-HPLC. 
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[bookmark: _Hlk493937178]Supplementary Figure 2: Molecular weight distribution of extracted prolamin fraction from (A) coarse bran, (B) fine bran, and (C) as mobile phase by SE-HPLC. 
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[image: ]Supplementary Figure 3: Molecular weight distribution of extracted glutelin fraction from (A) coarse bran, (B) fine bran, and (C) as mobile phase by SE-HPLC.




[image: ]
[image: ]
Supplementary Figure 4: Molecular weight distribution of extracted (A) albumin/globulin and (B) glutelin fractions from fine bran after enzyme activation and Osborne fractionation by SE-HPLC. 
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Supplementary Figure 5: FT-IR spectra of extracted (A) albumin/globulin, and (B) glutelin fractions from coarse bran after precipitation.
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Supplementary Figure 6: FT-IR spectra of extracted (A) albumin/globulin, and (B) glutelin fractions from fine bran after precipitation
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17-06-02-method optimization for protein-buffer #32 [modified by User]Methanol 60%UV_VIS_1

mAU

min

1 - 8,449 2 - 8,640 3 - 9,044 4 - 9,121 WVL:280 nm

C
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17-06-02-method optimization for protein-buffer #18 [2 peaks manually assigned]Cb-step 3UV_VIS_1

mAU

min

1 - 3,997 2 - 6,157 3 - 7,396 4 - 7,588 5 - 8,138 6 - 8,606 7 - 9,286 8 - 10,017 9 - 11,009 WVL:280 nm

A

21.68

13.99

7.62
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17-06-02-method optimization for protein-buffer #24 [modified by User, 1 peak manually assigned]Fb-step 3UV_VIS_1

mAU

min

1 - Cb-Step1-repeat - 3,987 2 - 7,388 3 - 7,578 4 - 8,129 5 - 8,599 6 - 9,268 7 - 10,000 8 - 10,969 WVL:280 nm

B

21.77

14

7.67
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17-06-02-method optimization for protein-buffer #30 [modified by User, 1 peak manually assigned]NaOHUV_VIS_1

mAU

min

1 - 3,957 2 - 7,785 WVL:280 nm

C
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17-06-02-method optimization for protein-buffer #26 [modified by User, 2 peaks manually assigned]Enzyme-Fb-step 1UV_VIS_1

mAU

min

1 - 7,098 2 - 7,572 3 - 7,707 4 - 7,819 5 - 8,027 6 - 8,596 7 - 8,838 8 - 9,252 9 - 9,700 10 - 12,196 WVL:280 nm

A

26.77

21.83

19.63

12.66

8.73
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17-06-02-method optimization for protein-buffer #28 [1 peak manually assigned]Enzyme-Fb-step 3UV_VIS_1

mAU

min

1 - Cb-Step1-repeat - 3,993 2 - 7,398 3 - 7,579 4 - 8,122 5 - 8,590 6 - 9,226 7 - 9,986 8 - 10,375 9 - 10,941 10 - 11,384 WVL:280 nm

B

21.77

14

7.72
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17-06-02-method optimization for protein-buffer #36 [modified by User, 2 peaks manually assigned]Cb-step 1-lyophlizedUV_VIS_1

mAU

min

1 - 3,674 2 - 3,941 3 - Cb-step 1 - 7,009 4 - 7,552 5 - 7,703 6 - 7,851 7 - 8,233 8 - 8,791 9 - 8,878 10 - 9,223 11 - 9,697 12 - 11,420 13 - 12,593 WVL:280 nm

117

104.2

27.82

22.02

16.42

50.20

61.3

12.91

37.11

A
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17-06-02-method optimization for protein-buffer #38 [modified by User, 1 peak manually assigned]Fb-step 1-lyophilizedUV_VIS_1

mAU

min

1 - 3,678 2 - 4,401 3 - Alcohol dehydrogenase - 5,173 4 - 5,638 5 - Carbonic anhydrase - 6,340 6 - 7,028 7 - 7,577 8 - 7,853 9 - 8,288 10 - 8,778 11 - 9,328 12 - 9,690 13 - 10,834 14 - 11,415 WVL:280 nm

116.73

50.2

37.11

27.6

21.78

16.34

12.9

B
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17-06-02-method optimization for protein-buffer #34 [modified by User]Na-phosphate bufferUV_VIS_1

mAU

min

1 - 7,738 2 - Buffer - 8,025 WVL:280 nm

C
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17-06-02-method optimization for protein-buffer #16 [modified by User]Cb-step 2UV_VIS_1

mAU

min

1 - 8,446 2 - 8,947 3 - 9,303 WVL:280 nm

A
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17-06-02-method optimization for protein-buffer #22Fb-step 2UV_VIS_1

mAU

min

1 - 8,458 2 - 8,516 3 - 8,678 WVL:280 nm

B


