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Supplementary Materials
Supplementary Table 1 The sensitivities of sensors contained in the PEN3 electronic nose sensor array.
	Sensor number
	Sensor name
	Performance description

	1
	W1C
	Aromatic compounds

	2
	W5S
	Broad range, react on nitrogen oxides

	3
	W3C
	Ammonia, aromatic compounds

	4
	W6S
	Hydrocarbons

	5
	W5C
	Alkanes, aromatic compounds

	6
	W1S
	Methane, broad range of compounds

	7
	W1W
	Sulfur compounds, terpenes

	8
	W2S
	Broad range, alcohols

	9
	W2W
	Organic sulfur compounds

	10
	W3S
	Methane, aliphatic compounds









Supplementary Fig. 1 PLS-DA diagram results of volatile flavor compounds during fermentation of BBP-meju with different salt concentrations. (A) Score scatter plot; (B) VIP plot.
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Supplementary Fig. 2 Rarefaction curves and shannon index curve for bacteria (A-B) and fungi (C- D).
[image: ]

Supplementary Table 2 The α-diversity of bacterial and fungal community during fermentation of BBP-meju with different salt concentrations.
	[bookmark: _Hlk164765521]Samples
	OTUs
	ACE
	Chao1
	Simpson
	Shannon
	Coverage

	
	Bacteria
	Fungi
	Bacteria
	Fungi
	Bacteria
	Fungi
	Bacteria
	Fungi
	Bacteria
	Fungi
	Bacteria
	Fungi

	L7a
	295
	153
	295.56
	153.75
	295.96
	153.45
	0.91
	0.36
	4.74
	1.84
	99.98%
	99.96%

	L7b
	362
	245
	362.18
	245.44
	362.43
	245.24
	0.92
	0.67
	4.82
	3.44
	99.96%
	99.97%

	L7c
	221
	360
	221.23
	360.14
	221.13
	360.12
	0.8
	0.95
	3.75
	5.54
	99.97%
	99.98%

	M7a
	742
	200
	742.43
	200.38
	742.36
	200.47
	0.98
	0.56
	7.41
	2.8
	99.98%
	99.98%

	M7b
	680
	182
	680.29
	182.73
	680.08
	182.43
	0.97
	0.47
	6.78
	2.37
	99.99%
	99.97%

	M7c
	557
	195
	557.36
	195.17
	557.73
	195.61
	0.95
	0.48
	6.23
	2.4
	99.93%
	99.96%

	H7a
	498
	283
	498.07
	283.82
	498.43
	283.16
	0.95
	0.75
	5.78
	3.95
	99.98%
	99.97%

	H7b
	233
	161
	233.13
	161.77
	233.66
	161.85
	0.95
	0.43
	4.99
	2.13
	99.96%
	99.96%

	H7c
	299
	205
	299.21
	205.34
	299
	205.33
	0.86
	0.52
	4.1
	2.58
	99.94%
	99.98%

	L35a
	230
	277
	230.36
	277.17
	230.28
	277.22
	0.8
	0.74
	3.64
	3.8
	99.96%
	99.98%

	L35b
	327
	212
	327.25
	212.44
	327.34
	212.04
	0.94
	0.55
	5.23
	2.82
	99.98%
	99.95%

	L35c
	282
	271
	282.19
	271.73
	282.34
	271.77
	0.95
	0.69
	5.31
	3.59
	99.95%
	99.92%

	M35a
	993
	112
	993.73
	112.43
	993.07
	112.93
	0.97
	0.24
	7.32
	1.26
	99.96%
	99.93%

	M35b
	885
	171
	885.14
	171.36
	885.53
	171.61
	0.98
	0.48
	7.74
	2.39
	99.95%
	99.97%

	M35c
	548
	157
	548.16
	157.53
	548.82
	157.87
	0.84
	0.36
	4.73
	1.8
	99.97%
	99.92%

	H35a
	443
	210
	443.45
	210.06
	443.54
	210.43
	0.96
	0.57
	5.72
	2.79
	99.97%
	99.99%

	H35b
	246
	292
	246.29
	292.36
	246.13
	292.81
	0.74
	0.82
	3.37
	4.38
	99.98%
	99.93%

	H35c
	307
	184
	307.43
	184.99
	307.64
	184.09
	0.84
	0.6
	4.03
	2.85
	99.98%
	99.95%


ACE: Abundance-based Coverage Estimator.
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