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Table S1: In silico evaluation of potential bioactivity and taste of pork liver hidrolyzates.
	Sample code
	Total Peptides
	Bioactive 
Peptides > 0.5a
	Bioactive Peptides > 0.9
	Umami Peptidesb
	Bitter peptides
	% Bioactive peptides >0.5c
	% Bioactive peptides >0.9
	% Umami
Peptides
	% Bitter peptides

	C1_1
	101
	15
	1
	63
	24
	14.85
	0.99
	62.38
	23.76

	C1_2
	5184
	1312
	55
	2150
	1402
	25.31
	1.06
	41.47
	27.04

	C1_3
	2979
	774
	35
	1198
	751
	25.98
	1.17
	40.21
	25.21

	C1_4
	76
	16
	1
	50
	18
	21.05
	1.32
	65.79
	23.68

	C1_5
	4951
	1264
	51
	2266
	1568
	25.53
	1.03
	43.71
	30.25

	C1_6
	3082
	855
	44
	1236
	828
	27.74
	1.43
	40.10
	26.87

	C1_7
	52
	12
	3
	31
	9
	23.08
	5.77
	59.62
	17.31

	C1_8
	4958
	1268
	43
	2072
	1306
	25.57
	0.87
	41.79
	26.34

	C1_9
	1737
	558
	28
	620
	398
	32.12
	1.61
	35.69
	22.91

	C1_10
	56
	8
	0
	38
	12
	14.29
	0.00
	67.86
	21.43

	C1_11
	3622
	974
	36
	1465
	1008
	26.89
	0.99
	40.45
	27.83

	C1_12
	5216
	1316
	52
	2188
	1417
	25.23
	1.00
	41.95
	27.17

	C1_13
	30
	4
	0
	19
	6
	13.33
	0.00
	63.33
	20.00

	C1_14
	1845
	510
	23
	733
	441
	27.64
	1.25
	39.73
	23.90

	C1_15
	1324
	367
	18
	493
	308
	27.72
	1.36
	37.24
	23.26

	C1_16
	51
	12
	0
	30
	12
	23.53
	0.00
	58.82
	23.53

	C1_17
	866
	106
	2
	420
	176
	12.24
	0.23
	48.50
	20.32

	C1_18
	890
	105
	2
	454
	180
	11.80
	0.22
	51.01
	20.22

	C1_19
	53
	13
	0
	31
	9
	24.53
	0.00
	58.49
	16.98

	C1_20
	1092
	134
	2
	481
	244
	12.27
	0.18
	44.05
	22.34

	C1_21
	1282
	162
	2
	589
	305
	12.64
	0.16
	45.94
	23.79

	C2_1
	2054
	503
	17
	831
	562
	24.49
	0.83
	40.46
	27.36

	C2_2
	1729
	448
	19
	681
	483
	25.91
	1.10
	39.39
	27.94

	C2_3
	900
	287
	8
	291
	231
	31.89
	0.89
	32.33
	25.67

	C2_4
	655
	174
	12
	280
	199
	26.56
	1.83
	42.75
	30.38

	C2_5
	179
	42
	2
	68
	51
	23.46
	1.12
	37.99
	28.49

	C2_6
	168
	67
	5
	48
	59
	39.88
	2.98
	28.57
	35.11


a Peptide bioactivity was ranked using the in silico tool PeptideRanker (http://distilldeep.ucd.ie/PeptideRanker/). Scores above 0.5 indicate potential bioactivity.
b Umami peptides were evaluated using the in silico tool UMPred-FRL (https://pmlabstack.pythonanywhere.com/UMPred-FRL), and the bitter peptides using BERT4Bitter (https://pmlab.pythonanywhere.com/BERT4Bitter). All websites’ tools were accessed 05 September 2025.   
c The percentages of bioactive, umami, and bitter peptides were calculated by dividing the number of peptides in each category by the total number of peptides and then multiplying the result by 100.


	Table S2: Protein of origin and location of bioactive peptides ranked higher than 0.9 in PeptideRanker.

	Nº
	Peptide Sequence
	Protein of origin
	Peptide Location
	Nº
	Peptide Sequence
	Protein of origin
	Peptide Location

	1
	AGQAFRKFLPLF
	10 kDa heat shock protein, mitochondrial
	C1_1,C1_4,C1_17,C1_18,C1_20,C1_21
	47
	RDPFPDFFSPVL
	Fibrinogen alpha chain
	C1_2,C1_5,C1_8,C1_11,C1_12

	2
	AFMKKYLLPILGIFLAYYYYS
	Corticosteroid 11-beta-dehydrogenase isozyme 1
	C1_2,C1_3,C1_6,C1_14, C2_2
	48
	SDGYFRF
	Acyl-CoA synthetase medium chain family member 4
	C1_2,C1_5,C1_8,C1_12

	3
	AFMKKYLLPILGIFLAYYYYSA
	Corticosteroid 11-beta-dehydrogenase isozyme 1
	C1_2,C1_3,C1_5, C1_6,C1_11, C1_14,C1_15,C2_1,C2_2 
	49
	SDMKHWPF
	Heat shock cognate 71 kDa protein isoform X1
	C1_2,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12

	4
	AFMKKYLLPILGIFLAYYYYSAN
	Corticosteroid 11-beta-dehydrogenase isozyme 1
	C1_2,C1_3,C1_5,C1_6,C1_11,C1_12,C1_14,C1_15, C2_1,C2_2
	50
	SDYPPLGRF
	Eukaryotic translation elongation factor 1 alpha 1
	C1_2,C1_12,C2_1,C2_2

	5
	AGQAFRKFLPL
	10 kDa heat shock protein, mitochondrial
	C1_2,C1_3,C1_6,C1_8,C1_11,C1_12
	51
	SIDKWFL
	Carbamoyl-phosphate synthase ammonia, mitochondrial
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_11,C1_12

	6
	ANMPWFK
	Eukaryotic translation elongation factor 1 alpha 1
	C1_2,C1_3,C1_5,C1_6, C1_8, C1_9, C1_11,C1_12,C1_14,C1_15
	52
	SMIDYLIWPWFERL
	Glutathione S-transferase omega-1
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C2_1

	7
	ANMPWFKGW
	Eukaryotic translation elongation factor 1 alpha 1
	C1_2,C1_5, C1_8, C1_9, C1_11,C1_12
	53
	SRDPFPDFFSPVL
	Fibrinogen alpha chain
	C1_2,C1_5,C1_8,C1_11,C1_12

	8
	APPQGPRAPLEFGGPL
	Delta(14)-sterol reductase isoform 1
	C1_2,C1_3,C1_5,C1_6,C1_9,C1_12,C2_1
	54
	VDKFPLFM
	Glycerol-3-phosphate dehydrogenase 
	C1_2,C1_5,C1_8,C1_12

	9
	DAGHPLYPF
	Aldo-keto reductase family 1 member A1
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12
	55
	WDFEFPRPLLPNFEFIGGF
	UDP-glucuronosyltransferase
	C1_2,C1_8,C2_1

	10
	DDRFLYF
	Methanethiol oxidase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12, C2_1, C2_2, C2_3, C2_4 
	56
	YFPHFNL
	Hemoglobin subunit alpha
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_11,C1_12,C1_14,C2_1,C2_2,C2_4

	11
	DFPGFYDDGFLK
	Ribosyldihydronicotinamide dehydrogenase quinone isoform 1
	C1_2, C1_5, C1_8,C1_12
	57
	DDWDFLPPK
	Calreticulin
	C1_3,C1_5,C1_6,C1_9,C1_11,C1_12,C1_14,C1_15, C2_6

	12
	DGSWFEWFH
	Sulfurtransferase
	C1_2,C1_6,C1_8,C1_12
	58
	DFPRPLLPNF
	UDP-glucuronosyltransferase
	C1_3,C1_6,C1_12

	13
	DSDGYFRF
	Acyl-CoA synthetase medium chain family member 4
	C1_2,C1_5
	59
	DRPFFPGLV
	Nucleoside diphosphate kinase B
	C1_3,C1_6

	14
	DWAAKGPFLL
	Aconitase 1, soluble
	C1_2,C1_5, C1_8,C1_12.
	60
	DWPIAPFPRL
	4-aminobutyrate aminotransferase, mitochondrial
	C1_3,C1_6,C1_9,C1_12,C1_14,C1_15

	15
	DWGDNGFFK
	Cathepsin B
	C1_2,C1_3,C1_5,C1_8,C1_12
	61
	GHVVLSPVWFLYSLLMKLFQR
	NADH-cytochrome b5 reductase
	C1_3,C1_6,C1_7,C1_9,C1_12,C1_14,C1_15,C2_1,C2_2,C2_4,C2_6

	16
	DYYWWVRM
	3-hydroxybutyrate dehydrogenase 1
	C1_2
	62
	GHVVLSPVWFLYSLLMKLFQRSTPA
	NADH-cytochrome b5 reductase
	C1_3,C1_6,C1_9,C1_14,C1_15,C2_1,C2_2

	17
	EFPRPLLPNFDFVGGL
	UDP-glucuronosyltransferase
	C1_2
	63
	GNQVPRPGFF
	10-formyltetrahydrofolate dehydrogenase
	C1_3,C1_5,C1_6,C1_8,C1_12

	18
	EFPRPLLPNFEFIGGF
	UDP-glucuronosyltransferase
	C1_2
	64
	ILPRIPEWWLL
	Acyl-CoA synthetase medium chain family member 4
	C1_3,C1_6,C1_9,C1_11,C1_14,C1_15

	19
	EPPYWPM
	Bile acid-CoA:amino acid N-acyltransferase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_14,C1_15, C2_1,C2_2,C2_3
	65
	SGPPPPPPGPPPPPVPT
	Adenylyl cyclase-associated protein
	C1_3,C1_6,C1_9,C1_11,C1_12,C1_14,C1_15,C2_1,C2_2,C2_3

	20
	FGWLIPR
	Carboxylic ester hydrolase
	C1_2,C1_5,C1_8,C1_11
	66
	SSKGSLGGGFSSGGFSGGSF
	Keratin, type I cytoskeletal 10
	C1_3,C1_5

	21
	FKPSPFTPL
	[bookmark: _GoBack]Aldehyde dehydrogenase 9 family member A1
	C1_2,C1_5,C1_8,C1_9,C1_11,C1_12
	67
	GVNVEPFWPGLF
	60S acidic ribosomal protein P1
	C1_5

	22
	FLPPGEGPFPGIIDLF
	Bile acid-CoA:amino acid N-acyltransferase
	C1_2,C1_5,C1_6,C1_8,C1_12, C2_4
	68
	GIPGPRPLPYFGNIL
	Cytochrome P450 3A
	C1_5

	23
	GDDMFHW
	Ubiquitin-conjugating enzyme E2 D2
	C1_2,C1_3,C1_5,C1_8,C1_9
	69
	KQPWPGIM
	propionate--CoA ligase
	C1_5,C1_8,C1_9,C1_11,C1_12

	24
	GDGWWGPGSRPA
	Epoxide hydrolase 1
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9, C1_11,C1_12,C1_14,C1_15, C2_1, C2_2, C2_3
	70
	SDPPLKFM
	Heterogeneous nuclear ribonucleoprotein F
	C1_5,C1_8,C1_9,C1_12

	25
	GGHAPFIVF
	Succinate-semialdehyde dehydrogenase
	C1_2,C1_5,C1_8,C1_12
	71
	WDFDFPRPLLPNFEFIGGF
	UDP-glucuronosyltransferase
	C1_5

	26
	GGNQVPRPGFF
	10-formyltetrahydrofolate dehydrogenase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_13,C1_14
	72
	DFPRPLLPNFEFIGGF
	UDP-glucuronosyltransferase
	C1_6

	27
	GGVAPRPGFGLSPIFPGGGA
	Elastin
	C1_2,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_14, C2_1
	73
	GGVAPRPGFGL
	Elastin
	C1_6,C1_9,C1_11,C1_14,C1_15

	28
	GHAGIPFLL
	Estradiol 17-beta-dehydrogenase 11
	C1_2,C1_5
	74
	DIPSFDWPIAPFPRL
	4-aminobutyrate aminotransferase, mitochondrial
	C1_6

	29
	GIPGPRPLPYFGN
	Cytochrome P450 3A
	C1_2,C1_3,C1_5,C1_6,C1_11,C1_12
	75
	LFLPPGEGPFPGIIDLF
	Bile acid-CoA:amino acid N-acyltransferase
	C1_6,C1_15,C2_4

	30
	GLFWSLKPEKPFGRLL
	Bile acid-CoA:amino acid N-acyltransferase
	C1_2,C1_5,C1_6,C1_8,C1_11,C1_12,C1_14,C1_15
	76
	MDALVRLLQLLVLLLTLPLHLM
	Methyltransferase like 7B
	C1_6

	31
	GLPHWPM
	Carboxylic ester hydrolase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_14, C2_3
	77
	MWLYLAVLVGLYYLLRWYRERQM
	17-beta-hydroxysteroid dehydrogenase type 6
	C1_6

	32
	GNVPYGSWFDHIRGWLPM
	Sulfotransferase
	C1_2
	78
	MDALVRLLQLLVLLLTLPLHL
	Methyltransferase like 7B
	C1_6,C1_7

	33
	GPNDQYKFF
	Cytochrome c oxidase subunit NDUFA4
	C1_2,C1_3,C1_5,C1_8,C1_11,C1_12
	79
	VIGDWLNLVFKWILFGQRPYWWVL
	Glucose-6-phosphatase
	C1_6,C1_7, C2_4, C2_6

	34
	GQIIPWNFPLVMLIWKIGPA
	Aldehyde dehydrogenase domain-containing protein
	C1_2,C1_3,C1_9,C1_12,C1_14,C2_2
	80
	DPFAMRPF
	phosphoenolpyruvate carboxykinase (GTP)
	C1_8,C1_11,C1_12

	35
	GSVNMPFMNF
	Sulfurtransferase
	C1_2,C1_5,C1_8
	81
	YDFWYQPR
	Methanethiol oxidase
	C1_8

	36
	GVPFAKPPLGSL
	Carboxylic ester hydrolase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_15,C2_1,C2_2,C2_3,C2_4,C2_5
	82
	GKPIYHFM
	Enoyl reductase (ER) domain-containing protein
	C1_12

	37
	GYDFWYQPR
	Methanethiol oxidase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_11,C1_12,C1_14,C2_2,C2_4
	83
	LPPGPFPLPIVGN
	Cytochrome P450 2E1
	C1_12,C2_6

	38
	HDPFAMRPF
	phosphoenolpyruvate carboxykinase (GTP)
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12
	84
	KLPPGPFPLPIVGN
	Cytochrome P450 2E1
	C1_12

	39
	HKPDFGRF
	Calreticulin
	C1_2,C1_5
	85
	DWDFLPPK
	Calreticulin
	C1_14,C1_15

	40
	KDPDMVWDFW
	Catalase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C1_14
	86
	AAPALDFSLKLF
	Nicotinate-nucleotide pyrophosphorylase [carboxylating]
	C1_14, C2_4

	41
	KDRPFFPGL
	Nucleoside diphosphate kinase B
	C1_2,C1_5,C1_8,C1_11,C1_12,C1_15
	87
	SGYFHPLL
	Delta-aminolevulinic acid dehydratase
	C1_17,C1_18,C1_20,C1_21

	42
	KQEFGWLLPTMM
	Carboxylic ester hydrolase
	C1_2,C1_6,C1_8
	88
	GPPPPPPGPPPPPVPT
	Adenylyl cyclase-associated protein
	C2_1,C2_2,C2_3,C2_4,C2_6

	43
	KSFPPFQKVMLPPNTF
	2,4-dienoyl-CoA reductase 1
	C1_2,C1_5,C1_12
	89
	VVLSPVWFLYSLLMKLFQRSTPAIT
	NADH-cytochrome b5 reductase
	C2_2

	44
	LPPGEGPFPGIIDLF
	Bile acid-CoA:amino acid N-acyltransferase
	C1_2,C1_3,C1_5,C1_6,C1_8,C1_9,C1_11,C1_12,C2_1,C2_2,C2_3,C2_4,C2_5 
	90
	WSHDPFEGF
	Aminoacylase-1
	C2_2

	45
	NMPWFKGW
	Eukaryotic translation elongation factor 1 alpha 1
	C1_2,C1_5
	91
	GFIDLPEFPF
	Hcy-binding domain-containing protein
	C2_2

	46
	RDPFPDFF
	Fibrinogen alpha chain
	C1_2,C1_11,C1_12
	92
	GPPPPPPGPPPPP
	Adenylyl cyclase-associated protein
	C2_4





	[bookmark: _Hlk180178021]Table S3: In silico potential antimicrobial activity against specific bacteria of bioactive peptides ranked above 0.9 on PeptideRanker. 

	Nº
	Peptide Sequence
	P.aeruginosaab
AMPsec
	S.aureus
AMPsec
	K.pneumoniae
Clusterization
	A.baumannii
BG
	B.Subtilis
BG
	Nº
	Peptide Sequence
	P.aeruginosa
AMPsec
	S.aureus
AMPsec
	K.pneumoniae
Clusterization
	A.baumannii
BG
	B.Subtilis
BG

	1
	AGQAFRKFLPLF
	Yes
	Yes
	No
	No
	Yes
	47
	RDPFPDFFSPVL
	No
	No
	No
	No
	No

	2
	AFMKKYLLPILGIFLAYYYYS
	No
	No
	No
	No
	No
	48
	SDGYFRF
	No
	No
	Yes
	No
	No

	3
	AFMKKYLLPILGIFLAYYYYSA
	No
	No
	No
	No
	No
	49
	SDMKHWPF
	No
	No
	No
	No
	No

	4
	AFMKKYLLPILGIFLAYYYYSAN
	No
	No
	No
	No
	No
	50
	SDYPPLGRF
	No
	No
	Yes
	No
	No

	5
	AGQAFRKFLPL
	Yes
	Yes
	No
	No
	Yes
	51
	SIDKWFL
	No
	No
	No
	No
	No

	6
	ANMPWFK
	No
	No
	No
	No
	No
	52
	SMIDYLIWPWFERL
	No
	No
	No
	No
	No

	7
	ANMPWFKGW
	No
	No
	Yes
	No
	No
	53
	SRDPFPDFFSPVL
	No
	No
	Yes
	No
	No

	8
	APPQGPRAPLEFGGPL
	No
	No
	Yes
	No
	No
	54
	VDKFPLFM
	No
	No
	No
	No
	No

	9
	DAGHPLYPF
	No
	No
	No
	No
	No
	55
	WDFEFPRPLLPNFEFIGGF
	No
	No
	Yes
	No
	No

	10
	DDRFLYF
	No
	No
	Yes
	No
	No
	56
	YFPHFNL
	No
	No
	No
	No
	No

	11
	DFPGFYDDGFLK
	No
	No
	No
	No
	No
	57
	DDWDFLPPK
	No
	No
	No
	No
	No

	12
	DGSWFEWFH
	No
	No
	No
	No
	No
	58
	DFPRPLLPNF
	No
	No
	No
	No
	No

	13
	DSDGYFRF
	No
	No
	Yes
	No
	No
	59
	DRPFFPGLV
	No
	No
	Yes
	No
	No

	14
	DWAAKGPFLL
	No
	No
	No
	No
	No
	60
	DWPIAPFPRL
	No
	No
	No
	No
	No

	15
	DWGDNGFFK
	No
	No
	Yes
	No
	No
	61
	GHVVLSPVWFLYSLLMKLFQR
	No
	No
	No
	No
	No

	16
	DYYWWVRM
	Yes
	Yes
	No
	No
	No
	62
	GHVVLSPVWFLYSLLMKLFQRSTPA
	No
	No
	Yes
	No
	No

	17
	EFPRPLLPNFDFVGGL
	No
	No
	Yes
	No
	No
	63
	GNQVPRPGFF
	No
	No
	Yes
	No
	No

	18
	EFPRPLLPNFEFIGGF
	No
	No
	Yes
	No
	No
	64
	ILPRIPEWWLL
	No
	No
	No
	No
	No

	19
	EPPYWPM
	No
	No
	No
	No
	No
	65
	SGPPPPPPGPPPPPVPT
	No
	No
	No
	No
	No

	20
	FGWLIPR
	No
	No
	No
	No
	No
	66
	SSKGSLGGGFSSGGFSGGSF
	No
	No
	Yes
	No
	No

	21
	FKPSPFTPL
	No
	No
	Yes
	No
	No
	67
	GVNVEPFWPGLF
	No
	No
	No
	No
	No

	22
	FLPPGEGPFPGIIDLF
	No
	No
	Yes
	No
	No
	68
	GIPGPRPLPYFGNIL
	No
	No
	Yes
	No
	No

	23
	GDDMFHW
	No
	No
	Yes
	No
	No
	69
	KQPWPGIM
	No
	No
	No
	No
	No

	24
	GDGWWGPGSRPA
	No
	No
	No
	No
	No
	70
	SDPPLKFM
	No
	No
	Yes
	No
	No

	25
	GGHAPFIVF
	No
	No
	Yes
	No
	No
	71
	WDFDFPRPLLPNFEFIGGF
	No
	No
	Yes
	No
	No

	26
	GGNQVPRPGFF
	No
	No
	Yes
	No
	No
	72
	DFPRPLLPNFEFIGGF
	No
	No
	Yes
	No
	No

	27
	GGVAPRPGFGLSPIFPGGGA
	No
	No
	Yes
	No
	No
	73
	GGVAPRPGFGL
	No
	No
	Yes
	No
	No

	28
	GHAGIPFLL
	No
	No
	No
	No
	No
	74
	DIPSFDWPIAPFPRL
	No
	No
	No
	No
	No

	29
	GIPGPRPLPYFGN
	No
	No
	Yes
	No
	No
	75
	LFLPPGEGPFPGIIDLF
	No
	No
	Yes
	No
	No

	30
	GLFWSLKPEKPFGRLL
	No
	No
	Yes
	No
	No
	76
	MDALVRLLQLLVLLLTLPLHLM
	No
	No
	No
	No
	No

	31
	GLPHWPM
	No
	No
	No
	No
	No
	77
	MWLYLAVLVGLYYLLRWYRERQM
	No
	No
	No
	No
	No

	32
	GNVPYGSWFDHIRGWLPM
	No
	No
	Yes
	No
	No
	78
	MDALVRLLQLLVLLLTLPLHL
	No
	No
	No
	No
	No

	33
	GPNDQYKFF
	No
	No
	Yes
	No
	No
	79
	VIGDWLNLVFKWILFGQRPYWWVL
	No
	No
	Yes
	Yes
	No

	34
	GQIIPWNFPLVMLIWKIGPA
	No
	No
	No
	No
	No
	80
	DPFAMRPF
	No
	No
	No
	No
	No

	35
	GSVNMPFMNF
	No
	No
	No
	No
	No
	81
	YDFWYQPR
	No
	No
	No
	No
	No

	36
	GVPFAKPPLGSL
	No
	No
	Yes
	No
	No
	82
	GKPIYHFM
	No
	No
	Yes
	No
	No

	37
	GYDFWYQPR
	No
	No
	No
	No
	No
	83
	LPPGPFPLPIVGN
	No
	No
	No
	No
	No

	38
	HDPFAMRPF
	No
	No
	Yes
	No
	No
	84
	KLPPGPFPLPIVGN
	No
	No
	No
	No
	No

	39
	HKPDFGRF
	No
	No
	Yes
	No
	No
	85
	DWDFLPPK
	No
	No
	No
	No
	No

	40
	KDPDMVWDFW
	No
	No
	No
	No
	No
	86
	AAPALDFSLKLF
	No
	No
	No
	No
	No

	41
	KDRPFFPGL
	No
	No
	Yes
	No
	No
	87
	SGYFHPLL
	No
	No
	No
	No
	No

	42
	KQEFGWLLPTMM
	No
	No
	Yes
	No
	No
	88
	GPPPPPPGPPPPPVPT
	No
	No
	No
	No
	No

	43
	KSFPPFQKVMLPPNTF
	No
	No
	Yes
	No
	No
	89
	VVLSPVWFLYSLLMKLFQRSTPAIT
	No
	No
	No
	No
	No

	44
	LPPGEGPFPGIIDLF
	No
	No
	Yes
	No
	No
	90
	WSHDPFEGF
	No
	No
	No
	No
	No

	45
	NMPWFKGW
	No
	No
	Yes
	No
	No
	91
	GFIDLPEFPF
	No
	No
	No
	No
	No

	46
	RDPFPDFF
	No
	No
	No
	No
	No
	92
	GPPPPPPGPPPPP
	No
	No
	No
	No
	No


a Potential antimicrobial power specific activities were evaluated using the DBAASP tool (https://dbaasp.org/tools?page=linear-amp-prediction) (accessed 05 September 2025). b The acronyms mean the following terms: AMPsec: Strain-specific antibacterial prediction based on ML approaches and data on AMP sequences, Clusterization: Strain-specific antibacterial prediction based on "clusterization" approach and data on peptides,  BG: Strain-specific antibacterial prediction based on ML approaches and data on peptide sequences and bacterial genomes, P.aeruginosa : Pseudomonas aeruginosa ATCC 27853,  S.aureus: Staphylococcus aureus ATCC 25923, K.pneumoniae : Klebsiella pneumoniae,  A.baumannii : Acinetobacter baumannii ATCC 19606, B.subtilis :Bacillus subtilis ATCC 6633.
	[bookmark: _Hlk190682055]Table S4 : In silico analysis of potential physico-chemical properties of bioactive peptides ranked above 0.9 on PeptideRanker

	Nº
	Peptide Sequence
	Hydrophobicitya
	Steric hindrance
	Amphipathicity
	Charge
	Nº
	Peptide Sequence
	Hydrophobicity
	Steric hindrance
	Amphipathicity
	Charge

	1
	AGQAFRKFLPLF
	-0.01
	0.61
	0.61
	2
	47
	RDPFPDFFSPVL
	-0.06
	0.6
	0.2
	-1

	2
	AFMKKYLLPILGIFLAYYYYS
	0.16
	0.63
	0.35
	2
	48
	SDGYFRF
	-0.19
	0.68
	0.35
	0

	3
	AFMKKYLLPILGIFLAYYYYSA
	0.16
	0.62
	0.33
	2
	49
	SDMKHWPF
	-0.16
	0.54
	0.64
	0.5

	4
	AFMKKYLLPILGIFLAYYYYSAN
	0.13
	0.63
	0.32
	2
	50
	SDYPPLGRF
	-0.17
	0.59
	0.27
	0

	5
	AGQAFRKFLPL
	-0.06
	0.6
	0.67
	2
	51
	SIDKWFL
	0.02
	0.63
	0.52
	0

	6
	ANMPWFK
	-0.05
	0.61
	0.52
	1
	52
	SMIDYLIWPWFERL
	0.05
	0.62
	0.27
	-1

	7
	ANMPWFKGW
	0.02
	0.61
	0.41
	1
	53
	SRDPFPDFFSPVL
	-0.08
	0.59
	0.19
	-1

	8
	APPQGPRAPLEFGGPL
	-0.05
	0.54
	0.31
	0
	54
	VDKFPLFM
	0.08
	0.65
	0.46
	0

	9
	DAGHPLYPF
	0.03
	0.51
	0.16
	-0.5
	55
	WDFEFPRPLLPNFEFIGGF
	0.05
	0.62
	0.26
	-2

	10
	DDRFLYF
	-0.2
	0.69
	0.35
	-1
	56
	YFPHFNL
	0.09
	0.54
	0.21
	0.5

	11
	DFPGFYDDGFLK
	-0.05
	0.67
	0.31
	-2
	57
	DDWDFLPPK
	-0.21
	0.6
	0.41
	-2

	12
	DGSWFEWFH
	0.01
	0.56
	0.3
	-1.5
	58
	DFPRPLLPNF
	-0.1
	0.57
	0.25
	0

	13
	DSDGYFRF
	-0.26
	0.69
	0.31
	-1
	59
	DRPFFPGLV
	-0.02
	0.61
	0.27
	0

	14
	DWAAKGPFLL
	0.08
	0.58
	0.37
	0
	60
	DWPIAPFPRL
	-0.02
	0.55
	0.25
	0

	15
	DWGDNGFFK
	-0.14
	0.69
	0.41
	-1
	61
	GHVVLSPVWFLYSLLMKLFQR
	0.08
	0.58
	0.42
	2.5

	16
	DYYWWVRM
	-0.11
	0.67
	0.31
	0
	62
	GHVVLSPVWFLYSLLMKLFQRSTPA
	0.06
	0.57
	0.35
	2.5

	17
	EFPRPLLPNFDFVGGL
	0.02
	0.61
	0.23
	-1
	63
	GNQVPRPGFF
	-0.11
	0.63
	0.37
	1

	18
	EFPRPLLPNFEFIGGF
	0.04
	0.61
	0.31
	-1
	64
	ILPRIPEWWLL
	0.12
	0.55
	0.34
	0

	19
	EPPYWPM
	-0.03
	0.53
	0.18
	-1
	65
	SGPPPPPPGPPPPPVPT
	-0.02
	0.44
	0
	0

	20
	FGWLIPR
	0.08
	0.59
	0.35
	1
	66
	SSKGSLGGGFSSGGFSGGSF
	0.04
	0.62
	0.18
	1

	21
	FKPSPFTPL
	0
	0.53
	0.41
	1
	67
	GVNVEPFWPGLF
	0.18
	0.61
	0.11
	-1

	22
	FLPPGEGPFPGIIDLF
	0.2
	0.59
	0.08
	-2
	68
	GIPGPRPLPYFGNIL
	0.06
	0.59
	0.16
	1

	23
	GDDMFHW
	-0.06
	0.6
	0.21
	-1.5
	69
	KQPWPGIM
	-0.05
	0.59
	0.61
	1

	24
	GDGWWGPGSRPA
	-0.1
	0.58
	0.2
	0
	70
	SDPPLKFM
	-0.1
	0.59
	0.46
	0

	25
	GGHAPFIVF
	0.29
	0.56
	0.16
	0.5
	71
	WDFDFPRPLLPNFEFIGGF
	0.05
	0.62
	0.2
	-2

	26
	GGNQVPRPGFF
	-0.09
	0.63
	0.34
	1
	72
	DFPRPLLPNFEFIGGF
	0.04
	0.62
	0.23
	-1

	27
	GGVAPRPGFGLSPIFPGGGA
	0.12
	0.59
	0.12
	1
	73
	GGVAPRPGFGL
	0.06
	0.6
	0.22
	1

	28
	GHAGIPFLL
	0.28
	0.52
	0.16
	0.5
	74
	DIPSFDWPIAPFPRL
	0.01
	0.57
	0.16
	-1

	29
	GIPGPRPLPYFGN
	-0.02
	0.58
	0.19
	1
	75
	LFLPPGEGPFPGIIDLF
	0.22
	0.59
	0.07
	-2

	30
	GLFWSLKPEKPFGRLL
	-0.06
	0.58
	0.69
	2
	76
	MDALVRLLQLLVLLLTLPLHLM
	0.18
	0.56
	0.23
	0.5

	31
	GLPHWPM
	0.11
	0.46
	0.21
	0.5
	77
	MWLYLAVLVGLYYLLRWYRERQM
	-0.03
	0.63
	0.43
	2

	32
	GNVPYGSWFDHIRGWLPM
	0
	0.59
	0.22
	0.5
	78
	MDALVRLLQLLVLLLTLPLHL
	0.17
	0.55
	0.25
	0.5

	33
	GPNDQYKFF
	-0.2
	0.67
	0.55
	0
	79
	VIGDWLNLVFKWILFGQRPYWWVL
	0.14
	0.62
	0.31
	1

	34
	GQIIPWNFPLVMLIWKIGPA
	0.2
	0.61
	0.25
	1
	80
	DPFAMRPF
	-0.11
	0.61
	0.31
	0

	35
	GSVNMPFMNF
	0.08
	0.68
	0
	0
	81
	YDFWYQPR
	-0.28
	0.64
	0.46
	0

	36
	GVPFAKPPLGSL
	0.1
	0.55
	0.31
	1
	82
	GKPIYHFM
	0.03
	0.58
	0.64
	1.5

	37
	GYDFWYQPR
	-0.23
	0.64
	0.41
	0
	83
	LPPGPFPLPIVGN
	0.17
	0.54
	0
	0

	38
	HDPFAMRPF
	-0.14
	0.54
	0.43
	0.5
	84
	KLPPGPFPLPIVGN
	0.08
	0.55
	0.26
	1

	39
	HKPDFGRF
	-0.33
	0.57
	0.95
	1.5
	85
	DWDFLPPK
	-0.15
	0.58
	0.46
	-1

	40
	KDPDMVWDFW
	-0.12
	0.65
	0.37
	-2
	86
	AAPALDFSLKLF
	0.12
	0.57
	0.31
	0

	41
	KDRPFFPGL
	-0.2
	0.61
	0.68
	1
	87
	SGYFHPLL
	0.14
	0.5
	0.18
	0.5

	42
	KQEFGWLLPTMM
	0
	0.62
	0.52
	0
	88
	GPPPPPPGPPPPPVPT
	-0.01
	0.43
	0
	0

	43
	KSFPPFQKVMLPPNTF
	-0.07
	0.59
	0.54
	2
	89
	VVLSPVWFLYSLLMKLFQRSTPAIT
	0.09
	0.59
	0.29
	2

	44
	LPPGEGPFPGIIDLF
	0.17
	0.59
	0.08
	-2
	90
	WSHDPFEGF
	-0.04
	0.55
	0.3
	-1.5

	45
	NMPWFKGW
	-0.01
	0.62
	0.46
	1
	91
	GFIDLPEFPF
	0.18
	0.62
	0.13
	-2

	46
	RDPFPDFF
	-0.19
	0.63
	0.31
	-1
	92
	GPPPPPPGPPPPP
	-0.03
	0.41
	0
	0


a Potential physico-chemical properties were obtained from ToxinPred (http://crdd.osdd.net/raghava/toxinpred/) (accessed 05 September 2025).   



	Table S5:  In silico evaluation of biological properties of fragments obtained during in silico gastrointestinal digestion with no biological activity reported in BIOPEP-UWM basedata.

	Nº
	Sequence
	PRK Scorea
	FRS score
	CHEL score
	Alergenicity
	Toxicity
	AMP
	CPP
	DPPIV
	ACE
	Nº
	Sequence
	Bioactivy 
	FRS score
	CHEL score
	Alergenicity
	Toxicity
	AMP
	CPP
	DPPIV
	ACE

	1
	PPF
	0.99
	0.49
	0.31
	Yes
	No
	No
	Yes
	Yes
	No
	48
	QM
	0.61
	0.41
	0.27
	No
	No
	No
	Yes
	Yes
	No

	2
	PGF
	0.99
	0.47
	0.28
	No
	No
	No
	No 
	Yes
	No
	49
	GPGSR
	0.60
	0.42
	0.26
	Yes
	No
	No
	No 
	No
	No

	3
	PPGPF
	0.98
	0.53
	0.31
	No
	No
	No
	No 
	Yes
	No
	50
	PIY
	0.60
	0.48
	0.26
	Yes
	No
	No
	Yes
	Yes
	Yes

	4
	GGGF
	0.98
	0.47
	0.24
	Yes
	No
	No
	No 
	Yes
	No
	51
	AAPAL
	0.59
	0.38
	0.27
	No
	No
	No
	Yes  
	Yes
	Yes

	5
	APF
	0.97
	0.44
	0.28
	No
	No
	No
	Yes
	Yes
	No
	52
	VIGDW
	0.59
	0.40
	0.22
	Yes
	No
	No
	No 
	No
	No

	6
	PSPF
	0.96
	0.44
	0.30
	No
	No
	No
	Yes
	Yes
	No
	53
	QPR
	0.59
	0.44
	0.27
	No
	No
	No
	Yes  
	Yes
	No

	7
	DPF
	0.96
	0.43
	0.28
	No
	No
	No
	Yes
	Yes
	No
	54
	GDDM
	0.58
	0.37
	0.23
	No
	No
	No
	No 
	Yes
	No

	8
	GIF
	0.95
	0.39
	0.24
	No
	No
	No
	No 
	Yes
	No
	55
	IGPA
	0.56
	0.44
	0.29
	Yes
	No
	No
	No 
	Yes
	No

	9
	QPW
	0.95
	0.51
	0.26
	Yes
	No
	No
	Yes  
	Yes
	No
	56
	EPPY
	0.53
	0.57
	0.30
	No
	No
	No
	Yes  
	Yes
	No

	10
	IGGF
	0.94
	0.43
	0.25
	Yes
	No
	No
	No 
	Yes
	No
	57
	PGIIDL
	0.52
	0.35
	0.21
	Yes
	No
	No
	No 
	Yes
	No

	11
	PDF
	0.93
	0.42
	0.27
	No
	No
	No
	Yes
	Yes
	No
	58
	GSL
	0.50
	0.37
	0.27
	No
	No
	No
	Yes
	Yes
	No

	12
	DW
	0.93
	0.47
	0.25
	Yes
	No
	No
	Yes
	Yes
	Yes
	59
	VGGL
	0.49
	0.42
	0.25
	No
	No
	No
	No 
	Yes
	No

	13
	GDGW
	0.93
	0.48
	0.23
	No
	No
	No
	No 
	Yes
	No
	60
	SGY
	0.49
	0.48
	0.25
	No
	No
	No
	No 
	Yes
	No

	14
	AGIPF
	0.91
	0.42
	0.25
	Yes
	No
	No
	No 
	Yes
	No
	61
	VEPF
	0.48
	0.44
	0.27
	No
	No
	No
	Yes  
	Yes
	No

	15
	SPIF
	0.91
	0.39
	0.27
	No
	No
	No
	Yes
	Yes
	No
	62
	SDM
	0.47
	0.35
	0.26
	No
	No
	No
	No 
	Yes
	No

	16
	PIAPF
	0.89
	0.43
	0.28
	Yes
	No
	No
	Yes
	Yes
	No
	63
	GN
	0.47
	0.42
	0.28
	Yes
	No
	No
	Yes 
	Yes
	No

	17
	GGPL
	0.89
	0.48
	0.28
	No
	No
	No
	No 
	Yes
	No
	64
	GQR
	0.45
	0.42
	0.25
	Yes
	No
	No
	No 
	Yes
	No

	18
	GVPF
	0.89
	0.45
	0.26
	No
	No
	No
	No 
	Yes
	No
	65
	SDGY
	0.44
	0.46
	0.24
	Yes
	No
	No
	No 
	Yes
	No

	19
	SSGGF
	0.88
	0.43
	0.26
	Yes
	No
	No
	No 
	Yes
	No
	66
	GGVAPR
	0.43
	0.43
	0.22
	No
	No
	No
	No 
	No
	No

	20
	PPGEGPF
	0.87
	0.52
	0.26
	Yes
	No
	No
	No 
	Yes
	No
	67
	SPVL
	0.41
	0.37
	0.27
	No
	No
	No
	Yes
	Yes
	No

	21
	GQIIPW
	0.85
	0.42
	0.22
	Yes
	No
	No
	No 
	No
	No
	68
	QEF
	0.40
	0.40
	0.24
	Yes
	No
	No
	No 
	Yes
	No

	22
	PGIM
	0.85
	0.39
	0.25
	No
	No
	No
	No 
	Yes
	No
	69
	TPL
	0.40
	0.42
	0.29
	No
	No
	No
	No 
	Yes
	No

	23
	APPQGPR
	0.84
	0.49
	0.28
	No
	No
	Yes
	No 
	Yes
	No
	70
	DSDGY
	0.36
	0.41
	0.25
	Yes
	No
	No
	No 
	Yes
	No

	24
	SGGSF
	0.84
	0.40
	0.26
	Yes
	No
	No
	No 
	Yes
	No
	71
	SR
	0.31
	0.37
	0.26
	Yes
	No
	No
	No 
	Yes
	No

	25
	DDGF
	0.83
	0.38
	0.26
	No
	No
	No
	No 
	Yes
	No
	72
	SPAIT
	0.30
	0.35
	0.26
	Yes
	No
	No
	No 
	No
	No

	26
	GIPGPR
	0.82
	0.48
	0.27
	No
	No
	No
	No 
	No
	No
	73
	DAGH
	0.28
	0.47
	0.29
	No
	No
	No
	No 
	Yes
	No

	27
	SPVW
	0.81
	0.45
	0.25
	No
	No
	No
	Yes  
	Yes
	No
	74
	GDN
	0.28
	0.39
	0.27
	Yes
	No
	No
	No 
	Yes
	No

	28
	DAL
	0.80
	0.36
	0.26
	Yes
	No
	No
	No 
	Yes
	No
	75
	QVPR
	0.28
	0.42
	0.25
	Yes
	No
	Yes
	No 
	Yes
	No

	29
	DGSW
	0.79
	0.42
	0.25
	No
	No
	No
	No 
	Yes
	No
	76
	QR
	0.27
	0.39
	0.24
	No
	No
	No
	No 
	Yes
	No

	30
	SDPPL
	0.78
	0.45
	0.29
	Yes
	No
	No
	No 
	Yes
	No
	77
	IDL
	0.27
	0.34
	0.26
	Yes
	No
	No
	No 
	Yes
	No

	31
	DIPSF
	0.77
	0.38
	0.28
	Yes
	No
	No
	No 
	Yes
	No
	78
	DDR
	0.24
	0.35
	0.24
	Yes
	No
	No
	Yes  
	Yes
	No

	32
	DDW
	0.76
	0.41
	0.24
	No
	No
	No
	Yes  
	Yes
	Yes
	79
	IDY
	0.24
	0.44
	0.24
	Yes
	No
	No
	No 
	Yes
	Yes

	33
	AM
	0.75
	0.40
	0.27
	No
	No
	No
	No 
	Yes
	No
	80
	SDY
	0.23
	0.43
	0.24
	No
	No
	No
	No 
	Yes
	Yes

	34
	AGQAF
	0.74
	0.39
	0.25
	No
	No
	No
	No 
	Yes
	No
	81
	PIVGN
	0.23
	0.38
	0.26
	No
	No
	No
	No 
	Yes
	No

	35
	PPN
	0.73
	0.48
	0.34
	No
	No
	No
	No 
	Yes
	No
	82
	STPA
	0.22
	0.41
	0.29
	No
	No
	No
	Yes
	Yes
	No

	36
	PEF
	0.72
	0.44
	0.27
	No
	No
	No
	No 
	Yes
	No
	83
	DQY
	0.18
	0.45
	0.24
	Yes
	No
	No
	Yes
	Yes
	Yes

	37
	GPN
	0.71
	0.46
	0.31
	No
	No
	No
	No 
	Yes
	No
	84
	AN
	0.16
	0.38
	0.28
	Yes
	No
	No
	Yes
	Yes
	No

	38
	IPEW
	0.70
	0.47
	0.25
	No
	No
	No
	No 
	Yes
	No
	85
	SAN
	0.14
	0.35
	0.28
	No
	No
	No
	No 
	Yes
	No

	39
	APL
	0.70
	0.42
	0.29
	No
	No
	No
	No 
	Yes
	No
	86
	SA
	0.14
	0.37
	0.28
	No
	No
	No
	No 
	Yes
	No

	40
	EGF
	0.69
	0.43
	0.26
	No
	No
	No
	No 
	Yes
	No
	87
	GVN
	0.14
	0.38
	0.26
	Yes
	No
	No
	No 
	Yes
	No

	41
	DPDM
	0.69
	0.39
	0.28
	No
	No
	No
	No 
	Yes
	No
	88
	SIDK
	0.12
	0.31
	0.24
	No
	No
	No
	No 
	Yes
	No

	42
	GGH
	0.68
	0.54
	0.29
	No
	No
	No
	No 
	Yes
	No
	89
	GSVN
	0.12
	0.35
	0.25
	Yes
	No
	No
	No 
	Yes
	No

	43
	PIL
	0.64
	0.38
	0.28
	Yes
	No
	No
	Yes  
	Yes
	No
	90
	AAK
	0.11
	0.34
	0.25
	No
	No
	No
	No 
	Yes
	No

	44
	PGGGA
	0.64
	0.46
	0.28
	Yes
	No
	No
	No 
	Yes
	No
	91
	AK
	0.10
	0.36
	0.24
	No
	No
	No
	Yes  
	Yes
	No

	45
	IPR
	0.63
	0.43
	0.28
	Yes
	No
	No
	No 
	Yes
	No
	92
	PEK
	0.09
	0.40
	0.27
	No
	No
	No
	No 
	Yes
	No

	46
	GGN
	0.62
	0.44
	0.28
	No
	No
	No
	Yes
	Yes
	No
	93
	SSK
	0.09
	0.31
	0.26
	No
	No
	No
	Yes  
	Yes
	No

	47
	PTM
	0.61
	0.42
	0.28
	No
	No
	No
	Yes
	Yes
	No
	94
	VDK
	0.04
	0.33
	0.23
	No
	No
	No
	No 
	Yes
	No


aThe potential biological properties were assessed using the following tools:Bioactivity rank in PeptideRanker (http://distilldeep.ucd.ie/PeptideRanker/), free radical scavening (FRS) and chelating (CHEL) scores in  AnOxPePred - 1.0 (https://services.healthtech.dtu.dk/services/AnOxPePred-1.0/), allergenicity in AllerTOP v.2.0 (https://www.ddg-pharmfac.net/AllerTOP/index.html), toxicity in ToxinPred (http://crdd.osdd.net/raghava/toxinpred/), antimicrobial power (AMP) in DBAASP (https://dbaasp.org/tools?page=linear-amp-prediction), cell-permeating potential (CPP) in in MLCPP (http://www.thegleelab.org/MLCPP/MLCPP.html), Dipeptidyl peptidase IV inhibition potential in StackDPPIV (https://pmlabstack.pythonanywhere.com/StackDPPIV) and Angiotensin Converting Enzyme (ACE) inhibition potential in Deepstack-ACE (https://pmlabqsar.pythonanywhere.com/predict_DeepstackACE). All websites’ tools were accessed 05 September 2025.   
	Table S6: In silico potential taste attributes of fragments obtained during in silico gastrointestinal digestion. 

	In silico gastrointestinal digestion fragments reported in BIOPEP-UWM
	In silico gastrointestinal digestion fragments non reported in BIOPEP-UWM

	Peptide sequence
	Umamia
	Bittera
	Taste attribute (BIOPEP)b
	Peptide sequence
	Umami
	Bitter
	Peptide sequence
	Umami
	Bitter

	GW
	No
	No
	No
	PPF
	No
	Bitter
	GPGSR
	Umami
	No

	PW
	No
	Bitter
	No
	PGF
	No
	Bitter
	PIY
	No
	Bitter

	GPF
	No
	Bitter
	No
	PPGPF
	No
	Bitter
	AAPAL
	No
	No

	PM
	No
	No
	No
	GGGF
	No
	Bitter
	VIGDW
	No
	No

	SF
	No
	No
	No
	APF
	No
	Bitter
	QPR
	No
	Bitter

	IW
	No
	Bitter
	Bitter
	PSPF
	No
	No
	GDDM
	No
	No

	GF 
	No
	Bitter
	Bitter
	DPF
	No
	No
	IGPA
	Umami
	No

	PF 
	No
	Bitter
	Bitter
	GIF
	No
	Bitter
	EPPY
	No
	No

	PGL
	No
	No
	No
	QPW
	No
	No
	PGIIDL
	No
	No

	TF
	No
	No
	No
	IGGF
	No
	Bitter
	GSL
	No
	Bitter

	GL
	No
	Bitter
	Bitter
	PDF
	No
	No
	VGGL
	Umami
	No

	VW
	No
	Bitter
	No
	DW
	Umami
	Bitter
	SGY
	Umami
	Bitter

	PR
	No
	Bitter
	Bitter
	GDGW
	Umami
	Bitter
	VEPF
	No
	No

	AF 
	No
	Bitter
	Bitter
	AGIPF
	No
	Bitter
	SDM
	No
	Bitter

	GR
	No
	Bitter
	Bitter
	SPIF
	No
	No
	GN
	Umami
	No

	GY
	No
	No
	Bitter
	PIAPF
	No
	No
	GQR
	Umami
	No

	PY
	No
	Bitter
	Bitter
	GGPL
	No
	No
	SDGY
	No
	No

	DF 
	Umami
	Bitter
	No
	SSGGF
	No
	No
	GGVAPR
	No
	No

	PPL 
	No
	No
	No
	PPGEGPF
	No
	Bitter
	SPVL
	No
	No

	SM
	Umami
	No
	No
	GQIIPW
	No
	Bitter
	QEF
	Umami
	No

	PPK
	No
	No
	No
	PGIM
	No
	No
	TPL
	No
	No

	EW
	No
	Bitter
	No
	APPQGPR
	No
	No
	DSDGY
	Umami
	No

	PH
	No
	No
	No
	SGGSF
	No
	No
	SR
	No
	Bitter

	PA
	No
	Bitter
	Bitter
	DDGF
	No
	Bitter
	SPAIT
	No
	No

	PL 
	No
	No
	Bitter
	GIPGPR
	Umami
	Bitter
	DAGH
	No
	No

	VF 
	No
	Bitter
	Bitter
	SPVW
	No
	Bitter
	GDN
	No
	No

	IVF 
	No
	No
	No
	DAL
	No
	No
	QVPR
	Umami
	No

	EF 
	Umami
	Bitter
	Bitter, Sour
	DGSW
	No
	No
	QR
	No
	No

	GH 
	Umami
	No
	No
	SDPPL
	No
	No
	IDL
	No
	No

	SL
	Umami
	Bitter
	Bitter
	DIPSF
	No
	No
	GVPF
	No
	Bitter

	VM
	Umami
	Bitter
	No
	DDW
	No
	No
	DDR
	Umami
	Bitter

	PN 
	Umami
	No
	No
	AM
	Umami
	No
	IDY
	No
	No

	GK
	No
	No
	No
	AGQAF
	No
	No
	SDY
	No
	No

	DR
	Umami
	Bitter
	No
	PPN
	No
	No
	PIVGN
	Umami
	No

	AY 
	No
	No
	No
	PEF
	No
	No
	STPA
	Umami
	No

	DY
	No
	Bitter
	Bitter
	GPN
	Umami
	Bitter
	DQY
	Umami
	No

	IL 
	No
	Bitter
	Bitter
	IPEW
	No
	No
	AN
	No
	No

	VGL 
	No
	No
	No
	APL
	No
	No
	SAN
	Umami
	No

	QL 
	No
	No
	No
	EGF
	No
	No
	SA
	Umami
	Bitter

	SH
	Umami
	No
	No
	DPDM
	Umami
	Bitter
	GVN
	Umami
	No

	AVL 
	No
	No
	No
	GGH
	No
	No
	SIDK
	No
	No

	TL 
	Umami
	Bitter
	No
	PIL
	No
	No
	GSVN
	No
	No

	VR
	No
	Bitter
	Salty Enhancer
	PGGGA
	No
	No
	AAK
	No
	No

	VL 
	No
	Bitter
	Bitter
	IPR
	No
	No
	AK
	Umami
	No

	ER
	Umami
	Bitter
	No
	GGN
	No
	No
	PEK
	Umami
	No

	QK
	Umami
	No
	No
	PTM
	No
	Bitter
	SSK
	Umami
	No

	VVL
	Umami
	No
	Umami
	QM
	Umami
	No
	VDK
	Umami
	No


a Umami taste were evaluated using the tool UMPred-FRL (https://pmlabstack.pythonanywhere.com/UMPred-FRL), and bitter taste the tool BERT4Bitter (https://pmlab.pythonanywhere.com/BERT4Bitter) (accessed 05 September 2025).    
b Taste attributes were extracted in BIOPEP-UWM database (https://biochemia.uwm.edu.pl/biopep/start_biopep.php) (accessed 05 September 2025).   
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Figure S1 : Proteins of origin of peptides with Peptide Ranker values > 0.9 expressed in percentage.
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