Tryptophan-induced transcriptomic changes in the European seabass (Dicentrarchus labrax) are highly dependent on neuroendocrine-immune conditions
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Table S1. Differential expressed genes (p-adj. <0.05) in the head-kidney of European seabass-fed control diet (CTRL) during 15 days under stressful conditions or not (Ø), followed by a bacterial challenge.
	Sampling time point
	Stimulus
	Diet
	up- or - down-regulated
	Ensembl ID
	External names
	Log2 (Fold-change)

	pre-injection
	Stressed
	CTRL
	↑
	ENSDLAG00005031442
	-
	-
	17.67

	
	
	
	
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain 
	15.56

	
	
	
	
	ENSDLAG00005007664
	mgst1.2
	microsomal glutathione S-transferase 1.2
	1.23

	
	
	
	
	ENSDLAG00005016884
	dhrs13
	dehydrogenase/reductase SDR family member 13 precursor
	1.07

	
	
	
	
	ENSDLAG00005017375
	rbm41
	RNA binding motif protein 41 
	0.97

	
	
	
	
	ENSDLAG00005017461
	lmo2
	LIM domain only 2 (rhombotin-like 1)
	0.92

	
	
	
	
	ENSDLAG00005025742
	fam83d
	family with sequence similarity 83 member D
	0.90

	
	
	
	
	ENSDLAG00005007189
	hsdl1
	hydroxysteroid dehydrogenase like 1 
	0.88

	
	
	
	
	ENSDLAG00005032493
	mcrip2
	MAPK regulated corepressor interacting protein 2 isoform 1
	0.87

	
	
	
	
	ENSDLAG00005003779
	alkbh3
	alkB homolog 3, alpha-ketoglutarate-dependent dioxygenase 
	0.85

	
	
	
	
	ENSDLAG00005013936
	apc2
	APC regulator of WNT signaling pathway 2 
	0.83

	
	
	
	
	ENSDLAG00005027548
	-
	-
	0.79

	
	
	
	
	ENSDLAG00005011123
	cip2A
	protein CIP2A 
	0.75

	
	
	
	
	ENSDLAG00005026219
	cep70
	centrosomal protein 70 
	0.71

	
	
	
	
	ENSDLAG00005001557
	ankmy2a
	ankyrin repeat and MYND domain containing 2a 
	0.70

	
	
	
	
	ENSDLAG00005020467
	mat2αl
	methionine adenosyltransferase II, alpha-like
	0.69

	
	
	
	
	ENSDLAG00005030836
	dck
	deoxycytidine kinase
	0.66

	
	
	
	
	ENSDLAG00005005633
	usf1
	upstream transcription factor 1 
	0.64

	
	
	
	
	ENSDLAG00005004546
	nelfcd
	negative elongation factor C/D 
	0.64

	
	
	
	
	ENSDLAG00005020584
	kars1
	lysyl-tRNA synthetase 1 
	0.59

	
	
	
	
	ENSDLAG00005027080
	rap2c
	RAP2C, member of RAS oncogene family 
	0.56

	
	
	
	
	ENSDLAG00005030001
	lrrc28
	leucine rich repeat containing 28 
	0.54

	
	
	
	
	ENSDLAG00005002042
	flcn
	folliculin
	0.54

	
	
	
	
	ENSDLAG00005030772
	lrrc57
	leucine-rich repeat-containing protein 57 isoform c
	0.54

	
	
	
	
	ENSDLAG00005022983
	ghitm
	growth hormone inducible transmembrane protein
	0.53

	
	
	
	
	ENSDLAG00005022066
	snx1
	sorting nexin-1
	0.52

	
	
	
	
	ENSDLAG00005018251
	mief2
	mitochondrial elongation factor 2 
	0.52

	
	
	
	
	ENSDLAG00005017407
	cdyl
	chromodomain Y-like protein isoform a
	0.50

	
	
	
	
	ENSDLAG00005027869
	pnrc2
	proline-rich nuclear receptor coactivator 2 
	0.50

	
	
	
	
	ENSDLAG00005032621
	h3-3
	histone H3.3
	0.50

	
	
	
	
	ENSDLAG00005029305
	rsrc1
	serine/Arginine-related protein 53
	0.48

	
	
	
	
	ENSDLAG00005028169
	galnt3
	polypeptide N-acetylgalactosaminyltransferase 11 isoform 1
	0.46

	
	
	
	
	ENSDLAG00005025380
	lgals3a
	lectin, galactoside binding soluble 3a 
	0.34

	
	
	
	↓
	ENSDLAG00005010954
	uso1
	USO1 vesicle transport factor 
	-0.38

	
	
	
	
	ENSDLAG00005025330
	rhbdf1a
	rhomboid 5 homolog 1a (Drosophila) 
	-0.57

	
	
	
	
	ENSDLAG00005010757
	colgalt2
	collagen beta(1-O)galactosyltransferase 2 
	-0.72

	
	
	
	
	ENSDLAG00005028056
	inpp5A
	inositol polyphosphate-5-phosphatase A isoform a
	-0.75

	
	
	
	
	ENSDLAG00005034360
	klhl21
	kelch-like family member 21
	-0.78

	
	
	
	
	ENSDLAG00005017199
	a2ml1
	alpha-2-macroglobulin-like protein 1 isoform 1 precursor
	-0.81

	
	
	
	
	ENSDLAG00005031404
	lrrc59
	leucine rich repeat containing 59 
	-0.92

	
	
	
	
	ENSDLAG00005009123
	pprc1
	PPARG related coactivator 1 
	-1.09

	
	
	
	
	ENSDLAG00005029164
	jarid2
	protein Jumonji isoform 1 
	-1.20

	
	
	
	
	ENSDLAG00005033309
	klhl43
	kelch-like family member 43 
	-1.20

	
	
	
	
	ENSDLAG00005009989
	fat4
	FAT atypical cadherin 4 
	-1.22

	
	
	
	
	ENSDLAG00005001398
	sox18
	SRY-box transcription factor 18 
	-1.30

	
	
	
	
	ENSDLAG00005021041
	l1.2
	L1 cell adhesion molecule, paralog a 
	-1.32

	
	
	
	
	ENSDLAG00005034562
	adora1
	adenosine receptor A1 isoform 1
	-1.34

	
	
	
	
	ENSDLAG00005030590
	corin
	corin, serine peptidase 
	-1.62

	
	
	
	
	ENSDLAG00005033942
	actn3
	alpha-actinin-3b
	-1.99

	
	
	
	
	ENSDLAG00005031436
	slc7A6
	Y+L amino acid transporter 2
	-2.24
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	ENSDLAG00005022680
	wt1a
	WT1 transcription factor a 
	-2.28

	
	
	
	
	ENSDLAG00005010693
	angptl4
	angiopoietin-like 4 
	-2.97

	
	
	
	
	ENSDLAG00005006418
	ryr3
	ryanodine receptor 3 
	-3.34

	
	
	
	
	ENSDLAG00005022015
	myom1a
	myomesin 1a (skelemin)
	-3.42

	
	
	
	
	ENSDLAG00005008186
	myoz1
	myozenin-1a
	-4.07

	
	
	
	
	ENSDLAG00005002245
	casq1b
	calsequestrin 1b 
	-4.79

	
	
	
	
	ENSDLAG00005006316
	ckma
	creatine kinase, muscle a 
	-4.96

	
	
	
	
	ENSDLAG00005030925
	tpm2
	tropomyosin 2 (beta) 
	-5.05

	
	
	
	
	ENSDLAG00005012143
	myom1
	myomesin-2 isoform x3
	-5.06

	
	
	
	
	ENSDLAG00005017911
	nme2
	nucleoside diphosphate kinase B-like
	-5.10

	
	
	
	
	ENSDLAG00005005095
	pfkm
	phosphofructokinase, muscle a 
	-5.16

	
	
	
	
	ENSDLAG00005019000
	gpd1b
	glycerol-3-phosphate dehydrogenase 1b 
	-5.21

	
	
	
	
	ENSDLAG00005004302
	aldoab
	aldolase a, fructose-bisphosphate, b 
	-5.27

	
	
	
	
	ENSDLAG00005024512
	tpm1
	tropomyosin alpha-1 chain isoform Tpm1.1st
	-5.35

	
	
	
	
	ENSDLAG00005003445
	ppm1l
	protein phosphatase 1L
	-5.73

	
	
	
	
	ENSDLAG00005011738
	timd4
	T-cell immunoglobulin and mucin domain-containing protein 4 isoform 1 precursor
	-5.73

	
	
	
	
	ENSDLAG00005002632
	myl1
	myosin, light chain 1, alkali; skeletal, fast 
	-5.92

	
	
	
	
	ENSDLAG00005009509
	mybpc
	myosin binding protein Cb isoform X8
	-6.01

	
	
	
	
	ENSDLAG00005010084
	desma
	desmin a 
	-6.05

	
	
	
	
	ENSDLAG00005006618
	ATP2a1 
	ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1 
	-6.12

	
	
	
	
	ENSDLAG00005004968
	pygma
	phosphorylase, glycogen, muscle A 
	-6.29

	
	
	
	
	ENSDLAG00005031785
	klhl31
	kelch-like family member 31 
	-6.32

	
	
	
	
	ENSDLAG00005014321
	chst7
	carbohydrate (N-acetylglucosamine 6-O) sulfotransferase 7 
	-6.39

	
	
	
	
	ENSDLAG00005025196
	txlnb
	beta-taxilin
	-7.40

	
	
	
	
	ENSDLAG00005002859
	myh4
	myosin-4
	-7.70

	
	
	
	
	ENSDLAG00005024427
	txlnb
	taxilin beta b
	-7.79

	
	
	
	
	ENSDLAG00005005455
	slc25a4
	solute carrier family 25 member 4 
	-8.68

	
	
	
	 
	ENSDLAG00005029166
	myh4
	myosin-4
	-23.27

	
	
	
	
	
	
	
	

	24 hours post-injection
	Unstressed
	CTRL
	↑
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	15.81

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	9.25

	
	
	
	
	ENSDLAG00005005809
	acod1
	aconitate decarboxylase 1 
	8.70

	
	
	
	
	ENSDLAG00005003478
	Gimap9
	GTPase IMAP family member 9 isoform 1
	8.26

	
	
	
	
	ENSDLAG00005003409
	ifi44
	interferon-induced protein 44
	7.94

	
	
	
	
	ENSDLAG00005018290
	-
	-
	7.70

	
	
	
	
	ENSDLAG00005030923
	cdo1
	cysteine dioxygenase type 1
	7.44

	
	
	
	
	ENSDLAG00005025817
	ifi44
	interferon-induced protein 44
	7.40

	
	
	
	
	ENSDLAG00005019640
	fndc
	fibronectin type III domain-containing protein
	7.27

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	7.25

	
	
	
	
	ENSDLAG00005004496
	septin5
	septin-5 isoform 1
	7.03

	
	
	
	
	ENSDLAG00005027848
	-
	-
	6.98

	
	
	
	
	ENSDLAG00005033721
	il4il
	interleukin 4 induced 1
	6.63

	
	
	
	
	ENSDLAG00005028464
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.62

	
	
	
	
	ENSDLAG00005029048
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.62

	
	
	
	
	ENSDLAG00005006713
	-
	-
	6.48

	
	
	
	
	ENSDLAG00005030654
	cav2
	caveolin-2 isoform a
	6.44

	
	
	
	
	ENSDLAG00005000190
	ifi44
	interferon-induced protein 44
	6.41

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A
	6.40

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	6.39

	
	
	
	
	ENSDLAG00005016526
	mfap4
	microfibril-associated glycoprotein 4 isoform 2 precursor
	6.38

	
	
	
	
	ENSDLAG00005010114
	ebi3
	Epstein-Barr virus induced 3 
	6.34

	
	
	
	
	ENSDLAG00005031827
	il4il
	interleukin 4 induced 1
	6.29

	
	
	
	
	ENSDLAG00005027017
	Gimap8
	GTPase, IMAP family member 9
	6.12

	
	
	
	
	ENSDLAG00005004036
	lao1
	L-amino acid oxidase 1 precursor
	6.12

	
	
	
	
	ENSDLAG00005033804
	kmt5a
	N-lysine methyltransferase KMT5A
	6.12

	
	
	
	
	ENSDLAG00005018300
	ifny
	interferon gamma 1-like
	5.94

	
	
	
	
	ENSDLAG00005005938
	-
	-
	5.85

	
	
	
	
	ENSDLAG00005025827
	ifi44
	interferon-induced protein 44-like isoform x3
	5.80
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	ENSDLAG00005007623
	ctnnd2a
	catenin (cadherin-associated protein), delta 2a 
	5.79

	
	
	
	
	ENSDLAG00005031676
	ccl19
	C-C motif chemokine 19-like isoform x1
	5.75

	
	
	
	
	ENSDLAG00005013039
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	5.63

	
	
	
	
	ENSDLAG00005009743
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	5.60

	
	
	
	
	ENSDLAG00005027296
	-
	-
	5.60

	
	
	
	
	ENSDLAG00005026948
	urgcp
	up-regulator of cell proliferation isoform X9
	5.55

	
	
	
	
	ENSDLAG00005001479
	dio3
	thyroxine 5-deiodinase-like
	5.48

	
	
	
	
	ENSDLAG00005033541
	ccl26
	eotaxin-like
	5.45

	
	
	
	
	ENSDLAG00005016045
	RAB17
	RAB17, member RAS oncogene family
	5.44

	
	
	
	
	ENSDLAG00005025814
	ifi44
	interferon-induced protein 44-like isoform x1
	5.34

	
	
	
	
	ENSDLAG00005029506
	gvinp1
	interferon-induced very large GTPase 1
	5.26

	
	
	
	
	ENSDLAG00005002283
	-
	-
	5.23

	
	
	
	
	ENSDLAG00005031147
	nlgn2a
	neuroligin 2a 
	5.19

	
	
	
	
	ENSDLAG00005002756
	ankib1
	ankyrin repeat and IBR domain-containing protein 1-like
	5.17

	
	
	
	
	ENSDLAG00005028074
	hamp
	hepcidin isoform X2 
	5.12

	
	
	
	
	ENSDLAG00005033471
	gvinp1
	interferon-induced very large GTPase 1-like
	5.11

	
	
	
	
	ENSDLAG00005021347
	il1β
	interleukin 1 beta
	5.08

	
	
	
	
	ENSDLAG00005002227
	-
	-
	5.08

	
	
	
	
	ENSDLAG00005029691
	lygl1
	lysozyme g-like protein 1 precursor
	5.07

	
	
	
	↓
	ENSDLAG00005025595
	plp1b
	proteolipid protein 1b isoform X1 
	-5.05

	
	
	
	
	ENSDLAG00005033618
	igk
	immunoglobulin light chain precursor
	-5.13

	
	
	
	
	ENSDLAG00005009293
	chrm2b
	cholinergic receptor, muscarinic 2b
	-5.15

	
	
	
	
	ENSDLAG00005021771
	map1a
	microtubule-associated protein 1Aa
	-5.54

	
	
	
	
	ENSDLAG00005001154
	fgf13
	fibroblast growth factor 13b
	-5.55

	
	
	
	
	ENSDLAG00005013575
	-
	-
	-5.58

	
	
	
	
	ENSDLAG00005028665
	-
	-
	-5.64

	
	
	
	
	ENSDLAG00005029832
	igk
	immunoglobulin light chain 
	-6.10

	
	
	
	
	ENSDLAG00005031376
	igsf22
	immunoglobulin superfamily member 22 
	-15.23

	
	
	
	
	ENSDLAG00005029581
	myh7
	myosin heavy chain 7 
	-16.07

	
	
	
	 
	ENSDLAG00005009244
	nefma
	neurofilament, medium polypeptide a
	-19.31

	
	
	
	
	
	
	
	

	24 hours post-injection
	Stressed
	CTRL
	↑
	ENSDLAG00005005752
	c1q
	complement C1q-like protein 4
	21.19

	
	
	
	
	ENSDLAG00005005740
	c1q
	complement C1q domain-containing protein, partial
	19.30

	
	
	
	
	ENSDLAG00005030944
	c1q
	complement C1q-like protein 4 precursor
	19.01

	
	
	
	
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain 
	15.43

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	9.85

	
	
	
	
	ENSDLAG00005005809
	acod1
	aconitate decarboxylase 1 
	9.13

	
	
	
	
	ENSDLAG00005003478
	Gimap4
	GTPase IMAP family member 4 isoform a
	8.39

	
	
	
	
	ENSDLAG00005018290
	-
	-
	8.11

	
	
	
	
	ENSDLAG00005003409
	ifi44
	interferon-induced protein 44
	8.07

	
	
	
	
	ENSDLAG00005030923
	cdo1
	cysteine dioxygenase type 1
	7.79

	
	
	
	
	ENSDLAG00005027017
	Gimap9
	GTPase IMAP family member 9 
	7.67

	
	
	
	
	ENSDLAG00005000190
	ifi44
	interferon-induced protein 44
	7.31

	
	
	
	
	ENSDLAG00005016526
	mfap4
	microfibril-associated glycoprotein 4 isoform 2 precursor
	7.26

	
	
	
	
	ENSDLAG00005031827
	il4il
	interleukin 4 induced 1
	7.24

	
	
	
	
	ENSDLAG00005025817
	ifi44
	interferon-induced protein 44
	7.23

	
	
	
	
	ENSDLAG00005019640
	fn3
	fibronectin type III domain-containing protein
	7.22

	
	
	
	
	ENSDLAG00005027848
	-
	-
	7.13

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A 
	7.13

	
	
	
	
	ENSDLAG00005004496
	septin5
	septin-5 isoform 1
	7.13

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	6.98

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	6.96

	
	
	
	
	ENSDLAG00005033721
	il4il
	interleukin 4 induced 1
	6.94

	
	
	
	
	ENSDLAG00005030654
	cav2
	caveolin-2 isoform a
	6.89

	
	
	
	
	ENSDLAG00005028464
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.75

	
	
	
	
	ENSDLAG00005029048
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.75

	
	
	
	
	ENSDLAG00005018300
	ifny
	interferon gamma 1-like
	6.64
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	ENSDLAG00005004036
	lao1
	L-amino acid oxidase 1 precursor
	6.60

	
	
	
	
	ENSDLAG00005031676
	ccl19
	C-C motif chemokine 19-like isoform x1
	6.50

	
	
	
	
	ENSDLAG00005027296
	-
	-
	6.27

	
	
	
	
	ENSDLAG00005009743
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	6.19

	
	
	
	
	ENSDLAG00005033804
	kmt5a
	N-lysine methyltransferase KMT5A
	6.16

	
	
	
	
	ENSDLAG00005010114
	ebi3
	Epstein-Barr virus induced 3 
	6.13

	
	
	
	
	ENSDLAG00005006713
	-
	-
	6.12

	
	
	
	
	ENSDLAG00005025814
	ifi44
	interferon-induced protein 44-like isoform x1
	6.05

	
	
	
	
	ENSDLAG00005033541
	ccl26
	eotaxin-like
	6.03

	
	
	
	
	ENSDLAG00005007623
	ctnnd2a
	catenin (cadherin-associated protein), delta 2a 
	6.03

	
	
	
	
	ENSDLAG00005005938
	-
	-
	5.93

	
	
	
	
	ENSDLAG00005003469
	Gimap9
	GTPase IMAP family member 9 
	5.92

	
	
	
	
	ENSDLAG00005033238
	h4c1
	histone H4 
	5.90

	
	
	
	
	ENSDLAG00005027468
	rt
	reverse transcriptase family protein, partial
	5.88

	
	
	
	
	ENSDLAG00005016045
	RAB17
	RAB17, member RAS oncogene family 
	5.87

	
	
	
	
	ENSDLAG00005028514
	ubb
	polyubiquitin-B precursor
	5.72

	
	
	
	
	ENSDLAG00005033471
	gvinp1
	interferon-induced very large GTPase 1
	5.72

	
	
	
	
	ENSDLAG00005013039
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	5.68

	
	
	
	
	ENSDLAG00005033854
	Gimap9
	GTPase IMAP family member 9 
	5.63

	
	
	
	
	ENSDLAG00005004191
	fgf20a
	fibroblast growth factor 20a
	5.52

	
	
	
	
	ENSDLAG00005014776
	fabp6
	Fatty acid binding protein 6
	5.44

	
	
	
	
	ENSDLAG00005029506
	gvinp1
	interferon-induced very large GTPase 1
	5.33

	
	
	
	
	ENSDLAG00005025827
	ifi44
	interferon-induced protein 44
	5.31

	
	
	
	
	ENSDLAG00005031147
	nlgn2a
	neuroligin 2a 
	5.28

	
	
	
	
	ENSDLAG00005017056
	rtp3
	receptor-transporting protein 3
	5.27

	
	
	
	
	ENSDLAG00005026948
	urgcp
	up-regulator of cell proliferation isoform X9
	5.27

	
	
	
	
	ENSDLAG00005029691
	lygl1
	lysozyme g-like protein 1 precursor
	5.24

	
	
	
	
	ENSDLAG00005025822
	ifi44
	interferon-induced protein 44
	5.21

	
	
	
	
	ENSDLAG00005028074
	hamp
	hepcidin isoform X2 
	5.19

	
	
	
	
	ENSDLAG00005027924
	usp50
	inactive ubiquitin carboxyl-terminal hydrolase 50 isoform X1
	5.18

	
	
	
	
	ENSDLAG00005029440
	c1q
	complement C1q domain-containing protein
	5.16

	
	
	
	
	ENSDLAG00005031798
	ccl6
	C-C motif chemokine 6 precursor
	5.13

	
	
	
	
	ENSDLAG00005021347
	il1β
	interleukin 1 beta
	5.11

	
	
	
	
	ENSDLAG00005013964
	btn1a1
	butyrophilin subfamily 1 member A1 precursor
	5.07

	
	
	
	
	ENSDLAG00005026930
	endod1
	endonuclease domain-containing 1 protein precursor
	5.00

	
	
	
	↓
	ENSDLAG00005006809
	obsl1b
	obscurin like cytoskeletal adaptor 1b 
	-5.02

	
	
	
	
	ENSDLAG00005032080
	myh4
	myosin-4
	-5.02

	
	
	
	
	ENSDLAG00005033599
	map7d2b
	MAP7 domain containing 2b 
	-5.03

	
	
	
	
	ENSDLAG00005002515
	cd22
	B-cell receptor CD22 isoform 1 precursor
	-5.10

	
	
	
	
	ENSDLAG00005032524
	tnni2a.2
	troponin I type 2a (skeletal, fast), tandem duplicate 2 
	-5.13

	
	
	
	
	ENSDLAG00005024512
	tpm1
	tropomyosin alpha-1 chain isoform Tpm1.1st
	-5.17

	
	
	
	
	ENSDLAG00005012352
	rps19
	small ribosomal subunit protein eS19 isoform 1
	-5.21

	
	
	
	
	ENSDLAG00005022393
	map1b
	microtubule-associated protein 1B 
	-5.21

	
	
	
	
	ENSDLAG00005006317
	anks1ab
	ankyrin repeat and sterile alpha motif domain containing 1Ab
	-5.25

	
	
	
	
	ENSDLAG00005009632
	kif5a
	kinesin family member 5A, a 
	-5.26

	
	
	
	
	ENSDLAG00005027584
	scn5a
	sodium channel protein type 5 subunit alpha isoform 2
	-5.28

	
	
	
	
	ENSDLAG00005003193
	c1q
	complement C1q domain-containing protein
	-5.28

	
	
	
	
	ENSDLAG00005014274
	plcxd3
	phosphatidylinositol-specific phospholipase C, X domain containing 3 
	-5.29

	
	
	
	
	ENSDLAG00005025637
	insl5a
	insulin-like 5a 
	-5.38

	
	
	
	
	ENSDLAG00005001865
	pvalb7
	parvalbumin 7
	-5.44

	
	
	
	
	ENSDLAG00005030033
	-
	-
	-5.49
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	ENSDLAG00005001290
	mettl21c
	protein-lysine methyltransferase METTL21C
	-5.51

	
	
	
	
	ENSDLAG00005033412
	lrrtm1
	leucine rich repeat transmembrane neuronal 1
	-5.53

	
	
	
	
	ENSDLAG00005016283
	FHL2
	four and a half LIM domains 2
	-5.54

	
	
	
	
	ENSDLAG00005023919
	epha6
	eph receptor A6 
	-5.57

	
	
	
	
	ENSDLAG00005025100
	ank2
	ankyrin-2 isoform 1
	-5.59

	
	
	
	
	ENSDLAG00005022245
	syt1
	synaptotagmin-1 isoform 1
	-5.66

	
	
	
	
	ENSDLAG00005008036
	prph
	peripherin
	-5.69

	
	
	
	
	ENSDLAG00005023906
	cntn3b
	contactin 3b 
	-5.76

	
	
	
	
	ENSDLAG00005023145
	-
	-
	-5.82

	
	
	
	
	ENSDLAG00005020323
	tubb2
	tubulin, beta 2A class Iia
	-6.07

	
	
	
	
	ENSDLAG00005025196
	ATP2a1
	ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1 
	-6.12

	
	
	
	
	ENSDLAG00005015938
	slc43a3
	solute carrier family 43 member 3a 
	-6.23

	
	
	
	
	ENSDLAG00005029854
	slc18a1
	solute carrier family 18 member 1
	-6.26

	
	
	
	
	ENSDLAG00005022521
	mstnb
	myostatin b 
	-6.36

	
	
	
	
	ENSDLAG00005019997
	cd38
	ADP-ribosyl cyclase/cyclic ADP-ribose hydrolase 1
	-6.42

	
	
	
	
	ENSDLAG00005033243
	myh4
	myosin-4
	-6.73

	
	
	
	
	ENSDLAG00005029309
	obscn12
	obscurin isoform X12 
	-7.08

	
	
	
	
	ENSDLAG00005005303
	-
	-
	-7.16

	
	
	
	
	ENSDLAG00005027743
	cntnap5
	contactin-associated protein-like 5 isoform 3 precursor
	-7.16

	
	
	
	
	ENSDLAG00005018686
	myo5c
	unconventional myosin-Vc
	-7.76

	
	
	
	
	ENSDLAG00005004809
	cldn5a
	claudin 5a
	-7.83

	
	
	
	
	ENSDLAG00005018777
	myh4
	myosin-4
	-7.84

	
	
	
	
	ENSDLAG00005009244
	nefma
	neurofilament, medium polypeptide a
	-19.29

	
	
	
	
	ENSDLAG00005030317
	egr1
	early growth response protein 1 
	-23.08

	
	
	
	
	ENSDLAG00005031262
	myh4
	myosin-4
	-23.31

	
	
	
	
	ENSDLAG00005029166
	myh4
	myosin-4
	-23.59




Table S2. Differential expressed genes (p-adj. <0.05) in the head-kidney of European seabass-fed experimental diet (TRP) during 15 days under stressful conditions or not (Ø), followed by a bacterial challenge.
	Sampling time point
	Stimulus
	Diet
	up- or - down-regulated
	Ensembl ID
	External names
	Log2 (Fold-change)

	pre-injection
	Unstressed
	TRP
	↑
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	19.62

	
	
	
	
	ENSDLAG00005006753
	cbln2
	cerebelin-2
	10.32

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	7.02

	
	
	
	
	ENSDLAG00005027719
	c1ql4
	complement C1q-like protein 4
	6.59

	
	
	
	
	ENSDLAG00005025756
	cd59
	CD59 glycoprotein
	5.52

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	5.07

	
	
	
	
	ENSDLAG00005027008
	cbln2
	cerebelin-2
	5.01

	
	
	
	
	ENSDLAG00005000501
	ambp
	alpha-1-microglobulin/bikunin precursor
	4.96

	
	
	
	
	ENSDLAG00005030710
	-
	-
	4.79

	
	
	
	
	ENSDLAG00005028159
	apoa1
	apolipoprotein A-I
	4.75

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	4.45

	
	
	
	
	ENSDLAG00005023088
	S100P
	S100 calcium binding protein P
	3.82

	
	
	
	
	ENSDLAG00005011878
	c9
	complement component 9
	3.77

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A
	3.77

	
	
	
	
	ENSDLAG00005002533
	-
	-
	3.64

	
	
	
	
	ENSDLAG00005027634
	coq10b
	coenzyme Q-binding protein COQ10 homolog
	3.64

	
	
	
	
	ENSDLAG00005013446
	ceacam21
	carcinoembryonic antigen-related cell adhesion molecule 1 isoform X4 
	3.47

	
	
	
	
	ENSDLAG00005004578
	mfap4
	microfibril associated protein 4
	3.20

	
	
	
	
	ENSDLAG00005032518
	-
	-
	3.04

	
	
	
	
	ENSDLAG00005026882
	bbs1
	Bardet-Biedl syndrome 1 protein
	2.67

	
	
	
	
	ENSDLAG00005008061
	tfa
	transferrin-a
	2.04

	
	
	
	
	ENSDLAG00005031333
	iglc
	immunoglobulin lambda-1 light chain-like 
	1.88

	
	
	
	↓
	ENSDLAG00005026505
	prrc1
	proline rich coiled-coil 1
	-0.49

	
	
	
	
	ENSDLAG00005000768
	eng
	endoglin
	-0.59

	
	
	
	
	ENSDLAG00005033831
	crk
	adapter molecule crk
	-0.66

	
	
	
	
	ENSDLAG00005017164
	g3bp1
	ras GTPase-activating protein-binding protein 1
	-0.85

	
	
	
	
	ENSDLAG00005031404
	lrrc59
	leucine rich repeat containing 59
	-0.86

	
	
	
	
	ENSDLAG00005009123
	pprc1
	PPARG related coactivator 1
	-1.20

	
	
	
	
	ENSDLAG00005021041
	ncam1
	neural cell adhesion molecule L1 isoform 1 precursor
	-1.35

	
	
	
	
	ENSDLAG00005034562
	adora2a
	adenosine receptor A2a
	-1.42

	
	
	
	
	ENSDLAG00005030434
	rh11
	green-sensitive opsin-like 
	-3.08

	
	
	
	
	ENSDLAG00005032723
	slc6a22.1
	solute carrier family 6 member 22
	-4.08

	
	
	
	
	
	
	
	

	Common
	 
	 
	 
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	 

	
	
	
	
	
	 
	 
	 

	pre-injection
	Stressed
	TRP
	↑
	ENSDLAG00005031442
	-
	-
	19.27

	
	
	
	
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	13.24

	
	
	
	
	ENSDLAG00005020002
	mybpha
	myosin binding protein Ha 
	4.21

	
	
	
	
	ENSDLAG00005030598
	myh4
	myosin-4
	2.24

	
	
	
	
	ENSDLAG00005014511
	tpm1
	tropomyosin alpha-1 chain isoform Tpm1.1st
	1.42

	
	
	
	
	ENSDLAG00005022050
	-
	-
	1.18

	 
	 
	 
	↓
	ENSDLAG00005026279
	serpinb13
	serpin peptidase inhibitor
	-15.17

	
	
	
	
	
	
	
	 

	24 hours post-injection
	Unstressed
	TRP
	↑
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain 
	17.01

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	9.63

	
	
	
	
	ENSDLAG00005005809
	acod1
	aconitate decarboxylase 1 
	8.90

	
	
	
	
	ENSDLAG00005030923
	cdo1
	cysteine dioxygenase type 1
	8.05

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	7.92

	
	
	
	
	ENSDLAG00005016526
	mfap4
	microfibril-associated glycoprotein 4 isoform 2 precursor
	7.80

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	7.76
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	ENSDLAG00005003409
	ifi44
	interferon-induced protein 44
	7.54

	
	
	
	
	ENSDLAG00005003478
	Gimap4
	GTPase IMAP family member 4 isoform a
	7.38

	
	
	
	
	ENSDLAG00005018290
	-
	-
	7.25

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A
	7.20

	
	
	
	
	ENSDLAG00005013039
	-
	-
	7.12

	
	
	
	
	ENSDLAG00005000190
	ifi44
	interferon-induced protein 44
	6.93

	
	
	
	
	ENSDLAG00005025817
	ifi44
	interferon-induced protein 44
	6.90

	
	
	
	
	ENSDLAG00005028464
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.85

	
	
	
	
	ENSDLAG00005029048
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	6.85

	
	
	
	
	ENSDLAG00005004036
	il4l1
	L-amino acid oxidase 1 precursor
	6.84

	
	
	
	
	ENSDLAG00005019640
	fn3
	fibronectin type III domain-containing protein
	6.74

	
	
	
	
	ENSDLAG00005021309
	hpx
	hemopexin precursor
	6.68

	
	
	
	
	ENSDLAG00005030654
	cav2
	caveolin-2 isoform a
	6.68

	
	
	
	
	ENSDLAG00005005938
	-
	-
	6.67

	
	
	
	
	ENSDLAG00005004496
	septin5
	septin-5 isoform 1
	6.62

	
	
	
	
	ENSDLAG00005031827
	il4il
	interleukin 4 induced 1
	6.61

	
	
	
	
	ENSDLAG00005009743
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	6.45

	
	
	
	
	ENSDLAG00005027848
	-
	-
	6.33

	
	
	
	
	ENSDLAG00005033721
	il4il
	interleukin 4 induced 1
	6.05

	
	
	
	
	ENSDLAG00005010114
	ebi3
	Epstein-Barr virus induced 3 
	6.03

	
	
	
	
	ENSDLAG00005028074
	hamp
	hepcidin isoform X2 
	6.00

	
	
	
	
	ENSDLAG00005006713
	-
	-
	5.87

	
	
	
	
	ENSDLAG00005007623
	ctnnd2a
	catenin (cadherin-associated protein), delta 2a 
	5.80

	
	
	
	
	ENSDLAG00005033541
	ccl26
	eotaxin-like
	5.73

	
	
	
	
	ENSDLAG00005018300
	ifny
	interferon gamma 1-like
	5.70

	
	
	
	
	ENSDLAG00005021570
	-
	-
	5.64

	
	
	
	
	ENSDLAG00005033155
	tymp
	Thymidine Phosphorylase
	5.56

	
	
	
	
	ENSDLAG00005025814
	ifi44
	interferon-induced protein 44-like isoform x1
	5.51

	
	
	
	
	ENSDLAG00005021347
	il1β
	interleukin 1 beta
	5.39

	
	
	
	
	ENSDLAG00005015088
	slc6a9
	solute carrier family 6 member 9 
	5.33

	
	
	
	
	ENSDLAG00005001479
	dio3
	thyroxine 5-deiodinase-like
	5.29

	
	
	
	
	ENSDLAG00005031676
	ccl19
	C-C motif chemokine 19-like isoform x1
	5.28

	
	
	
	
	ENSDLAG00005033827
	inhbb
	inhibin subunit beta B 
	5.28

	
	
	
	
	ENSDLAG00005033804
	kmt5a
	N-lysine methyltransferase KMT5A
	5.27

	
	
	
	
	ENSDLAG00005020004
	-
	-
	5.24

	
	
	
	
	ENSDLAG00005022256
	hp
	haptoglobin 
	5.24

	
	
	
	
	ENSDLAG00005002756
	ankib1
	ankyrin repeat and IBR domain-containing protein 1-like
	5.24

	
	
	
	
	ENSDLAG00005016045
	RAB17
	RAB17, member RAS oncogene family
	5.22

	
	
	
	↑
	ENSDLAG00005016283
	FHL2
	four and a half LIM domains 2 
	-5.09

	
	
	
	
	ENSDLAG00005015797
	hapln2
	hyaluronan and proteoglycan link protein 2 
	-5.12

	
	
	
	
	ENSDLAG00005030033
	-
	-
	-5.42

	
	
	
	
	ENSDLAG00005008399
	CRYAB
	crystallin alpha B 
	-5.51

	
	
	
	
	ENSDLAG00005015938
	slc43a3
	solute carrier family 43 member 3a 
	-5.66

	
	
	
	
	ENSDLAG00005011739
	derl3
	derlin 3 
	-6.00

	
	
	
	
	ENSDLAG00005023919
	epha6
	eph receptor A6 
	-6.44

	
	
	
	
	ENSDLAG00005022521
	mstnb
	myostatin b 
	-6.51

	
	
	
	
	ENSDLAG00005027743
	cntnap5
	contactin-associated protein-like 5 isoform 3 precursor
	-7.32

	
	
	
	
	ENSDLAG00005018686
	myo5c
	unconventional myosin-Vc
	-7.92

	
	
	
	
	ENSDLAG00005004809
	cldn5a
	claudin 5a
	-7.98

	
	
	
	
	ENSDLAG00005031376
	IGSF22
	immunoglobulin superfamily member 22 
	-15.52

	
	
	
	 
	ENSDLAG00005031262
	 
	 
	-23.50

	
	
	
	
	
	 
	 
	

	Common
	 
	 
	 
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	 

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	

	
	
	
	
	ENSDLAG00005005809
	acod1
	aconitate decarboxylase 1
	

	
	
	
	
	ENSDLAG00005030923
	cdo1
	cysteine dioxygenase type 1
	

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	

	
	
	
	
	
	
	
	

	Table S2. Continued.
	
	
	
	

	
	
	
	
	ENSDLAG00005016526
	mfap4
	microfibril-associated glycoprotein 4 isoform 2 precursor
	

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	

	
	
	
	
	ENSDLAG00005003409
	ifi44
	interferon-induced protein 44
	

	
	
	
	
	ENSDLAG00005003478
	Gimap4
	GTPase IMAP family member 4 isoform a
	

	
	
	
	
	ENSDLAG00005018290
	-
	-
	

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A
	

	
	
	
	
	ENSDLAG00005013039
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	

	
	
	
	
	ENSDLAG00005000190
	ifi44
	interferon-induced protein 44
	

	
	
	
	
	ENSDLAG00005025817
	ifi44
	interferon-induced protein 44
	

	
	
	
	
	ENSDLAG00005028464
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	

	
	
	
	
	ENSDLAG00005029048
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	

	
	
	
	
	ENSDLAG00005004036
	lao1
	L-amino acid oxidase 1 precursor
	

	
	
	
	
	ENSDLAG00005019640
	fn3
	fibronectin type III domain-containing protein
	

	
	
	
	
	ENSDLAG00005021309
	hpx
	hemopexin precursor
	

	
	
	
	
	ENSDLAG00005030654
	cav2
	caveolin-2 isoform a
	

	
	
	
	
	ENSDLAG00005005938
	-
	-
	

	
	
	
	
	ENSDLAG00005004496
	septin5
	septin-5 isoform 1
	

	
	
	
	
	ENSDLAG00005031827
	il4il
	interleukin 4 induced 1
	

	
	
	
	
	ENSDLAG00005009743
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	

	
	
	
	
	ENSDLAG00005027848
	-
	-
	

	
	
	
	
	ENSDLAG00005033721
	il4il
	interleukin 4 induced 1
	

	
	
	
	
	ENSDLAG00005010114
	ebi3
	Epstein-Barr virus induced 3 
	

	
	
	
	
	ENSDLAG00005006713
	-
	-
	

	
	
	
	
	ENSDLAG00005007623
	ctnnd2a
	catenin (cadherin-associated protein), delta 2a 
	

	
	
	
	
	ENSDLAG00005033541
	ccl26 eotaxin-like
	
	

	
	
	
	
	ENSDLAG00005018300
	ifny
	interferon gamma 1-like
	

	
	
	
	
	ENSDLAG00005021570
	-
	-
	

	
	
	
	
	ENSDLAG00005025814
	ifi44
	interferon-induced protein 44-like isoform x1
	

	
	
	
	
	ENSDLAG00005021347
	il1β
	interleukin 1 beta
	

	
	
	
	
	ENSDLAG00005001479
	dio3
	thyroxine 5-deiodinase-like
	

	
	
	
	
	ENSDLAG00005031676
	ccl19
	C-C motif chemokine 19-like isoform x1
	

	
	
	
	
	ENSDLAG00005033804
	kmt5a
	N-lysine methyltransferase KMT5A
	

	
	
	
	
	ENSDLAG00005016045
	RAB17
	RAB17, member RAS oncogene family 
	

	
	
	
	
	ENSDLAG00005016283
	FHL2
	four and a half LIM domains 2 
	

	
	
	
	
	ENSDLAG00005030033
	-
	-
	

	
	
	
	
	ENSDLAG00005022521
	mstnb
	myostatin b 
	

	 
	 
	 
	 
	ENSDLAG00005031376
	IGSF22
	immunoglobulin superfamily member 22 
	 

	
	
	
	
	
	
	
	

	24 hours post-injection
	Stressed
	TRP
	↑
	ENSDLAG00005031442
	-
	-
	18.60

	
	
	
	
	ENSDLAG00005024752
	fgg
	fibrinogen gamma chain
	15.14

	
	
	
	
	ENSDLAG00005000517
	prss1
	trypsinogen 12 precursor
	9.83

	
	
	
	
	ENSDLAG00005019577
	ctrb1
	chymotrypsinogen B isoform 1 precursor
	9.42

	
	
	
	
	ENSDLAG00005007992
	ccl19
	C-C motif chemokine 19-like
	9.32

	
	
	
	
	ENSDLAG00005007672
	ela3l
	elastase 3 like 
	9.13

	
	
	
	
	ENSDLAG00005010808
	cel.2
	carboxyl ester lipase, tandem duplicate 2 
	8.94

	
	
	
	
	ENSDLAG00005012620
	ctrb1
	chymotrypsinogen B isoform 1 precursor
	8.87

	
	
	
	
	ENSDLAG00005005809
	acod1
	aconitate decarboxylase 1
	8.64

	
	
	
	
	ENSDLAG00005006101
	-
	-
	8.27

	
	
	
	
	ENSDLAG00005003409
	ifi44
	interferon-induced protein 44
	7.83

	
	
	
	
	ENSDLAG00005030923
	cdo1
	cysteine dioxygenase type 1
	7.68

	
	
	
	
	ENSDLAG00005003478
	Gimap4
	GTPase IMAP family member 4 isoform a
	7.68

	
	
	
	
	ENSDLAG00005018290
	-
	-
	7.66

	
	
	
	
	ENSDLAG00005025817
	ifi44
	interferon-induced protein 44
	7.38

	
	
	
	
	
	
	
	

	Table S2. Continued.
	
	
	
	

	
	
	
	
	ENSDLAG00005013039
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	7.09

	
	
	
	
	ENSDLAG00005005393
	cd209
	CD209 antigen-like protein C isoform X2
	7.08

	
	
	
	
	ENSDLAG00005016526
	mfap4
	microfibril-associated glycoprotein 4 isoform 2 precursor
	7.02

	
	
	
	
	ENSDLAG00005000190
	ifi44
	interferon-induced protein 44
	7.01

	
	
	
	
	ENSDLAG00005019640
	fn3
	fibronectin type III domain-containing protein
	7.00

	
	
	
	
	ENSDLAG00005019576
	saa
	serum amyloid A
	6.98

	
	
	
	
	ENSDLAG00005004496
	septin5
	septin-5 isoform 1
	6.93

	
	
	
	
	ENSDLAG00005027848
	-
	-
	6.90

	
	
	
	
	ENSDLAG00005030654
	cav2
	caveolin-2 isoform a
	6.83

	
	
	
	
	ENSDLAG00005031827
	il4il
	interleukin 4 induced 1
	6.70

	
	
	
	
	ENSDLAG00005021309
	hpx
	hemopexin precursor
	6.66

	
	
	
	
	ENSDLAG00005033112
	-
	-
	6.65

	
	
	
	
	ENSDLAG00005018300
	ifny
	interferon gamma 1-like
	6.57

	
	
	
	
	ENSDLAG00005008693
	cela1
	chymotrypsin-like elastase family member 1 precursor
	6.56

	
	
	
	
	ENSDLAG00005033721
	il4il
	interleukin 4 induced 1
	6.55

	
	
	
	
	ENSDLAG00005006713
	-
	-
	6.40

	
	
	
	
	ENSDLAG00005029786
	ctrc
	chymotrypsin-C precursor
	6.39

	
	
	
	
	ENSDLAG00005025814
	ifi44
	interferon-induced protein 44-like isoform x1
	6.22

	
	
	
	
	ENSDLAG00005005252
	hep7
	hepcidin isoform x7
	6.22

	
	
	
	
	ENSDLAG00005031676
	ccl19
	C-C motif chemokine 19-like isoform x1
	6.21

	
	
	
	
	ENSDLAG00005010114
	ebi3
	Epstein-Barr virus induced 3 
	6.19

	
	
	
	
	ENSDLAG00005027296
	-
	-
	6.08

	
	
	
	
	ENSDLAG00005004036
	lao1
	L-amino acid oxidase 1 precursor
	6.06

	
	
	
	
	ENSDLAG00005001479
	dio3
	thyroxine 5-deiodinase-like
	5.97

	
	
	
	
	ENSDLAG00005005938
	-
	-
	5.96

	
	
	
	
	ENSDLAG00005009743
	pinlyp
	phospholipase A2 inhibitor and Ly6/PLAUR domain-containing protein-like
	5.96

	
	
	
	
	ENSDLAG00005007623
	ctnnd2a
	catenin (cadherin-associated protein), delta 2a 
	5.93

	
	
	
	
	ENSDLAG00005033541
	ccl26
	eotaxin-like
	5.86

	
	
	
	
	ENSDLAG00005021347
	il1β
	interleukin 1 beta
	5.79

	
	
	
	
	ENSDLAG00005028464
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	5.65

	
	
	
	
	ENSDLAG00005029048
	asrgl1
	isoaspartyl peptidase/L-asparaginase
	5.65

	
	
	
	
	ENSDLAG00005016045
	RAB17
	RAB17, member RAS oncogene family 
	5.47

	
	
	
	
	ENSDLAG00005004191
	fgf20a
	fibroblast growth factor 20a
	5.45

	
	
	
	
	ENSDLAG00005033356
	ighc
	immunoglobulin heavy chain variable domain-containing protein, partial
	5.30

	
	
	
	
	ENSDLAG00005033804
	kmt5a
	N-lysine methyltransferase KMT5A
	5.29

	
	
	
	
	ENSDLAG00005026948
	urgcp
	up-regulator of cell proliferation isoform X9
	5.27

	
	
	
	
	ENSDLAG00005029506
	gvinp1
	interferon-induced very large GTPase 1
	5.20

	
	
	
	
	ENSDLAG00005031798
	ccl6
	C-C motif chemokine 6 precursor
	5.18

	
	
	
	
	ENSDLAG00005031147
	nlgn2a
	neuroligin 2a 
	5.13

	
	
	
	
	ENSDLAG00005021570
	-
	-
	5.09

	
	
	
	
	ENSDLAG00005029691
	lygl1
	lysozyme g-like protein 1 precursor
	5.09

	
	
	
	
	ENSDLAG00005026930
	endod1
	endonuclease domain-containing 1 protein precursor
	5.01

	
	
	
	↓
	ENSDLAG00005004718
	igfn1
	immunoglobulin-like and fibronectin type III domain-containing protein 1
	-5.01

	
	
	
	
	ENSDLAG00005002632
	myl1
	myosin, light chain 1, alkali; skeletal, fast
	-5.02

	
	
	
	
	ENSDLAG00005017744
	svilc
	supervillin c 
	-5.07

	
	
	
	
	ENSDLAG00005030074
	tnnt2b
	troponin T type 2b (cardiac) 
	-5.07

	
	
	
	
	ENSDLAG00005019997
	cd38
	ADP-ribosyl cyclase/cyclic ADP-ribose hydrolase 1
	-5.11

	
	
	
	
	ENSDLAG00005028302
	myhb
	myosin, heavy chain b 
	-5.14

	
	
	
	
	ENSDLAG00005010046
	cntn1
	contactin 1 
	-5.14

	
	
	
	
	ENSDLAG00005010562
	mylpf
	myosin light chain, phosphorylatable, fast skeletal muscle a 
	-5.20

	
	
	
	
	ENSDLAG00005019645
	tnnt
	troponin T, fast skeletal muscle isoform 1
	-5.23

	
	
	
	
	ENSDLAG00005001865
	pvalb7
	parvalbumin 7
	-5.24

	
	
	
	
	ENSDLAG00005006083
	smtnl
	smoothelin, like 
	-5.26

	
	
	
	
	ENSDLAG00005008808
	myot
	myotilin isoform a
	-5.26
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	ENSDLAG00005018610
	tnnt3a
	troponin T type 3a (skeletal, fast) 
	-5.26

	
	
	
	
	ENSDLAG00005030033
	-
	-
	-5.26

	
	
	
	
	ENSDLAG00005024556
	gpib
	glucose-6-phosphate isomerase b 
	-5.28

	
	
	
	
	ENSDLAG00005017911
	nme2
	nucleoside diphosphate kinase B-like
	-5.29

	
	
	
	
	ENSDLAG00005024512
	tpm1
	tropomyosin alpha-1 chain isoform Tpm1.1st
	-5.30

	
	
	
	
	ENSDLAG00005030873
	six1a
	SIX homeobox 1a 
	-5.32

	
	
	
	
	ENSDLAG00005003445
	ppm1l
	protein phosphatase 1L
	-5.34

	
	
	
	
	ENSDLAG00005024170
	gals3
	galectin-3
	-5.35

	
	
	
	
	ENSDLAG00005027592
	calcoco1b
	calcium binding and coiled-coil domain 1b 
	-5.35

	
	
	
	
	ENSDLAG00005005095
	pfkma
	phosphofructokinase, muscle a 
	-5.46

	
	
	
	
	ENSDLAG00005023928
	ldb3b
	LIM domain binding 3b 
	-5.56

	
	
	
	
	ENSDLAG00005032080
	myh4
	myosin-4
	-5.62

	
	
	
	
	ENSDLAG00005032192
	SGNH
	SGNH/GDSL hydrolase family protein
	-5.62

	
	
	
	
	ENSDLAG00005009321
	dhrs7cb
	dehydrogenase/reductase (SDR family) member 7Cb
	-5.80

	
	
	
	
	ENSDLAG00005014209
	ckmb
	creatine kinase, M-type 
	-5.88

	
	
	
	
	ENSDLAG00005022825
	ampd1
	AMP deaminase 1 isoform 1
	-5.92

	
	
	
	
	ENSDLAG00005007087
	-
	-
	-5.99

	
	
	
	
	ENSDLAG00005018591
	klhl41
	kelch-like protein 41
	-6.00

	
	
	
	
	ENSDLAG00005016283
	FHL2
	four and a half LIM domains 2 
	-6.01

	
	
	
	
	ENSDLAG00005015940
	mybpc1
	myosin binding protein C, slow type
	-6.06

	
	
	
	
	ENSDLAG00005010647
	ptp4a3
	protein tyrosine phosphatase type IVA 3 isoform 1
	-6.06

	
	
	
	
	ENSDLAG00005030925
	tpm2
	tropomyosin 2 (beta)
	-6.07

	
	
	
	
	ENSDLAG00005004302
	aldoab
	aldolase a, fructose-bisphosphate, b 
	-6.08

	
	
	
	
	ENSDLAG00005031929
	rt
	reverse transcriptase family protein, partial
	-6.08

	
	
	
	
	ENSDLAG00005024427
	txlnbb
	taxilin beta b 
	-6.12

	
	
	
	
	ENSDLAG00005022521
	mstnb
	myostatin b 
	-6.31

	
	
	
	
	ENSDLAG00005018746
	tnni2a.1
	troponin I type 2a (skeletal, fast), tandem duplicate 1 
	-6.32

	
	
	
	
	ENSDLAG00005013956
	srl
	sarcalumenin 
	-6.33

	
	
	
	
	ENSDLAG00005006316
	ckma
	creatine kinase, muscle a 
	-6.35

	
	
	
	
	ENSDLAG00005006548
	ATP1a2a
	ATPase Na+/K+ transporting subunit alpha 2 
	-6.37

	
	
	
	
	ENSDLAG00005012143
	myom1
	myomesin-2 isoform x3
	-6.40

	
	
	
	
	ENSDLAG00005006618
	ATP2a1
	ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1 
	-6.55

	
	
	
	
	ENSDLAG00005029309
	obscn
	obscurin isoform c
	-6.79

	
	
	
	
	ENSDLAG00005031785
	klhl31
	kelch-like family member 31 
	-6.84

	
	
	
	
	ENSDLAG00005000885
	myo18b
	unconventional myosin-XVIIIb
	-6.93

	
	
	
	
	ENSDLAG00005009509
	mybpc
	myosin binding protein Cb isoform X8
	-7.08

	
	
	
	
	ENSDLAG00005005455
	slc25a4
	solute carrier family 25 member 4
	-7.09

	
	
	
	
	ENSDLAG00005004968
	pygma
	phosphorylase, glycogen, muscle A 
	-7.21

	
	
	
	
	ENSDLAG00005019000
	gpd1b
	glycerol-3-phosphate dehydrogenase 1b 
	-7.22

	
	
	
	
	ENSDLAG00005025196
	ATP2a1
	ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 1
	-7.23

	
	
	
	
	ENSDLAG00005002859
	myh4
	myosin-4
	-7.51

	
	
	
	
	ENSDLAG00005018777
	myh4
	myosin-4
	-7.54

	
	
	
	
	ENSDLAG00005010084
	desma
	desmin a 
	-7.76

	
	
	
	
	ENSDLAG00005027267
	ttn3
	titin isoform 3
	-8.03

	
	
	
	
	ENSDLAG00005011034
	RPL3L
	ribosomal protein L3 like 
	-8.18

	
	
	
	
	ENSDLAG00005031376
	IGSF22
	immunoglobulin superfamily member 22 
	-14.41

	
	
	
	
	ENSDLAG00005005771
	myh7
	myosin heavy chain 7 
	-14.70

	
	
	
	
	ENSDLAG00005029581
	myh7
	myosin heavy chain 7 
	-15.64

	
	
	
	
	ENSDLAG00005009244
	nefma
	neurofilament, medium polypeptide a
	-16.82

	
	
	
	
	ENSDLAG00005034021
	arl14
	ADP-ribosylation factor-like 14 
	-17.31

	
	
	
	
	ENSDLAG00005012676
	c1q
	complement C1q domain-containing protein, partial
	-19.30

	
	
	
	
	ENSDLAG00005034203
	-
	-
	-19.60

	
	
	
	
	ENSDLAG00005029166
	myh4
	myosin-4
	-19.91

	
	
	
	
	ENSDLAG00005007769
	actc1
	actin, alpha cardiac muscle 1
	-21.42

	
	
	
	
	ENSDLAG00005024049
	ttn3
	titin isoform 3
	-22.00
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	ENSDLAG00005018564
	tnnc2
	troponin C, skeletal muscle
	-22.76

	
	
	
	
	ENSDLAG00005005064
	myoz2b
	myozenin 2b 
	-22.84



 







[bookmark: OLE_LINK1][bookmark: OLE_LINK2]Table S3. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a control diet (CTRL) for 15 days under stressful conditions. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	CTRL stressed pre-bacteria infection (CTRL_stress_0h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	MF
	GO:0003877
	ATP adenylyltransferase activity
	0.023
	
	
	
	kars

	MF
	GO:0004364
	glutathione transferase activity
	0.015
	
	
	
	mgst1.2

	MF
	GO:0004824
	lysine-tRNA ligase activity
	0.023
	
	
	
	kars

	MF
	GO:0016765
	transferase activity, transferring alkyl or aryl (other than methyl) groups
	0.002
	
	
	
	mgst1.2, mat2al

	BP
	GO:0002276
	basophil activation involved in immune response
	0.036
	
	
	
	kars

	BP
	GO:0015966
	diadenosine tetraphosphate biosynthetic process
	0.036
	
	
	
	kars

	BP
	GO:0006430
	lysyl-tRNA aminoacylation
	0.036
	
	
	
	kars

	BP
	GO:0043032
	positive regulation of macrophage activation
	0.036
	
	
	
	kars

	CC
	GO:0017101
	aminoacyl-tRNA synthetase multienzyme complex
	0.041
	
	
	
	kars

	CC
	GO:0005813
	centrosome
	0.041
	
	
	
	cep70

	CC
	GO:0005577
	fibrinogen complex
	0.041
	
	
	
	fgg

	CC
	GO:0048269
	methionine adenosyltransferase complex
	0.041
	
	
	
	mat2αl

	MF
	GO:0005388
	P-type calcium transporter activity
	
	
	0.009
	
	ATP2a1

	MF
	GO:0102499
	SHG alpha-glucan phosphorylase activity
	
	
	0.040
	
	pygma

	MF
	GO:0005509
	calcium ion binding
	
	
	0.031
	
	fat4, actn3, ryr3,
casq1b

	MF
	GO:0008459
	chondroitin 6-sulfotransferase activity
	
	
	0.031
	
	chst7

	MF
	GO:0070095
	fructose-6-phosphate binding
	
	
	0.040
	
	pygma

	MF
	GO:0004332
	fructose-bisphosphate aldolase activity
	
	
	0.006
	
	aldoab

	MF
	GO:0004445
	inositol-polyphosphate 5-phosphatase activity
	
	
	0.031
	
	inpp5A

	MF
	GO:0102250
	linear malto-oligosaccharide phosphorylase activity
	
	
	0.040
	
	pygma

	MF
	GO:0004550
	nucleoside diphosphate kinase activity
	
	
	0.009
	
	nme2

	MF
	GO:0050211
	procollagen galactosyltransferase activity
	
	
	0.029
	
	colgalt2

	MF
	GO:0019905
	syntaxin binding
	
	
	0.029
	
	txlnb

	BP
	GO:0046031
	ADP metabolic process
	
	
	0.001
	
	pfkma, aldoab

	BP
	GO:0048211
	Golgi vesicle docking
	
	
	0.008
	
	uso1

	BP
	GO:0006044
	N-acetylglucosamine metabolic process
	
	
	0.042
	
	chst7

	BP
	GO:0030325
	adrenal gland development
	
	
	0.026
	
	wt1a, angptl4

	BP
	GO:0007610
	behavior
	
	
	0.042
	
	gpd1b, desma

	BP
	GO:0070588
	calcium ion transmembrane transport
	
	
	0.000
	
	casq1b, desma, ATP2a1

	BP
	GO:0016052
	carbohydrate catabolic process
	
	
	0.000
	
	pfkma, aldoab, pygma

	BP
	GO:0005975
	carbohydrate metabolic process
	
	
	0.001
	
	pfkma, gpd1b, aldoab, pygma

	BP
	GO:0052576
	carbohydrate storage
	
	
	0.013
	
	pygma

	BP
	GO:0019725
	cellular homeostasis
	
	
	0.001
	
	casq1b, ATP2a1

	BP
	GO:0030206
	chondroitin sulfate biosynthetic process
	
	
	0.030
	
	chst7

	BP
	GO:0030388
	fructose 1,6-bisphosphate metabolic process
	
	
	0.000
	
	pfkma, aldoab

	BP
	GO:0006096
	glycolytic process
	
	
	0.001
	
	pfkma, aldoab

	BP
	GO:0098771
	inorganic ion homeostasis
	
	
	0.001
	
	ry3, casq1b, ATP2a1

	BP
	GO:0006874
	intracellular calcium ion homeostasis
	
	
	0.000
	
	ry3, casq1b, desma, ATP2a1

	BP
	GO:0055082
	intracellular chemical homeostasis
	
	
	0.001
	
	ry3, casq1b, ATP2a1

	BP
	GO:0043066
	negative regulation of apoptotic process
	
	
	0.014
	
	wt1a, angptl4

	BP
	GO:1905709
	negative regulation of membrane permeability
	
	
	0.022
	
	slc25a4

	BP
	GO:0045932
	negative regulation of muscle contraction
	
	
	0.008
	
	ATP2a1

	BP
	GO:0072149
	podocyte cell fate commitment
	
	
	0.013
	
	wt1a

	BP
	GO:0039022
	pronephric duct development
	
	
	0.033
	
	wt1a

	BP
	GO:0039021
	pronephric glomerulus development
	
	
	0.047
	
	wt1a

	BP
	GO:0009144
	purine nucleoside triphosphate metabolic process
	
	
	0.000
	
	nme2, pfkma, aldoab

	BP
	GO:0009179
	purine ribonucleoside diphosphate metabolic process
	
	
	0.001
	
	pfkma, aldoab

	BP
	GO:0006090
	pyruvate metabolic process
	
	
	0.001
	
	pfkma, aldoab

	BP
	GO:0090076
	relaxation of skeletal muscle
	
	
	0.008
	
	ATP2a1

	BP
	GO:0007519
	skeletal muscle tissue development
	
	
	0.001
	
	myl1, desma, pygma

	BP
	GO:0045056
	transcytosis
	
	
	0.018
	
	uso1

	BP
	GO:0048280
	vesicle fusion with Golgi apparatus
	
	
	0.026
	
	uso1

	BP
	GO:0061032
	visceral serous pericardium development
	
	
	0.013
	
	wt1a

	CC
	GO:0005945
	6-phosphofructokinase complex
	
	
	0.031
	
	pfkma

	CC
	GO:0015629
	actin cytoskeleton
	
	
	0.040
	
	tpm2, myl1

	CC
	GO:0043292
	contractile fiber
	
	
	0.000
	
	casq1b, tpm2, myl1, desma

	CC
	GO:0009331
	glycerol-3-phosphate dehydrogenase complex
	
	
	0.040
	
	gpd1b
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	CC
	GO:0031984
	organelle subcompartment
	
	
	0.016
	
	uso1, ATP2a1, chst7

	CC
	GO:0016529
	sarcoplasmic reticulum
	
	
	0.000
	
	casq1b, ATP2a1

	CC
	GO:0033017
	sarcoplasmic reticulum membrane
	
	
	0.001
	
	ATP2a1

	CC
	GO:0099512
	supramolecular fiber
	
	
	0.001
	
	casq1b, tpm2, myl1, desma

	KEGG
	KEGG:01230
	Biosynthesis of amino acids
	
	
	0.006
	
	pfkma, aldoab

	KEGG
	KEGG:04020
	Calcium signaling pathway
	
	
	0.031
	
	ryr3, casq1b

	KEGG
	KEGG:01200
	Carbon metabolism
	
	
	0.012
	
	pfkma, aldoab

	KEGG
	KEGG:04260
	Cardiac muscle contraction
	
	
	0.020
	
	tpm2, ATP2a1

	KEGG
	KEGG:00051
	Fructose and mannose metabolism
	
	
	0.002
	
	pfkma, aldoab

	KEGG
	KEGG:00010
	Glycolysis / Gluconeogenesis
	
	
	0.004
	
	pfkma, aldoab

	KEGG
	KEGG:00030
	Pentose phosphate pathway
	
	
	0.001
	
	pfkma, aldoab


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.



Table S4. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a control diet (CTRL) for 15 days under stressful conditions, followed by a bacterial challenge. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	CTRL stressed post-bacteria infection (CTRL_stress_24h)
	up-regulated
	 
	down-regulated
	
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	
	

	MF
	GO:0005525
	GTP binding
	0.000
	
	
	
	-

	MF
	GO:0032052
	bile acid binding
	0.026
	
	
	
	fabp6

	MF
	GO:0097367
	carbohydrate derivative binding
	0.000
	
	
	
	-

	MF
	GO:0017172
	cysteine dioxygenase activity
	0.008
	
	
	
	cdo1

	MF
	GO:0004553
	hydrolase activity, hydrolyzing O-glycosyl compounds
	0.007
	
	
	
	lygl1

	MF
	GO:0003796
	lysozyme activity
	0.000
	
	
	
	lygl1

	BP
	GO:0006026
	aminoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0072378
	blood coagulation, fibrin clot formation
	0.038
	
	
	
	fgg

	BP
	GO:0007155
	cell adhesion
	0.049
	
	
	
	fgg, ctnnd2a, nlgn2a

	BP
	GO:0006952
	defense response
	0.001
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0042742
	defense response to bacterium
	0.002
	
	
	
	saa, lygl1

	BP
	GO:0098542
	defense response to other organism
	0.003
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0060997
	dendritic spine morphogenesis
	0.032
	
	
	
	ctnnd2a

	BP
	GO:0006027
	glycosaminoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0048871
	multicellular organismal-level homeostasis
	0.027
	
	
	
	saa, fgf20a

	BP
	GO:0001780
	neutrophil homeostasis
	0.032
	
	
	
	saa

	BP
	GO:0009253
	peptidoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0000270
	peptidoglycan metabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0044854
	plasma membrane raft assembly
	0.033
	
	
	
	-

	BP
	GO:0070527
	platelet aggregation
	0.033
	
	
	
	fgg

	BP
	GO:0046850
	regulation of bone remodeling
	0.035
	
	
	
	fgf20a

	BP
	GO:0009617
	response to bacterium
	0.005
	
	
	
	saa, lygl1

	BP
	GO:0009607
	response to biotic stimulus
	0.004
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0043207
	response to external biotic stimulus
	0.004
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0009605
	response to external stimulus
	0.017
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0006950
	response to stress
	0.004
	
	
	
	fgg, saa, ccl19, lygl1

	BP
	GO:0050808
	synapse organization
	0.021
	
	
	
	cdo1

	BP
	GO:0042412
	taurine biosynthetic process
	0.015
	
	
	
	cdo1

	CC
	GO:0005576
	extracellular region
	0.000
	
	
	
	fgg, saa, ccl19, fgf20a, lygl1

	CC
	GO:0005577
	fibrinogen complex
	0.031
	
	
	
	fgg

	CC
	GO:0060077
	inhibitory synapse
	0.031
	
	
	
	nlgn2a

	CC
	GO:0034358
	plasma lipoprotein particle
	0.031
	
	
	
	saa

	KEGG
	KEGG:00270
	Cysteine and methionine metabolism
	0.008
	
	
	
	cdo1, il4il

	KEGG
	KEGG:00360
	Phenylalanine metabolism
	0.041
	
	
	
	il4il

	KEGG
	KEGG:00400
	Phenylalanine, tyrosine and tryptophan biosynthesis
	0.028
	
	
	
	il4il

	KEGG
	KEGG:00430
	Taurine and hypotaurine metabolism
	0.045
	
	
	
	cdo1

	MF
	GO:0005319
	lipid transporter activity
	
	
	0.000
	
	-

	MF
	GO:0033691
	sialic acid binding
	
	
	0.001
	
	-

	BP
	GO:0045104
	intermediate filament cytoskeleton organization
	
	
	0.030
	
	prph, nefma

	BP
	GO:0010876
	lipid localization
	
	
	0.000
	
	-

	BP
	GO:0006869
	lipid transport
	
	
	0.000
	
	-

	BP
	GO:0045932
	negative regulation of muscle contraction
	
	
	0.030
	
	ATP2a1

	BP
	GO:0090076
	relaxation of skeletal muscle
	
	
	0.030
	
	ATP2a1

	CC
	GO:0015629
	actin cytoskeleton
	
	
	0.026
	
	tnni2a.2, myo5c, myh4

	CC
	GO:0030424
	axon
	
	
	0.005
	
	syt1, prph, nefma

	CC
	GO:0030054
	cell junction
	
	
	0.036
	
	map1b, syt1, cldn5a, nefma

	CC
	GO:0031045
	dense core granule
	
	
	0.033
	
	syt1

	CC
	GO:0033017
	sarcoplasmic reticulum membrane
	
	
	0.043
	
	ATP2a1

	CC
	GO:0099512
	supramolecular fiber
	
	
	0.000
	
	tnni2a.2, map1b, prph, nefma, myh4

	KEGG
	KEGG:04814
	Motor proteins
	
	
	0.000
	
	tnni2a.2, kif5a


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.


Table S5. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a tryptophan supplemented diet (TRP) for 15 days. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	TRP unstressed pre-bacteria infection (TRP_ Ø_0h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	BP
	GO:0048251
	elastic fiber assembly
	0.000
	
	
	
	mfap4

	BP
	GO:0097435
	supramolecular fiber organization
	0.000
	
	
	
	mfap4

	BP
	GO:0022607
	cellular component assembly
	0.000
	
	
	
	fgg, bbs1

	BP
	GO:0044085
	cellular component biogenesis
	0.000
	
	
	
	fgg, bbs1

	BP
	GO:0042742
	defense response to bacterium
	0.015
	
	
	
	saa, tfa

	BP
	GO:0009617
	response to bacterium
	0.030
	
	
	
	saa, tfa

	BP
	GO:0051702
	biological process involved in interaction with symbiont
	0.007
	
	
	
	saa

	BP
	GO:0051873
	killing by host of symbiont cells
	0.007
	
	
	
	saa

	BP
	GO:0070944
	neutrophil-mediated killing of bacterium
	0.007
	
	
	
	saa

	BP
	GO:0070942
	neutrophil mediated cytotoxicity
	0.007
	
	
	
	saa

	BP
	GO:0006953
	acute-phase response
	0.013
	
	
	
	saa

	BP
	GO:0002526
	acute inflammatory response
	0.013
	
	
	
	saa

	BP
	GO:0002446
	neutrophil mediated immunity
	0.016
	
	
	
	saa

	BP
	GO:0019731
	antibacterial humoral response
	0.016
	
	
	
	tfa

	BP
	GO:0001780
	neutrophil homeostasis
	0.025
	
	
	
	saa

	BP
	GO:0070527
	platelet aggregation
	0.028
	
	
	
	fgg

	BP
	GO:0020027
	hemoglobin metabolic process
	0.025
	
	
	
	tfa

	BP
	GO:0042541
	hemoglobin biosynthetic process
	0.025
	
	
	
	tfa

	BP
	GO:0001909
	leukocyte mediated cytotoxicity
	0.031
	
	
	
	saa

	BP
	GO:0072378
	blood coagulation, fibrin clot formation
	0.031
	
	
	
	fgg

	BP
	GO:0001906
	cell killing
	0.039
	
	
	
	saa

	BP
	GO:1905515
	non-motile cilium assembly
	0.041
	
	
	
	tfa

	CC
	GO:0062023
	collagen-containing extracellular matrix
	0.000
	
	
	
	fgg

	CC
	GO:0005576
	extracellular region
	0.000
	
	
	
	fgg, ambp, apoa1, saa, tfa

	CC
	GO:0005615
	extracellular space
	0.000
	
	
	
	fgg, saa, tfa

	CC
	GO:0034358
	plasma lipoprotein particle
	0.029
	
	
	
	saa

	CC
	GO:0034464
	BBSome
	0.039
	
	
	
	bbs1

	CC
	GO:0005579
	membrane attack complex
	0.045
	
	
	
	c9

	MF
	GO:0004930
	G protein-coupled receptor activity
	
	
	0.003
	
	adora2a

	MF
	GO:0030374
	nuclear receptor coactivator activity
	
	
	0.027
	
	prrc1

	MF
	GO:0140161
	monocarboxylate:sodium symporter activity
	
	
	0.032
	
	slc6a22.1

	BP
	GO:0007602
	phototransduction
	
	
	0.000
	
	-

	BP
	GO:0007601
	visual perception
	
	
	0.000
	
	-

	BP
	GO:0050877
	nervous system process
	
	
	0.000
	
	-

	BP
	GO:0009605
	response to external stimulus
	
	
	0.000
	
	-

	BP
	GO:0003008
	system process
	
	
	0.000
	
	-

	BP
	GO:0015812
	gamma-aminobutyric acid transport
	
	
	0.027
	
	slc6a22.1

	BP
	GO:0007154
	cell communication
	
	
	0.041
	
	adora2a

	KEGG
	KEGG:04744
	Phototransduction
	
	
	0.000
	
	-


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.


Table S6. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a control diet (CTRL) for 15 days, followed by a bacterial challenge. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	CTRL unstressed post-bacteria infection (CTRL_ Ø_24h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	MF
	GO:0005525
	GTP binding
	0.000
	
	
	
	-

	MF
	GO:0097367
	carbohydrate derivative binding
	0.000
	
	
	
	-

	MF
	GO:0003796
	lysozyme activity
	0.000
	
	
	
	lygl1

	MF
	GO:0017172
	cysteine dioxygenase activity
	0.005
	
	
	
	cdo1

	MF
	GO:0016798
	hydrolase activity, acting on glycosyl bonds
	0.006
	
	
	
	lygl1

	MF
	GO:0042043
	neurexin family protein binding
	0.044
	
	
	
	

	BP
	GO:0009253
	peptidoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0000270
	peptidoglycan metabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0006027
	glycosaminoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0030203
	glycosaminoglycan metabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0006022
	aminoglycan metabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0006952
	defense response
	0.000
	
	
	
	ccl19, il1β, lygl1

	BP
	GO:0009605
	response to external stimulus
	0.007
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0042742
	defense response to bacterium
	0.001
	
	
	
	saa, lygl1

	BP
	GO:0098542
	defense response to other organism
	0.001
	
	
	
	saa, lygl1, ccl19

	BP
	GO:0006950
	response to stress
	0.001
	
	
	
	saa, lygl1, ccl19, il1β, fgg

	BP
	GO:1901136
	carbohydrate derivative catabolic process
	0.001
	
	
	
	lygl1

	BP
	GO:0044419
	biological process involved in interspecies interaction between organisms
	0.001
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0009607
	response to biotic stimulus
	0.001
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0006954
	inflammatory response
	0.002
	
	
	
	saa, ccl19, il1β

	BP
	GO:0009617
	response to bacterium
	0.002
	
	
	
	saa, lygl1

	BP
	GO:0030593
	neutrophil chemotaxis
	0.004
	
	
	
	saa, ccl19

	BP
	GO:0071621
	granulocyte chemotaxis
	0.005
	
	
	
	saa, ccl19

	BP
	GO:1990266
	neutrophil migration
	0.006
	
	
	
	saa, ccl19

	BP
	GO:0051702
	biological process involved in interaction with symbiont
	0.006
	
	
	
	saa

	BP
	GO:0051873
	killing by host of symbiont cells
	0.006
	
	
	
	saa

	BP
	GO:0070944
	neutrophil-mediated killing of bacterium
	0.006
	
	
	
	saa

	BP
	GO:0070942
	neutrophil mediated cytotoxicity
	0.006
	
	
	
	saa

	BP
	GO:0097530
	granulocyte migration
	0.006
	
	
	
	saa, ccl19

	BP
	GO:0097529
	myeloid leukocyte migration
	0.007
	
	
	
	saa, ccl19

	BP
	GO:0006953
	acute-phase response
	0.009
	
	
	
	saa

	BP
	GO:0002526
	acute inflammatory response
	0.009
	
	
	
	saa

	BP
	GO:0042412
	taurine biosynthetic process
	0.009
	
	
	
	cdo1

	BP
	GO:0050900
	leukocyte migration
	0.010
	
	
	
	saa, ccl19

	BP
	GO:0060326
	cell chemotaxis
	0.011
	
	
	
	saa, ccl19

	BP
	GO:0050808
	synapse organization
	0.011
	
	
	
	nlgn2a, ctnnd2a

	BP
	GO:0002446
	neutrophil mediated immunity
	0.012
	
	
	
	saa

	BP
	GO:0001780
	neutrophil homeostasis
	0.021
	
	
	
	saa

	BP
	GO:0060997
	dendritic spine morphogenesis
	0.021
	
	
	
	ctnnd2a

	BP
	GO:0070527
	platelet aggregation
	0.021
	
	
	
	cdo1

	BP
	GO:0044854
	plasma membrane raft assembly
	0.021
	
	
	
	-

	BP
	GO:0001909
	leukocyte mediated cytotoxicity
	0.025
	
	
	
	saa

	BP
	GO:0007155
	cell adhesion
	0.025
	
	
	
	cdo1, ctnnd2a, nlgn2a

	BP
	GO:0072378
	blood coagulation, fibrin clot formation
	0.025
	
	
	
	cdo1

	BP
	GO:0001906
	cell killing
	0.031
	
	
	
	saa

	BP
	GO:0002376
	immune system process
	0.040
	
	
	
	saa, ccl19

	CC
	GO:0005576
	extracellular region
	0.001
	
	
	
	fgg

	CC
	GO:0005615
	extracellular space
	0.006
	
	
	
	fgg

	CC
	GO:0034358
	plasma lipoprotein particle
	0.023
	
	
	
	saa

	CC
	GO:0060077
	inhibitory synapse
	0.023
	
	
	
	nlgn2a

	KEGG
	KEGG:00270
	Cysteine and methionine metabolism
	0.004
	
	
	
	saa, il4il

	KEGG
	KEGG:00400
	Phenylalanine, tyrosine and tryptophan biosynthesis
	0.021
	
	
	
	il4il

	KEGG
	KEGG:00360
	Phenylalanine metabolism
	0.030
	
	
	
	il4il

	KEGG
	KEGG:00430
	Taurine and hypotaurine metabolism
	0.033
	
	
	
	saa

	KEGG
	KEGG:00350
	Tyrosine metabolism
	0.045
	
	
	
	il4il

	KEGG
	KEGG:00380
	Tryptophan metabolism
	0.047
	
	
	
	il4il

	KEGG
	KEGG:00250
	Alanine, aspartate and glutamate metabolism
	0.047
	
	
	
	il4il

	KEGG
	KEGG:00280
	Valine, leucine and isoleucine degradation
	0.049
	
	
	
	il4il

	Table S6. Continued.

	MF
	GO:0003779
	actin binding
	
	
	0.031
	
	map1aa

	MF
	GO:0019911
	structural constituent of myelin sheath
	
	
	0.031
	
	plp1b

	MF
	GO:0016907
	G protein-coupled acetylcholine receptor activity
	
	
	0.031
	
	-

	MF
	GO:0000146
	microfilament motor activity
	
	
	0.031
	
	-

	BP
	GO:0032291
	axon ensheathment in central nervous system
	
	
	0.015
	
	plp1b

	BP
	GO:0033275
	actin-myosin filament sliding
	
	
	0.015
	
	-

	BP
	GO:0048468
	cell development
	
	
	0.015
	
	plp1b, map1aa

	BP
	GO:0030154
	cell differentiation
	
	
	0.020
	
	plp1b, map1aa

	BP
	GO:0048731
	system development
	
	
	0.025
	
	plp1b, map1aa

	BP
	GO:0021782
	glial cell development
	
	
	0.025
	
	plp1b

	BP
	GO:0022008
	neurogenesis
	
	
	0.026
	
	plp1b, map1aa

	BP
	GO:0035050
	embryonic heart tube development
	
	
	0.029
	
	-

	BP
	GO:0010001
	glial cell differentiation
	
	
	0.030
	
	plp1b

	BP
	GO:0042063
	gliogenesis
	
	
	0.034
	
	plp1b

	BP
	GO:0007399
	nervous system development
	
	
	0.040
	
	plp1b, map1aa

	CC
	GO:0099512
	supramolecular fiber
	
	
	0.001
	
	map1aa, nefma

	CC
	GO:0032982
	myosin filament
	
	
	0.013
	
	-

	CC
	GO:0043005
	neuron projection
	
	
	0.013
	
	map1aa, nefma

	CC
	GO:0043209
	myelin sheath
	
	
	0.013
	
	plp1b

	CC
	GO:0016460
	myosin II complex
	
	
	0.015
	
	-

	CC
	GO:0045202
	synapse
	
	
	0.016
	
	-

	CC
	GO:0043025
	neuronal cell body
	
	
	0.036
	
	map1aa


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.



Table S7. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a tryptophan supplemented diet (TRP) for 15 days, followed by a bacterial challenge. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	TRP unstressed post-bacteria infection (TRP_ Ø_24h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	MF
	GO:0005525
	GTP binding
	0.000
	
	
	
	-

	MF
	GO:0097367
	carbohydrate derivative binding
	0.004
	
	
	
	-

	MF
	GO:0005125
	cytokine activity
	0.004
	
	
	
	ccl19, il1β

	MF
	GO:0017172
	cysteine dioxygenase activity
	0.007
	
	
	
	cdo1

	MF
	GO:0015375
	glycine:sodium symporter activity
	0.012
	
	
	
	slc6a9

	MF
	GO:0004645
	1,4-alpha-oligoglucan phosphorylase activity
	0.038
	
	
	
	tymp

	BP
	GO:0006952
	defense response
	0.023
	
	
	
	saa, ccl19, il1β

	BP
	GO:0006950
	response to stress
	0.031
	
	
	
	fgg, saa, ccl19, il1β

	BP
	GO:0006954
	inflammatory response
	0.016
	
	
	
	saa, ccl19, il1β

	BP
	GO:0030593
	neutrophil chemotaxis
	0.016
	
	
	
	saa, ccl19

	BP
	GO:0071621
	granulocyte chemotaxis
	0.016
	
	
	
	saa, ccl19

	BP
	GO:1990266
	neutrophil migration
	0.016
	
	
	
	saa, ccl19

	BP
	GO:0051702
	biological process involved in interaction with symbiont
	0.016
	
	
	
	saa

	BP
	GO:0051873
	killing by host of symbiont cells
	0.016
	
	
	
	saa

	BP
	GO:0070944
	neutrophil-mediated killing of bacterium
	0.016
	
	
	
	saa

	BP
	GO:0070942
	neutrophil mediated cytotoxicity
	0.016
	
	
	
	saa

	BP
	GO:0097530
	granulocyte migration
	0.016
	
	
	
	saa, ccl19

	BP
	GO:0097529
	myeloid leukocyte migration
	0.018
	
	
	
	saa, ccl19

	BP
	GO:0006953
	acute-phase response
	0.018
	
	
	
	saa

	BP
	GO:0002526
	acute inflammatory response
	0.018
	
	
	
	saa

	BP
	GO:0042412
	taurine biosynthetic process
	0.018
	
	
	
	cdo1

	BP
	GO:0050900
	leukocyte migration
	0.020
	
	
	
	saa, ccl19

	BP
	GO:0060326
	cell chemotaxis
	0.020
	
	
	
	saa, ccl19

	BP
	GO:0002446
	neutrophil mediated immunity
	0.023
	
	
	
	saa

	BP
	GO:0060092
	regulation of synaptic transmission, glycinergic
	0.016
	
	
	
	slc6a9

	BP
	GO:0060080
	inhibitory postsynaptic potential
	0.018
	
	
	
	slc6a9

	BP
	GO:1903804
	glycine import across plasma membrane
	0.018
	
	
	
	slc6a9

	BP
	GO:0001780
	neutrophil homeostasis
	0.031
	
	
	
	saa

	BP
	GO:0060997
	dendritic spine morphogenesis
	0.031
	
	
	
	ctnnd2a

	BP
	GO:0070527
	platelet aggregation
	0.031
	
	
	
	fgg

	BP
	GO:0044854
	plasma membrane raft assembly
	0.031
	
	
	
	-

	BP
	GO:0001909
	leukocyte mediated cytotoxicity
	0.038
	
	
	
	saa

	BP
	GO:0072378
	blood coagulation, fibrin clot formation
	0.039
	
	
	
	fgg

	BP
	GO:0001906
	cell killing
	0.046
	
	
	
	saa

	BP
	GO:0006206
	pyrimidine nucleobase metabolic process
	0.041
	
	
	
	tymp

	CC
	GO:0005576
	extracellular region
	0.001
	
	
	
	saa, fgg, ccl19, il1β

	CC
	GO:0005615
	extracellular space
	0.000
	
	
	
	saa, fgg, ccl19, il1β

	CC
	GO:0034358
	plasma lipoprotein particle
	0.018
	
	
	
	saa

	CC
	GO:0098794
	postsynapse
	0.018
	
	
	
	ctnnd2a, slc6a9

	KEGG
	KEGG:00270
	Cysteine and methionine metabolism
	0.004
	
	
	
	cdo1, il4il

	KEGG
	KEGG:00400
	Phenylalanine, tyrosine and tryptophan biosynthesis
	0.021
	
	
	
	il4il

	KEGG
	KEGG:04060
	Cytokine-cytokine receptor interaction
	0.022
	
	
	
	ebi3

	KEGG
	KEGG:00360
	Phenylalanine metabolism
	0.023
	
	
	
	il4il

	KEGG
	KEGG:00430
	Taurine and hypotaurine metabolism
	0.027
	
	
	
	cdo1

	KEGG
	KEGG:00350
	Tyrosine metabolism
	0.037
	
	
	
	il4il

	KEGG
	KEGG:00380
	Tryptophan metabolism
	0.041
	
	
	
	il4il

	KEGG
	KEGG:00250
	Alanine, aspartate and glutamate metabolism
	0.041
	
	
	
	il4il

	KEGG
	KEGG:00280
	Valine, leucine and isoleucine degradation
	0.044
	
	
	
	il4il

	CC
	GO:0032982
	myosin filament
	
	
	0.042
	
	-

	CC
	GO:0016460
	myosin II complex
	
	
	0.045
	
	-

	CC
	GO:0016459
	myosin complex
	
	
	0.017
	
	myo5c


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.
Table S8. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a tryptophan supplemented diet (TRP) for 15 days. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	TRP stressed post-bacteria infection (TRP_ stress_0h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	BP
	GO:0072378
	blood coagulation, fibrin clot formation
	0.006
	
	
	
	fgg

	BP
	GO:0007160
	cell-matrix adhesion
	0.018
	
	
	
	fgg

	BP
	GO:0051258
	protein polymerization
	0.022
	
	
	
	fgg

	CC
	GO:0005577
	fibrinogen complex
	0.010
	
	
	
	fgg

	MF
	GO:0004857
	enzyme inhibitor activity
	
	
	0.015
	
	serpinb13

	BP
	GO:0002698
	negative regulation of immune effector process
	
	
	0.004
	
	serpinb13

	BP
	GO:0030193
	regulation of blood coagulation
	
	
	0.004
	
	serpinb13


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.
Table S9. Enrichment analysis results of up- and down-regulated differentially expressed genes results in European seabass fed a tryptophan supplemented diet (TRP) for 15 days, followed by a bacterial challenge. MF – molecular function; BP – biological processes; CC – cellular component and KEGG – Kyoto Encyclopedia of Genes and Genomes.
	TRP stressed post-bacteria infection (TRP_ stress_24h)
	up-regulated
	 
	down-regulated
	 
	Term-gene relationship

	Source
	Term ID
	Term name
	p-adj.
	 
	p-adj.
	 
	

	MF
	GO:0005525
	GTP binding
	0.000
	
	
	
	-

	MF
	GO:0032561
	guanyl ribonucleotide binding
	0.000
	
	
	
	-

	MF
	GO:0097367
	carbohydrate derivative binding
	0.031
	
	
	
	-

	MF
	GO:0003796
	lysozyme activity
	0.000
	
	
	
	lygl1

	MF
	GO:0004252
	serine-type endopeptidase activity
	0.000
	
	
	
	prss1, ela3l, ctrb1

	MF
	GO:0008236
	serine-type peptidase activity
	0.000
	
	
	
	prss1, ela3l, ctrb1

	MF
	GO:0017171
	serine hydrolase activity
	0.000
	
	
	
	prss1, ela3l, ctrb1

	MF
	GO:0004175
	endopeptidase activity
	0.000
	
	
	
	prss1, ela3l, ctrb1

	MF
	GO:0004104
	cholinesterase activity
	0.000
	
	
	
	cel.2

	MF
	GO:0004553
	hydrolase activity, hydrolyzing O-glycosyl compounds
	0.005
	
	
	
	nlgn2a, lygl1

	MF
	GO:0016798
	hydrolase activity, acting on glycosyl bonds
	0.008
	
	
	
	nlgn2a, lygl1

	MF
	GO:0017172
	cysteine dioxygenase activity
	0.008
	
	
	
	cdo1

	MF
	GO:0005102
	signaling receptor binding
	0.028
	
	
	
	fgg, ccl19, il1β, fgf20a, nlgn2a

	MF
	GO:0052689
	carboxylic ester hydrolase activity
	0.031
	
	
	
	cel.2

	BP
	GO:0000270
	peptidoglycan metabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:0006027
	glycosaminoglycan catabolic process
	0.000
	
	
	
	lygl1

	BP
	GO:1901136
	carbohydrate derivative catabolic process
	0.010
	
	
	
	lygl1

	BP
	GO:0006952
	defense response
	0.003
	
	
	
	ccl19, il1β, lygl1

	BP
	GO:0006950
	response to stress
	0.015
	
	
	
	fgg, saa, ccl19, il1β, lygl1

	BP
	GO:0043207
	response to external biotic stimulus
	0.014
	
	
	
	saa, ccl19, lygl1

	BP
	GO:0006508
	proteolysis
	0.005
	
	
	
	prss1, ctrb1, ela3l

	BP
	GO:0030593
	neutrophil chemotaxis
	0.015
	
	
	
	saa, ccl19

	BP
	GO:0040011
	locomotion
	0.025
	
	
	
	saa, ccl19, fgf20a

	BP
	GO:0042412
	taurine biosynthetic process
	0.021
	
	
	
	cdo1

	BP
	GO:0050808
	synapse organization
	0.041
	
	
	
	ctnnd2a, nlgn2a

	BP
	GO:0048871
	multicellular organismal-level homeostasis
	0.045
	
	
	
	saa, fgf20a

	BP
	GO:0001780
	neutrophil homeostasis
	0.045
	
	
	
	saa

	BP
	GO:0060997
	dendritic spine morphogenesis
	0.045
	
	
	
	fgf20a

	BP
	GO:0097061
	dendritic spine organization
	0.045
	
	
	
	fgf20a

	BP
	GO:0044854
	plasma membrane raft assembly
	0.045
	
	
	
	-

	BP
	GO:0070527
	platelet aggregation
	0.045
	
	
	
	fgg

	BP
	GO:0046850
	regulation of bone remodeling
	0.049
	
	
	
	fgf20a

	CC
	GO:0005576
	extracellular region
	0.000
	
	
	
	fgg, saa, ccl19, il1β, fgf20a, lygl1

	CC
	GO:0060077
	inhibitory synapse
	0.028
	
	
	
	nlgn2a

	KEGG
	KEGG:00100
	Steroid biosynthesis
	0.004
	
	
	
	cel.2

	KEGG
	KEGG:00270
	Cysteine and methionine metabolism
	0.009
	
	
	
	cdo1, il4il

	KEGG
	KEGG:00561
	Glycerolipid metabolism
	0.009
	
	
	
	cel.2

	KEGG
	KEGG:00400
	Phenylalanine, tyrosine and tryptophan biosynthesis
	0.023
	
	
	
	il4il

	KEGG
	KEGG:00360
	Phenylalanine metabolism
	0.040
	
	
	
	il4il

	KEGG
	KEGG:00430
	Taurine and hypotaurine metabolism
	0.048
	
	
	
	cdo1

	MF
	GO:0140358
	P-type transmembrane transporter activity
	
	
	0.004
	
	ATP1a2a

	MF
	GO:0004332
	fructose-bisphosphate aldolase activity
	
	
	0.004
	
	aldoab

	MF
	GO:0019829
	ATPase-coupled monoatomic cation transmembrane transporter activity
	
	
	0.012
	
	ATP1a2a

	MF
	GO:0004550
	nucleoside diphosphate kinase activity
	
	
	0.012
	
	nme2

	MF
	GO:0051015
	actin filament binding
	
	
	0.014
	
	myhb, tpm2

	MF
	GO:0000146
	microfilament motor activity
	
	
	0.016
	
	myhb

	MF
	GO:0019905
	syntaxin binding
	
	
	0.040
	
	txlnbb

	MF
	GO:0004347
	glucose-6-phosphate isomerase activity
	
	
	0.044
	
	pygma

	MF
	GO:0003953
	NAD+ nucleosidase activity
	
	
	0.044
	
	-

	MF
	GO:0070095
	fructose-6-phosphate binding
	
	
	0.048
	
	pfkma

	MF
	GO:0102499
	SHG alpha-glucan phosphorylase activity
	
	
	0.048
	
	pygma

	BP
	GO:0006936
	muscle contraction
	
	
	0.000
	
	tnnt2b, myhb, tnnt3a, tpm2, tnni2a.1, ATP1a2a, desma

	BP
	GO:0009205
	purine ribonucleoside triphosphate metabolic process
	
	
	0.000
	
	gpib, nme2, pfkma, aldoab

	BP
	GO:0061061
	muscle structure development
	
	
	0.000
	
	myl1, tnnt3a, klhl41, pygma, desma

	BP
	GO:0016052
	carbohydrate catabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab, pygma

	Table S9. Continued.

	BP
	GO:0030388
	fructose 1,6-bisphosphate metabolic process
	
	
	0.000
	
	pfkma, aldoab

	BP
	GO:0006096
	glycolytic process
	
	
	0.000
	
	gpib, pfkma, aldoab

	BP
	GO:0019364
	pyridine nucleotide catabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab

	BP
	GO:0046032
	ADP catabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab

	BP
	GO:1901136
	carbohydrate derivative catabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab, gpd1b

	BP
	GO:0046031
	ADP metabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab

	BP
	GO:0046034
	ATP metabolic process
	
	
	0.000
	
	gpib, pfkma, aldoab

	BP
	GO:1901135
	carbohydrate derivative metabolic process
	
	
	0.000
	
	gpib, nm2, ampd1, pfkma, aldoab

	BP
	GO:0006091
	generation of precursor metabolites and energy
	
	
	0.001
	
	gpib, pfkma, aldoab, pygma

	BP
	GO:0005975
	carbohydrate metabolic process
	
	
	0.001
	
	gpib, pfkma, aldoab, pygma, gpd1b 

	BP
	GO:0045932
	negative regulation of muscle contraction
	
	
	0.011
	
	ATP1a2a

	BP
	GO:0010522
	regulation of calcium ion transport into cytosol
	
	
	0.011
	
	desma

	BP
	GO:0090076
	relaxation of skeletal muscle
	
	
	0.011
	
	ATP1a2a

	BP
	GO:0070588
	calcium ion transmembrane transport
	
	
	0.016
	
	ATP1a2a, desma

	BP
	GO:0052576
	carbohydrate storage
	
	
	0.018
	
	pygma

	BP
	GO:0007512
	negative regulation of membrane permeability
	
	
	0.028
	
	slc25a4

	BP
	GO:1905709
	neurofilament bundle assembly
	
	
	0.028
	
	nefma

	BP
	GO:0033693
	glycerol-3-phosphate catabolic process
	
	
	0.028
	
	gpd1b

	BP
	GO:0046168
	mesenchyme migration
	
	
	0.028
	
	-

	BP
	GO:0090131
	intracellular calcium ion homeostasis
	
	
	0.030
	
	ATP1a2a

	BP
	GO:0006874
	mitochondrial ADP transmembrane transport
	
	
	0.041
	
	slc25a4

	BP
	GO:0140021
	IMP salvage
	
	
	0.050
	
	ampd1

	BP
	GO:0032264
	polysaccharide catabolic process
	
	
	0.050
	
	pygma

	BP
	GO:0000272
	contractile fiber
	
	
	0.000
	
	myl1, tnnt2b, tnnt3a, tpm2, tnni2a.1, desma

	CC
	GO:0043292
	supramolecular fiber
	
	
	0.000
	
	myl1, tnnt3a, tpm2, tnni2a.1, desma

	CC
	GO:0099512
	myosin II complex
	
	
	0.000
	
	myl1

	CC
	GO:0016460
	sarcoplasmic reticulum membrane
	
	
	0.001
	
	ATP1a2a

	CC
	GO:0033017
	6-phosphofructokinase complex
	
	
	0.026
	
	pfkma

	CC
	GO:0005945
	neurofilament
	
	
	0.035
	
	nefma

	CC
	GO:0005883
	glycerol-3-phosphate dehydrogenase complex
	
	
	0.035
	
	gpd1b

	CC
	GO:0009331
	Pentose phosphate pathway
	
	
	0.000
	
	gpib, pfkma, aldoab, 

	KEGG
	KEGG:00030
	Motor proteins
	
	
	0.000
	
	myl1, tnnt2b, tnnt3a, tpm2

	KEGG
	KEGG:04814
	Glycolysis / Gluconeogenesis
	
	
	0.000
	
	gpib, pfkma, aldoab

	KEGG
	KEGG:00010
	Cardiac muscle contraction
	
	
	0.000
	
	tnni2a.1, tpm2, ATP1a2a

	KEGG
	KEGG:04260
	Fructose and mannose metabolism
	
	
	0.001
	
	pfkma, aldoab

	KEGG
	KEGG:00051
	Carbon metabolism
	
	
	0.001
	
	gpib, pfkma, aldoab, 

	KEGG
	KEGG:01200
	Adrenergic signaling in cardiomyocytes
	
	
	0.002
	
	tnni2a.1, tpm2, ATP1a2a

	KEGG
	KEGG:04261
	Biosynthesis of amino acids
	
	
	0.005
	
	pfkma, aldoab

	KEGG
	KEGG:01230
	Starch and sucrose metabolism
	
	
	0.014
	
	gpib, pygma


Benjamini-Hochberg False Discovery Rate (FDR) for simple multiple testing correction, measuring expected proportion of false significant matches (Type I errors) within results.
