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SUPPLEMENTARY MATERIAL
Supplementary Table 1. Diet composition from growth phase 1.
	
	Dietary available P(aP), %

	Item 
	0.107
	0.324
	0.535

	Ingredient (%)
	
	
	

	Corn 
	62.011
	62.011
	62.011

	Soybean meal, 45%
	32.00
	32.00
	32.00

	Soybean oil
	1.810
	1.810
	1.810

	Dicalcium phosphate
	-
	1.156
	2.312

	Limestone
	1.837
	1.098
	0.360

	Kaolin
	1.200
	0.783
	0.365

	Salt 
	0.456
	0.456
	0.456

	Vitamin premix1
	0.100
	0.100
	0.100

	Mineral premix2
	0.050
	0.050
	0.050

	Growth promoter3
	0.075
	0.075
	0.075

	Growth promoter3
	0.030
	0.030
	0.030

	L-lisine HCL
	0.282
	0.282
	0.282

	DL- methionine
	0.073
	0.073
	0.073

	L- threonine
	0.066
	0.066
	0.066

	BHT (butylhydroxytoluene)
	0.010
	0.010
	0.010

	Calculated composition
	
	
	

	ME (kcal/kg)
	3250
	3250
	3250

	Crude protein (%)4
	19.891
	19.891
	19.891

	Digestible lysine (%)4
	1.146
	1.146
	1.146

	Calcium (%)
	0.800
	0.800
	0.800

	Sodium (%)
	0.200
	0.200
	0.200

	Total P analyzed (%)
	0.344
	0.546
	0.782

	Available P (%)
	0.107
	0.321
	0.535


¹ Provided per kg: A vitamin - 8.000.000 IU; D3 vitamin - 2.000.000 IU; E vitamin  -10.000 mg; K3 vitamin - 1.500 mg; B12 vitamin - 20.000 mg; B2 vitamin - 5.000 mg; biotin - 50 mg; calcium pantothenate - 12.000 mg; niacin - 25.000 mg; antioxidant - 30.000 mg; B1 vitamin - 1.500 mg; B6 vitamin - 2.000 mg; folic acid - 800 mg; selenium - 320 mg; vehicle q.s.q - 1.000 g.

² Provide per kg of product: iron - 100.000 mg; copper - 30.000 mg; manganese -70.000 mg; zinc - 160.000 mg; iodine - 1900 mg; and vehicle q.s.p. - 1000 g.

³ Provided per kg of product: colistin - 80.000 mg; and tylosin- 400.000mg.

4 Values estimated based on the digestibility of amino acids of ingredients, according to Rostagno et al. (2005).

Supplementary Table 2. Diet composition from growth phase 2.
	                                                   
	Dietary available P(aP), %

	Item 
	0.116
	0.306
	0.496

	Ingredient (%)
	
	
	

	Corn 
	55.930
	55.930
	55.930

	Soybean meal (45% CP)
	39.485
	39.485
	39.485

	Soybean oil
	1.483
	1.483
	1.483

	Dicalcium phosphate
	-
	1.029
	2.056

	Limestone
	1.353
	0.696
	0.041

	Salt 
	0.415
	0.415
	0.415

	Vitamin premix1
	0.100
	0.100
	0.100

	Mineral premix2
	0.050
	0.050
	0.050

	Growth promoter3
	0.050
	0.050
	0.050

	Growth promoter3
	0.013
	0.013
	0.013

	L-lisine HCL
	0.282
	0.282
	0.282

	DL- methionine
	0.025
	0.025
	0.025

	BHT (butylhydroxytoluene)
	0.010
	0.010
	0.010

	Calculated composition
	
	
	

	ME (kcal/kg)
	3238
	3238
	3238

	Crude protein (%)4
	22.5
	22.5
	22.5

	Digestible lysine (%)4
	1.105
	1.105
	1.105

	Calcium (%)
	0.631
	0.631
	0.631

	Sodium (%)
	0.183
	0.183
	0.183

	Total P analyzed (%)
	0.344
	0.534
	0.724

	Available P (%)
	0.116
	0.306
	0.496


¹ Provided per kg: A vitamin - 8.000.000 IU; D3 vitamin - 2.000.000 IU;  E vitamin  -10.000 mg; K3 vitamin - 1.500 mg; B12 vitamin - 20.000 mg; B2 vitamin - 5.000 mg; biotin - 50 mg; calcium pantothenate - 12.000 mg; niacin - 25.000 mg; antioxidant - 30.000 mg; B1 vitamin - 1.500 mg; B6 vitamin - 2.000 mg; folic acid - 800 mg; selenium - 320 mg; vehicle q.s.q - 1.000 g.

² Provide per kg of product: iron - 100.000 mg; copper - 30.000 mg; manganese -70.000 mg; zinc - 160.000 mg; iodine - 1900 mg; and vehicle q.s.p. - 1000 g.

³ Provided per kg of product: colistin - 54.000 mg; and tylosin- 174.000mg. 

4 Values estimated based on the digestibility coefficients of amino acids of ingredients, according to Rostagno et al. (2005).
Supplementary Table 3. Statistical analysis results for each contrast between treatments, including the comparison pairwise within one factor, available phosphorus levels (aP) or thermal environments (hot and thermoneutral), fixed for each level of the other factor (aP levels or thermo environment) for each target gene in Longissimus dorsi of pigs from 15 to 30 kg (growth phase 1).
	Comparison
	Estimate
	Fold change
	Std Err
	t-value
	p-value

	aP:1-2| Environment = thermo| gene: ND1
	0.2077
	-1.1548
	0.7017
	0.30
	0.7706

	aP:1-3| Environment = thermo| gene: ND1
	-1.2632
	2.4003
	0.7017
	-1.80
	0.0886

	aP:2-3| Environment = thermo| gene: ND1
	-1.0555
	2.0784*
	0.7017
	-1.50
	0.0499

	aP:1-2| Environment = hot| gene: ND1
	0.4654
	-1.3807
	0.7017
	0.66
	0.5156

	aP:1-3| Environment = hot| gene: ND1
	0.8916
	-1.8552
	0.7017
	1.27
	0.2200

	aP:2-3| Environment = hot| gene: ND1
	0.4263
	-1.3437
	0.7017
	0.61
	0.5512

	thermo-hot| aP = 1| gene: ND1
	-2.0579
	4.1638**
	0.7017
	-2.93
	0.0089

	thermo-hot| aP = 2| gene: ND1
	-1.3848
	2.6114*
	0.7017
	-1.97
	0.0420

	thermo-hot| aP = 3| gene: ND1
	0.0970
	-1.0648
	0.7017
	0.14
	0.8916

	aP:1-2| Environment = thermo| gene: ND2
	0.5898
	-1.5050
	0.3728
	1.58
	0.1311

	aP:1-3| Environment = thermo| gene: ND2
	-0.1990
	1.1479
	0.3728
	-0.53
	0.6000

	aP:2-3| Environment = thermo| gene: ND2
	-0.7880
	1.7276*
	0.3728
	-2.12
	0.0485

	aP:1-2| Environment = hot| gene: ND2
	0.4762
	-1.3911
	0.3728
	1.28
	0.2177

	aP:1-3| Environment = hot| gene: ND2
	1.7330
	-3.3242**
	0.3728
	4.65
	0.0002

	aP:2-3| Environment = hot| gene: ND2
	1.2567
	-2.3895**
	0.3728
	3.37
	0.0034

	thermo-hot| aP = 1| gene: ND2
	-0.2131
	1.1592
	0.3728
	-0.57
	0.5746

	thermo-hot| aP = 2| gene: ND2
	-0.3266
	1.2541
	0.3728
	-0.88
	0.3925

	thermo-hot| aP = 3| gene: ND2
	-1.7189
	3.2919**
	0.3728
	-4.61
	0.0002

	aP:1-2| Environment = thermo| gene:COX1
	1.4825
	-2.7943
	0.799
	1.85
	0.0802

	aP:1-3| Environment = thermo| gene:COX1
	0.8775
	-1.8372
	0.799
	1.10
	0.2870

	aP:2-3| Environment = thermo| gene:COX1
	-0.6050
	-1.5210
	0.799
	-0.76
	0.4591

	aP:1-2| Environment = hot| gene: COX1
	1.7687
	-3.4075
	0.799
	2.21
	0.0512

	aP:1-3| Environment = hot| gene: COX1
	0.7313
	-1.6601
	0.799
	0.91
	0.3726

	aP:2-3| Environment = hot| gene: COX1
	1.0375
	-2.0527
	0.799
	1.30
	0.2109

	thermo-hot| aP= 1| gene: COX1
	-1.4287
	2.6920
	0.799
	-1.79
	0.0909

	thermo-hot| aP= 2| gene: COX1
	-1.1425
	2.2076
	0.799
	-1.43
	0.1702

	thermo-hot| aP= 3| gene: COX1
	-1.5750
	2.9794
	0.799
	-1.97
	0.0645

	aP:1-2| Environment = thermo| gene:COX2
	0.9290
	-1.9138
	1.6658
	0.56
	0.5839

	aP:1-3|Environment = thermo| gene:COX2
	-1.6800
	3.2042
	1.6658
	-1.01
	0.3266

	aP:2-3| Environment = thermo| gene:COX2
	-2.6090
	6.100
	1.6658
	-1.57
	0.1347

	aP:1-2|Environment = hot| gene: COX2
	1.2425
	-2.3661
	1.6658
	0.75
	0.4654

	aP:1-3|Environment = hot| gene: COX2
	0.9081
	-1.8765
	1.6658
	0.55
	0.5923

	aP:2-3| Environment = hot| gene: COX2
	0.3344
	-1.2608
	1.6658
	0.20
	0.8432

	thermo-hot| aP = 1| gene: COX2
	-2.3625
	5.1426
	1.6658
	-1.42
	0.1732

	thermo-hot| aP = 2| gene: COX2
	-2.0490
	4.1381
	1.6658
	-1.23
	0.2345

	thermo-hot| aP = 3| gene: COX2
	-0.2256
	1.1692
	1.6658
	-0.14
	0.8938

	aP:1-2| Environment = thermo| gene:COX3
	0.4469
	-1.3631
	0.9017
	0.50
	0.6262

	aP:1-3| Environment = thermo| gene COX3
	-2.6169
	6.1343**
	0.9017
	-2.90
	0.0095

	aP:2-3| Environment = thermo| gene COX3
	-2.1700
	4.5002*
	0.9017
	-2.41
	0.0271

	aP:1-2| Environment = hot| gene: COX3
	1.5089
	-2.8459
	0.9017
	1.67
	0.1115

	aP:1-3| Environment = hot| gene: COX3
	0.8675
	-1.8245
	0.9017
	0.96
	0.3488

	aP:2-3| Environment = hot| gene: COX3
	0.6414
	-1.5598
	0.9017
	0.71
	0.4860

	thermo-hot| aP = 1| gene: COX3
	-3.8444
	14.3641***
	0.9017
	-4.26
	0.0005

	thermo-hot| aP = 2| gene: COX3
	-1.8886
	3.7028*
	0.9017
	-2.09
	0.0430

	thermo- hot| aP = 3| gene: COX3
	-0.3600
	1.2834
	0.9017
	-0.40
	0.6944

	aP:1-2| Environment = thermo| gene: cytb
	0.0500
	-1.0353
	0.8084
	0.06
	0.9513

	aP:1-3| Environment = thermo| gene: cytb
	-1.7192
	3.2925*
	0.8084
	-2.13
	0.0475

	aP:2-3| Environment = thermo| gene: cytb
	-1.7693
	3.4089*
	0.8084
	-2.19
	0.0420

	aP:1-2| Environment = hot| gene: cytb
	0.1337
	-1.9070
	0.8084
	0.17
	0.8704

	aP:1-3| Environment = hot| gene:cytb
	0.5888
	-1.5003
	0.8084
	0.73
	0.4758

	aP:2-3| Environment = hot| gene: cytb
	0.4550
	-1.3707
	0.8084
	0.56
	0.5805

	thermo-hot| aP = 1| gene: cytb
	-5.0300
	32.6724***
	0.8084
	-8.81
	<0.0001

	thermo-hot| aP = 2| gene: cytb
	-5.1263
	34.9277***
	0.8084
	-8.70
	<0.0001

	thermo-hot| aP = 3| gene: cytb
	-4.8120
	28.0903***
	0.8084
	-5.95
	<0.0001

	aP:1-2| Environment =thermo| gene:SDHD
	0.2212
	-1.1657
	1.4266
	0.16
	0.8785

	aP:1-3| Environment =thermo| gene:SDHD
	1.5220
	-2,8719
	1.4266
	1.07
	0.3001

	aP:2-3| Environment =thermo| gene:SDHD
	-1.7433
	3.3692
	1.4266
	-1.22
	0.2375

	aP:1-2| Environment = hot| gene: SDHD
	0.6287
	-1.5461
	1.4266
	0.44
	0.6647

	aP:1-3| Environment = hot| gene: SDHD
	1.1950
	-2.2890
	1.4266
	0.84
	0.4132

	aP:2-3| Environment = hot| gene: SDHD
	0.5662
	-1.4806
	1.4266
	0.40
	0.6961

	thermo-hot| aP = 1| gene: SDHD
	-1.7412
	3.3431
	1.4266
	-1.22
	0.2380

	thermo-hot| aP = 2| gene: SDHD
	-0.8913
	1.8548
	1.4266
	-0.62
	0.5400

	thermo-hot| aP = 3| gene: SDHD
	-2.0683
	4.1939
	1.4266
	-1.45
	0.1643

	aP:1-2| Environment = thermo| gene: ATP5J2
	0.4334
	-1.3504
	0.5004
	0.87
	0.3979

	aP:1-3| Environment =thermo| gene: ATP5J2
	-1.9006
	3.7337**
	0.5004
	-3.80
	0.0013

	aP:2-3| Environment = thermo| gene: ATP5J2
	-1.4672
	2.7648**
	0.5004
	-2.93
	0.0089

	aP:1-2| Environment = hot| gene: ATP5J2
	0.3125
	-1.2419
	0.5004
	0.62
	0.5401

	aP:1-3| Environment = hot| gene: ATP5J2
	0.0012
	-1.0008
	0.5004
	0.01
	0.9980

	aP:2-3| Environment = hot| gene: ATP5J2
	0.3113
	-1.2408
	0.5004
	0.62
	0.5418

	thermo-hot| aP = 1| gene: ATP5J2
	-1.7800
	3.4334**
	0.5004
	-3.56
	0.0023

	thermo-hot| aP = 2| gene: ATP5J2
	-1.0341
	2.0478*
	0.5004
	-2.01
	0.0460

	thermo-hot| aP = 3| gene: ATP5J2
	-0.1219
	1.0881
	0.5004
	-0.24
	0.8103

	aP:1-2| Environment = thermo| gene: ATP6
	0.2145
	-1.1603
	0.6218
	0.34
	0.7341

	aP:1-3| Environment = thermo| gene: ATP6
	-1.7600
	3.3870*
	0.6218
	-2.83
	0.0110

	aP:2-3| Environment = thermo| gene: ATP6
	-1.5455
	2.9191*
	0.6218
	-2.49
	0.0230

	aP:1-2| Environment = hot | gene: ATP6
	0.1375
	-1.1000
	0.6218
	0.22
	0.8275

	aP:1-3| Environment = hot| gene: ATP6
	0.1822
	-1.1346
	0.6218
	0.29
	0.7728

	aP:2-3| Environment = hot | gene: ATP6
	0.0445
	-1.0315
	0.6218
	0.07
	0.9434

	thermo-hot| aP = 1| gene: ATP6
	-3.1324
	8.7689***
	0.6218
	-5.04
	<0.0001

	Thermo-hot| aP = 2| gene: ATP6
	-2.7804
	6.8704**
	0.6218
	-4.47
	0.0003

	thermo-hot| aP = 3| gene: ATP6
	-1.1901
	2.2817
	0.6218
	-1.91
	0.0717


 aP: 1-2 = 0.107 versus 0.321%; aP: 1-3= 0.535 versus 0.321%; aP 2-3 = 0.321 versus 0.535%; thermo= thermoneutral; hot= hot environment. *P<0.05; **P<0.01; ***P<0.001.
Negative values of “estimates” indicate a positive fold change (relative expression) which means high expression at the first sample relatively to the second sample of the comparisons two-by-two within one factor (aP levels or thermal environments) fixed for each level of the other factor (aP levels or thermo environment). Positive values of “estimates” indicate a negative fold change (relative expression) which means lower expression at the first sample relatively to the second sample of the comparisons two-by-two within one factor (aP levels or thermo environment) fixed for each level of the other factor (aP levels or thermo environment). 

Supplementary Table 4. Statistical analysis results for each contrast between treatments, including the comparison pairwise within one factor, available phosphorus levels (aP) or thermal environments (hot and thermoneutral), fixed for each level of the other factor (aP levels or thermo environment) for each target gene in Longissimus dorsi of pigs from 30 to 60 kg (growth phase 2).
	Comparison
	Estimate
	Fold change
	Std Err
	t-value
	p-value

	aP:1-2| Environment = thermo| gene: ND1
	0.8286
	-1.7760
	0.8607
	0.96
	0.3484

	aP:1-3| Environment = thermo| gene: ND1
	-0.5319
	1.4458
	0.8607
	-0.62
	0.5443

	aP:2-3| Environment = thermo| gene: ND1
	-0.2968
	1.2284
	0.8607
	-0.34
	0.7342

	aP:1-2| Environment = hot| gene: ND1
	-0.2402
	1.1812
	0.8607
	-0.28
	0.7833

	aP:1-3| Environment = hot| gene: ND1
	0.1574
	-1.1153
	0.8607
	0.18
	0.8570

	aP:2-3| Environment = hot| gene: ND1
	-0.3976
	-1.3173
	0.8607
	-0.46
	0.6496

	thermo-hot| aP = 1| gene: ND1
	-0.5591
	1.4733
	0.8607
	-0.65
	0.5241

	thermo-hot| aP = 2| gene: ND1
	0.0293
	-1.0205
	0.8607
	0.03
	0.9733

	thermo-hot| aP = 3| gene: ND1
	0.1301
	-1.0944
	0.8607
	0.15
	0.8815

	aP:1-2| Environment = thermo| gene: ND2
	0.7254
	-1.6533
	0.5397
	1.34
	0.1956

	aP:1-3| Environment = thermo| gene: ND2
	0.5831
	-1.4981
	0.5397
	1.08
	0.2942

	aP:2-3| Environment = thermo gene: ND2
	-0.1422
	1.1036
	0.5397
	-0.26
	0.7951

	aP:1-2| Environment = hot| gene: ND2
	1.4015
	-2.6418*
	0.5397
	2.60
	0.0182

	aP:1-3| Environment = hot| gene: ND2
	0.3333
	-1.2599
	0.5397
	0.62
	0.5446

	aP:2-3| Environment = hot| gene: ND2
	-1.7347
	3.3281**
	0.5397
	-3.21
	0.0048

	thermo-hot| aP = 1| gene: ND2
	-2.0421
	4.1184**
	0.5397
	-3.78
	0.0014

	thermo-hot |aP = 2| gene: ND2
	-4.1690
	17.988***
	0.5397
	-7.73
	<0.0001

	thermo-hot |aP = 3| gene: ND2
	-2.2920
	4.8939***
	0.5397
	-4.25
	0.0005

	aP:1-2| Environment = thermo| gene:COX1
	2.2575
	-4.7816
	1.1396
	1.98
	0.0631

	aP:1-3| Environment = thermo| gene:COX1
	1.2250
	-2.3376
	1.1396
	1.07
	0.2966

	aP:2-3| Environment = thermo| gene:COX1
	-1.0325
	2.0456
	1.1396
	-0.91
	0.3769

	aP:1-2| Environment = hot| gene: COX1
	1.4087
	-2.6550
	1.1396
	1.24
	0.2323

	aP:1-3| Environment = hot| gene: COX1
	0.6050
	-1.5210
	1.1396
	0.53
	0.6020

	aP:2-3| Environment = hot| gene: COX1
	-2.0137
	4.0382
	1.1396
	-1.77
	0.0942

	thermo-hot| aP = 1| gene: COX1
	-0.3063
	1.236
	1.1396
	-0.27
	0.7912

	thermo-hot| aP = 2| gene: COX1
	-3.9725
	15.697**
	1.1396
	-3.49
	0.0026

	thermo-hot| aP = 3| gene: COX1
	-0.9063
	1.8742
	1.1396
	-0.81
	0.4269

	aP:1-2| Environment = thermo| gene:COX2
	0.8513
	-1.8041
	0.6310
	1.35
	0.1941

	aP:1-3| Environment = thermo| gene:COX2
	-0.3075
	1.2376
	0.6310
	-0.49
	0.6319

	aP:2-3| Environment = thermo| gene:COX2
	-1.1588
	2.2327
	0.6310
	-1.84
	0.0829

	aP:1-2| Environment = hot| gene: COX2
	0.5912
	-1.5065
	0.6310
	0.94
	0.3612

	aP:1-3| Environment = hot| gene: COX2
	0.5037
	-1.4178
	0.6310
	0.80
	0.4351

	aP:2-3| Environment = hot| gene: COX2
	-0.0875
	-1.0625
	0.6310
	-0.14
	0.8913

	thermo-hot| aP = 1| gene: COX2
	-2.7012
	6.5034**
	0.6310
	-4.28
	0.0002

	thermo-hot| aP = 2| gene: COX2
	-2.9613
	7.7883**
	0.6310
	-4.69
	0.0078

	thermo-hot| aP = 3| gene: COX2
	-1.8900
	3.7064
	0.6310
	-3.00
	0.0005

	aP:1-2| Environment = thermo| gene:COX3
	1.3175
	-2.4923*
	0.5959
	2.21
	0.0402

	aP:1-3| Environment = thermo| gene:COX3
	0.0525
	-1.0372
	0.5959
	0.09
	0.9308

	aP:2-3| Environment = thermo| gene:COX3
	-1.2650
	2.4033*
	0.5959
	-2.12
	0.0479

	aP:1-2| Environment = hot| gene: COX3
	0.8345
	-1.7832
	0.5959
	1.40
	0.1784

	aP:1-3| Environment = hot| gene: COX3
	0.9807
	-1.9734
	0.5959
	1.65
	0.1171

	aP:2-3| Environment = hot| gene: COX3
	-0.1463
	1.1067
	0.5959
	-0.25
	0.8089

	thermo-hot| aP = 1| gene: COX3
	2.5382
	5.8086***
	0.5959
	-4.26
	0.0005

	thermo-hot| aP = 2| gene: COX3
	-3.0213
	8.1189***
	0.5959
	-5.07
	<0.0001

	thermo-hot| aP = 3| gene: COX3
	-1.6100
	3.0525*
	0.5959
	-2.70
	0.0146

	aP:1-2| Environment = thermo| gene: cytb
	2.0312
	-4.0875
	1.2215
	1.66
	0.1136

	aP:1-3| Environment = thermo| gene: cytb
	1.4725
	-2.7750
	1.2215
	1.21
	0.2436

	aP:2-3| Environment = thermo| gene: cytb
	-0.5587
	1.4729
	1.2215
	-0.46
	0.6528

	aP:1-2| Environment = hot| gene: cytb
	1.3887
	-2.6184
	1.2215
	1.14
	0.2705

	aP:1-3| Environment = hot| gene: cytb
	1.8888
	-3.7033
	1.2215
	1.55
	0.1394

	aP:2-3| Environment = hot| gene: cytb
	-0.5000
	1.4142
	1.2215
	-0.41
	0.6871

	thermo-hot| aP = 1| gene: cytb
	-4.4212
	21.4247**
	1.2215
	-3.62
	0.0020

	thermo-hot| aP = 2| gene: cytb
	-5.0637
	33.4446***
	1.2215
	-4.15
	0.0006

	thermo-hot| aP = 3| gene: cytb
	-4.0050
	16.0555**
	1.2215
	3.28
	0.0042

	aP:1-2| Environment =thermo| gene:SDHD
	-0.4562
	1.3719
	0.6863
	-0.66
	0.5146

	aP:1-3| Environment =thermo| gene:SDHD
	-0.3663
	1.2890
	0.6863
	-0.53
	0.6001

	aP:2-3| Environment =thermo| gene:SDHD
	0.0900
	-1.0644
	0.6863
	0.13
	0.8971

	aP:1-2| Environment =hot| gene: SDHD
	0.5625
	-1.4768
	0.6863
	0.82
	0.4231

	aP:1-3| Environment = hot| gene: SDHD
	1.7238
	-3.3031
	0.6863
	2.51
	0.0518

	aP:2-3| Environment = hot| gene: SDHD
	-1.1613
	2.366
	0.6863
	-1.69
	0.1079

	thermo-hot| aP = 1| gene: SDHD
	-0.4475
	1.3637
	0.6863
	-0.65
	0.5226

	thermo-hot| aP = 2| gene: SDHD
	-0.5713
	1.4859
	0.6863
	-0.83
	0.4161

	thermo- hot| aP = 3| gene: SDHD
	-1.6425
	3.1221
	0.6863
	-2.39
	0.0678

	aP:1-2| Environment = thermo gene: ATP5J2
	1.1018
	-2.1462
	0.5982
	1.84
	0.0820

	aP:1-3| Environment = thermo| gene: ATP5J2
	-0.6176
	1.5343
	0.5982
	-1.03
	0.3155

	aP:2-3| Environment = thermo| gene: ATP5J2
	-0.4841
	1.3987
	0.5982
	-0.81
	0.4289

	aP:1-2| Environment = hot| gene: ATP5J2
	0.5040
	-1.4181
	0.5982
	0.84
	0.4105

	aP:1-3| Environment = hot| gene: ATP5J2
	0.7250
	-1.6529
	0.5982
	1.21
	0.2412

	aP:2-3| Environment = hot| gene: ATP5J2
	-0.2210
	1.1655
	0.5982
	0.37
	0.7161

	thermo-hot| aP = 1| gene: ATP5J2
	-1.2625
	2.3991*
	0.5982
	-2.11
	0.0491

	thermo-hot| aP = 2| gene: ATP5J2
	-0.3432
	1.2686
	0.5982
	-0.57
	0.5732

	thermo-hot| aP = 3| gene: ATP5J2
	-0.08012
	1.0571
	0.5982
	-0.13
	0.8949

	aP:1-2| Environment = thermo| gene:ATP6
	0.6514
	-1.5707
	0.7479
	0.87
	0.3953

	aP:1-3| Environment = thermo| gene: ATP6
	-0.2105
	1.1571
	0.7479
	-0.28
	0.7816

	aP:2-3| Environment = thermo| gene: ATP6
	-0.4409
	1.3575
	0.7479
	-0.59
	0.5629

	aP:1-2| Environment = hot| gene: ATP6
	0.7330
	-1.6621
	0.7479
	0.98
	0.3401

	aP:1-3| Environment = hot| gene: ATP6
	0.0973
	-1.0697
	0.7479
	0.13
	0.8980

	aP:2-3| Environment = hot| gene: ATP6
	-0.6358
	1.5538
	0.7479
	-0.85
	0.4065

	thermo-hot| aP = 1| gene: ATP6
	-3.3613
	10.2767**
	0.7479
	-4.49
	0.0003

	thermo-hot| aP = 2| gene: ATP6
	-1.9769
	3.9365*
	0.7479
	-2.64
	0.0165

	thermo-hot| aP = 3| gene: ATP6
	-3.0535
	8.3022***
	0.7479
	-4.08
	0.0007


aP:1-2 = 0.116 versus 0.306%; aP:1-3 = 0.116 versus 0.496%; aP:2-3 =0.306 versus 0.496%; thermo= thermoneutral; hot= hot environment. *P<0.05; **P<0.01; ***P<0.001.
Negative values of “estimates” indicate a positive fold change (relative expression) which means high expression at the first sample relatively to the second sample of the comparisons two-by-two within one factor (aP levels or thermal environments) fixed for each level of the other factor (aP levels or thermo environment). Positive values of “estimates” indicate a negative fold change (relative expression) which means lower expression at the first sample relatively to the second sample of the comparisons two-by-two within one factor (aP levels or thermo environment) fixed for each level of the other factor (aP levels or thermo environment). 

