Supplemental Table 1. Summary of all unequivocally identified proteins

Gene Max Size AA Coverage
Symbol ID Spot State Fold q Accession#  Species kDa Score % Ratio Peps Human Function
SD > 6.8E-
AARS Alanyl-tRNA synthetase 274 LAr 1.6 03 73957020 Canis familiaris 94 81 4.7  [40/852] 5 109148542 Protein synthesis
LT > 1.6E- Fatty acid and AA
ACADL Acyl-CoA dehydrogenase (long chain) 1144  SD 1.6 02 47522692 Sus scrofa 48 187 28.3 [99/350] 12 189069248 metabolism, B-oxidation
ET > 1.3E- Fatty acid and AA
ACADL Acyl-CoA dehydrogenase (long chain) 1152  SD 1.6 02 47522692 Sus scrofa 48 148 22.6 [79/350] 10 4501857 metabolism, B-oxidation
SD > 8.2E-
ACO2 Aconitase 2 565 LT 1.6 03 74268076 Bos taurus 85 161 15.9 [124/780] 11 4501867 TCA cycle
SA > 2.1E-
ACTN3 a-Actinin 3 344 ET 1.9 02 7304855 Mus musculus 103 254 26.3 [216/820] 19 4557241 Actin anchoring
Ent > 41E- Steroid, fatty acid and TH
ALB Albumin 656  SD 1.9 03 30794280 Bos taurus 69 132 19.7 [104/527] 9 28592 transport
Ent > 5.5E- Ictidomys Steroid, fatty acid and TH
ALB Albumin 669 SA 2.2 03  E:00000011284 tridecemlineatus 70 115 10.7 [66/616] 8 28592 transport
Ent > 5.4E- Ictidomys Steroid, fatty acid and TH
ALB Albumin 691 SA 22 03  E:00000011284 tridecemlineatus 70 141  13.5 [83/616] 10 28592 transport
Ent > 3.2E- Ictidomys Steroid, fatty acid and TH
ALB Albumin 701 SA 23 03  E:00000011284 tridecemlineatus 70 126  13.5 [83/616] 9 28592 transport
Ent > 7.5E- Ictidomys Steroid, fatty acid and TH
ALB Albumin 710 SA 2.0 03  E:00000011284 tridecemlineatus 70 54 4.1 [25/616] 4 28592 transport
Aldehyde dehydrogenase 2, SD > 4.2E-
ALDH2 mitochondrial precursor 1011 IBA 1.4 02 6753036 Mus musculus 57 256 32.4 [142/439] 19 25777732  Alcohol oxidation
4-Trimethylamino-butyraldehyde LT > 1.1E- Ailuropoda
ALDH9A1 dehydrogenase 1069 SD 15 02 281348862 melanoleuca 56 98 11.5 [59/513] 7 62511242  GABA synthesis
SD > 7.7E-
ALDOA Fructose-bisphosphate aldolase A 1365 LT 1.5 03 73958481 Canis familiaris 40 93 12.0 [34/284] 6 4557305 Glycolysis
SA > 2.5E-
ALDOA Fructose-bisphosphate aldolase A 1376 IBA 1.7 02 156120479 Bos taurus 39 173  29.6 [84/284] 12 49456715  Glycolysis
SD > 8.0E-
ALDOA Fructose-bisphosphate aldolase A 1384 Ent 1.5 04 73958481 Canis familiaris 40 184 28.2 [80/284] 11 4557305 Glycolysis
SA > 1.7E-
ALDOA Fructose-bisphosphate aldolase A 1391 LT 1.5 02 156120479 Bos taurus 39 314 58.1 [165/284] 19 4557305 Glycolysis
SD > 1.3E-
ALDOA Fructose-bisphosphate aldolase A 1396 LT 1.7 04 156120479 Bos taurus 39 280 43.0 [122/284] 18 4557305 Glycolysis
SA > 3.4E-
ALDOA Fructose-bisphosphate aldolase A 1401 LT 1.6 02 4557976 Homo sapiens 39 205 279 [79/283] 14 4557305 Glycolysis
Ankyrin repeat domain-containing IBA > 5.9E- Ictidomys Response to stress, injury,
ANKRD2 protein 2 1337 SD 1.7 03  E:00000006002 tridecemlineatus 39 77 17.7 [62/351] 5 11967781  hypertrophy
Ankyrin repeat domain-containing Ent > 41E- Response to stress, injury,
ANKRD2  protein 2 1339 SD 1.6 03 73998490 Canis familiaris 37 60 125 [41/329] 4 11967781 hypertrophy
Ankyrin repeat domain-containing LAr > 2.9E- Ictidomys Response to stress, injury,
ANKRD2  protein 2 1374 SD 3.2 03  E:00000006002 tridecemlineatus 39 137  26.8 [94/351] 9 119570301 hypertrophy
Ent > 1.0E- Ictidomys
APOA1 Apolipoprotein A-1 1840 SA 25 02  E:00000002077 tridecemlineatus 24 79 35.0 [71/203] 6 4557321 Cholesterol transport
LAr > 1.9E- Ictidomys
APOA1 Apolipoprotein A-1 1846 SA 3.4 04  E:00000002077 tridecemlineatus 24 207 59.1 [120/203] 14 4557321 Cholesterol transport
IBA > 7.8E- small guanine
ARHGDIA Rho GDP-dissociation inhibitor 1 1891 SA 14 03 31982030 Mus musculus 23 100 0.0 [0/124] 7 4757768 nucleotide exchange
ATP2A1 SR/ER Ca*-ATPase 1 282 SA> 25 2T7E- 36031132 Mus musculus 109 119 10.2 [93/914] 8 27886529  Excitation-contraction
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443

38.4

[222/530]
[64/119]
[111/257]
[15/219]
[133/762]
[194/763]
[84/763]
[84/763]
[185/763]
[160/763]
[23/216]
[109/463]
[48/108]
[124/646]
[107/646]
[163/646]
[168/646]
[218/646]
[117/646]
[173/646]
[135/646]
[198/249]
[13/51]
[45/695]
[116/626]
[163/368]

[140/365]

25

10

15

23

11

10

22

21

15

11

10

16

16

22

10

15

11

15

11

19

24

33286418

4505591

5802974

5031981

5032009

5032009

5032009

5032009

5032009

5032009

19923193

11321583

4759212

4557871

4557871

4557871

4557871

4557871

4557871

4557871

4557871

4507669

1082886

1082886

34784746

Glycolysis

Antioxidant function
Antioxidant function
Protein degradation via
ubiquitin pathway
Glycogenolysis
Glycogenolysis
Glycogenolysis
Glycogenolysis
Glycogenolysis
Glycogenolysis
HSP70-HSP90 association
TCA cycle

B-tubulin folding

Iron transport

Iron transport

Iron transport

Iron transport

Iron transport

Iron transport

Iron transport

Iron transport
Glycolysis and
gluconeogenesis
Calcium binding and
microtubule stabilization
Chaperone

Chaperone

Movement, polymerization

Movement, polymerization



SD > 1.3E- Protein degradation, DNA
UBA1 Ubiquitin-activating enzyme E1 267 ET 1.6 04 74007348 Canis familiaris 113 38 4.0 [41/1015] 3 23510338 repair
SD > 2.6E- Protein degradation, DNA
UBA1 Ubiquitin-activating enzyme E1 276 LAr 14 02 23510338 Homo sapiens 118 36 1.4 [14/978] 3 repair
SD > 2.6E- Oryctolagus Protein degradation, DNA
UBA1 Ubiquitin-activating enzyme E1 310 LAr 15 02 126722847 cuniculus 118 195 145 [142/978] 14 23510338 repair
Polyubiquitin — ubiquitin moiety fusion LT > 1.3E-
UBA52 product 2386 Ent 1.8 02 940395 Cricetulus sp. 74 41 5.8 [38/658] 3 4507761 Protein degradation
Cytoskeleton, cell-cell and
LT > 41E- cell-matrix junctions, F-actin
VCL Vinculin 241 SD 1.3 02 194206025 Equus caballos 124 359 17.2 [195/1134] 23 4507877 anchoring
Tryptophanyl-tRNA synthetase, Ar>s 4.2E-
WARS cytoplasmic isoform 2 957 SA 1.3 02 256818746 Mus musculus 54 44 7.3 [29/395] 3 47419914  Translation
Tyrosine 3-
monooxygenase/tryptophan 5-
monooxygenase activation protein, y Ent > 41E-
YWHAG  polypeptide 1687 SA 1.2 03 82407948 Homo sapiens 28 166 30.1  [50/166] 11 193785841 Signal transduction

Official gene symbols and names are listed for each unequivocally identified protein which differed significantly among sampled states by ANOVA after multiple test correction (g value). Supporting
protein identification information such as recovered peptides and score are included. Maximum pairwise fold change between sampled states are reported (states which produced this fold change are also
noted). Ensembl accession numbers all begin with ENSSTOP, and are denoted by ‘E:’.



