Table S3. Changed spots in 2D-DIGE analysis.

a. Spot significantly changed (ANOVA + Tukey, p<0.01) in DMD vs. BMD

e A

in protein (Tukey HSD, p>0.01)
Tendential Decrement in protein abundance (Tukey HSD, p>0.01)

o Av. volumes Av.ratio | 9% variation | [ Tukey HSD T N Searched Matched | Mascot | sequence
Gene symbol [ Uniprotk8 AC n | Description Molecular function BMI BVD/cul DMD/BND ANOVA IR VB[ CTRLBMD [ BMD-DVD]| MW [kba] | pl peptides | peptides | Score |coverage (%]
VLS 0550 STow SKeletal ventricurar myosin alkall TGt chain 3 Structural and contractle proteins (Ihick flaments) 110,602 67,000 53 0583 6,000 0000 0000 0000 721 75 7 T3 103 565
TNNTS Pasa7s troporin T, fast skeletal muscle Structural and contractile proteins (thin filaments) 20,301 : 0,005 0001 0000 0000 284 98 9 38.1
TNNI2 pas78s troponin I, Skeletal, fast Structural and contractile proteins (thin filaments) 0.301 0000 0004 0001 216 10) 9 5.1
PYGM 11217 glycogen phosphoniase Glycogen/glucose metabolism 0,000 0001 0001 0,000 975 55 34 475
ALDOA 04075 aldolase A Glycogen/glucose metabolism (Glycolysis) 0,000 0000 0003 0000 3099 92 2 654
ALDOA 04075 aldolase A Glycogen/glucose metabolism (Glycolysis) 0,000 0008 0000 0000 309 92 21 654
PGK1 00558 phosphoglycerate kinase 1 Glycogen/glucose metabolism (Glycolysis) 0,000 0000 0000 0000 45 92 15| 44,4
TPIL 60174 riosephosphate isomerase Glycogen/glucose metabolism (Glycolysis) 0,000 0000 0008 0000 269 65 14 578
TPIL 60174 rosephosphate isomerase Glycogen/glucose metabolism (Glycolysis) 0,000 0000 0000 0000 268 65 12 556
PGML 36871 phosphoglucomutase 1 Glycogen/glucose metabolism 0,013 0000 0001 0000 617 63 17 359
PGAV2 p15259 Glye metabolism (Glycolysis) 0,000 0072 0000 0000 289 95 18] 593
MDHL 40025 Cytosolic malate dehydrogenase TCA cycle 0,001 0,000 0000 0,000 319 .4 11] %64
SDHA P31040 flavoprotein subunit, prec  TCAcydle 0,839 0000 0000 0001 683 94 19 463
Qop2R7 succinate-CoA ligase, ADP-forming, beta subunit TCA cycle 0735 0000 0000 0000 48.4] 68 10) 188
QOQENT P synthase, Hr FL Subunt Respiralory Chai/ATP Synthesis 0,000 0,000 0.000 0,000 8.1 2.4 21] 9.4
17174 ‘aspartate aminotransferase 1 ‘aminoacid metabolism 0,000 0295 0004 0,002 6.4] 56 13 34,1
PO0505 aspartate 2 precursor aminoacid metabolism 0,000 0097 0000 0000 47,9 9. 14 4|
CA3 07451 carbonic anhydrase 3 response (0 stress 0,000 0,000 0,000 0,000 297 71 9 56
PRDX6 30041 peroxiredoin 6 response o stress 0,006 0000 0001 0000 251 o 12 49,1
CRYAB Po2511 alphacrystalin B chain response o stress 0,121 0001 0000 0001 201 69 12 503
HsPA2 Psa652 heat shock-relate d 70 kDa protein 2 response o stress 0,546 0000 0000 0000 703 54 15| 258
sop2 04179 manganese-containing superoxide dismutase response o stress 0,388 0000 0000 0000 108 89 5 313
sop2 04179 manganese-containing superoxide dismutase response o stress 0,978 0000 0000 0000 223 7 B 2758
|SERPINAL_|PO1000 alpha-L-anitypsin response to stress 0,000 0172 0003 0001 443 53 8 23.1
VB 2144 myoglobin transport 0,000 0001 0000 0,000 172 79 g 558
ALB P02768 serum albumin precursor transport 0,000 0003 0000 0000 73 61 21 32
\G 02787 transferrin transport 0,000 0007 0000 0000 793 68 28| 394
TF Po2787 transferrin transport 0,000 0000 0000 0000 743 67 19 318
hid Po2787 transferrin transport 0,000 0000 0002 0000 793 7 19 266
b. Other spots changed vs. CTR, but not in DMD vs. BMD
; . ; - Avratio %% variation Searched | Matched | Mascot | sequence
Gene symbol | Uniprotk8 AC | Description Molecular function BMD | DMD | DMb/ci | BMDIcil [ VDT DD ENBIET] DVDIEND MWDl | Pl peptides | peptides | Score _[coverage (3]
(GSN P06396 gelsolin isoform b Structural and contractile proteins -13,0 86| 5,9 1 12 126 10,5
DES P17661 Structural and contractile proteins (intermediate filament) 83 53,6 5,11 28| 312 49 4
P17661 desmin Structural and contractile proteins (intermediate filament) 97 53,6 5,11 35| 386 58,3
QouKx2 myosin-2 Structural and contractile proteins (thick filaments) 108 80,1 6.1 1 109) 18,1
P68133 alpha 1 actin precursor Structural and contractile proteins (thin filaments) 296 42,4| 51 19 193] 26,4
P68133 alpha 1 actin precursor Structural and contractile proteins (thin filaments) 116 42,4 51 14] 199 355
P68133 alpha 1 actin precursor Structural and contractile proteins (thin filaments) 124 42,4 51 19 173| 45,6
P68133 alpha 1 actin precursor Structural and contractile proteins (thin filaments) 181 42,4 51 16| 161 45,6
P68133 alpha 1 actin precursor Structural and contractile proteins (thin filaments) 37 42,4| 51
Q13642 four and a half LIM domains 1 variant Structural and contractile proteins (muscle development or hypertrophy) 160 355 10,1
075112 LIM domain binding 3 isoform 4 Structural and contractile proteins (Z-disk) -254 31 9.6
96A32 myosin regulatory light chain 2, skeletal muscle isoform Structural and contractile in: 339 19,2 47]
P13929 enolase 3 (beta, muscle) Glycogen/glucose metabolism (Glycolysis) 331 7.2 8.6
P14618 pyruvate kinase 3 isoform 2 Glycogen/glucose metabolism (Glycolysis) 312 58,5 87|
04406 eraldehyde-3-phosphate dehydrogenase Glycogen/glucose metabolism (Glycolysis) 72 362 9.1
48735 isocitrate dehydrogenase 2 (NADP+), mitochondiial precursor TCA cycle 3.7 513 95
P17540 Creatine Kinase S-type, mitochondrial precursor Energy transfer 433 a8 93]
P31930 ubiquinol-cytochrome c reductase core protein | Respiratory chain/ATP synthesis -375 53,3 5,9
Pagail “elongation factor Tu, mitochondrial precursor (EF-Tu) protein synthesis 339 9.9 8.7]
05639 eukaryotic translation elongation factor 1 alpha 2 rotein synthesis 74 50,8 9,7]
P08238 90kDa heat shock protein -191 82,6 4.8|
Q99497 DJ-1 protein 34,0 0,000 0,000 0,001 0,029 0,000 20| 6.4
Q6zMUS tripartite motif-containing 72 response to stress (plasma membrane repair) 16,8 0,000 0,001 0,000 0,278 0,002 53,6| 6|
P11021 endoplasmic reticulum chaperone BiP (GRP78) response (o stress. 323 0,002 0,305 0,002 0,049 0,005 72,2 49
P04792 heat shock protein 27 response 1o stress 127 0,002 0,002 0,031 0,400 0,005 22,4| 9.1]



