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Myofibrillar proteins entified by LC-M3/MS after separation by 10 gel electrophoresis.
Ean Protein name Accession Species Theoretical pijMw  Score®  Peplides Sequence coverage
number Mo (Daf identified (%)
Bl Tropomyosin 2 {beta) Ci| 75281699 Bos tourus 4.66/32950 517 15 30
B2 Tropomyosin 1 {alpha) Ci| 57281697 Bos tmurus 4.69/32751 283 16 34
B3 Troponin T. fast skeletal musdle type Cil21038994 Bos tmrus 5.99/32126 224 9 14
B4 Troponin | type 2 [skeletal, fast) CHj296471383 Bas faurus 8.88/21575 425 3 S0
Pl Tropomyosin 2 (beta) Gil83778524 Sus scrafa 4.b2. jid[ﬂ 99 7 13
P2 Tropormyosin 1 {alpha) Ci|148202268  Sus scrof 366 26 23
3 Troponin T, fast skeletal muscle type Gil46389781 Sus scrofa 08 13 18
P4 Troponin 1. fast Cil 68349025 Sus scrafa 290 12 36
] Tropomyosin 1 (alpha) Gi[211107 Gallus gallus 1§ 51 69
4 Troponin |, fast Ci|G42060 Gallus gollus 441 16 22
D2 ‘Tropomyosin alpha-1 chain, partial Cil483500085 Anas platyriynchos 216 16 39
4 Troponin |, st skeletal musche Gil514746036  Anas platyriynchos 298 15 30
* Protein name and accession number were derived from the NCBI database.
" Theoretical molecular weight and pf recorded in NCBI databuase,
£ The MASCOT baseline significant score is 70, and for the proteins identified in more than one spot, the highest score was presented.
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