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Fig. 1 Epitrochlearis muscle protein profiling by 2D-DIGE. Differential analysis of epitrochlearis muscle extracts after

low—intensity prolonged training (LIT) compared to control (CON), revealed that 22 spots were differentially expressed

(0<0.05).



Table 1. Summary of identified proteins

vs control each experiment

protein name function
LIT HIT HITE
mitochondrial electron transpert chain enzyme A _ _
ATPsyna (complex V') %18
mitochondrial electron transport chain enzyme A e _
ATPsyn (complex V') %13 x14
mitochondrial electron transpert chain enzyme A _ _
UQCRC1 (complexI) %13
NDUFS1 mitochondrial electron transport chain enzyme _ e _
(complex I ) x15
NDUFS?2 mitochondrial electron transport chain enzyme _ e _
(complex I ) x15
OGDH itochondrial oxidati (TCA le) a 4 -
mitochondrial oxidative enzyme cycle X 1.4 X 1.4
a
dihydrolipoamide dehydrogenase mitochondrial oxidative enzyme (PDH complex) X15 - -
dihydrolipoamide acetyltransferase mitochondrial oxidative enzyme (PDH complex) %13 = =
m-MDH mitochondrial oxidative enzyme (TCA cycle) 7 7 _
/malate-aspartate shuttle Xx13 x1.3
e
c—MDH malate—aspartate shuttle %13 - -
c—AST malate—aspartate shuttle x’: 4 - -
. a
FABP3 fatty acid transport X 1.6
Sy
muscle glycogen phosphorylase muscle glycogen degradation - X-1.4 -
A
grp75 stress protein (glucose-regulated prtoein) - x 1.6 -
, . . Vo
o B- crystallin stress protein (small heat shock protein) - - X 1.6
. . ™y
carbonic anhydrase 3 stress protein ? - - x-14
. . . . "
& —tropomyosin contractile protein (fast-twitch skeletal muscle) X—14 - =
. . ) “u Ny
MLC-f, phosphorylatable contractile protein (fast-twitch skeletal muscle) = X-13 X-14
Sy
MLC1-f contractile protein (fast—twitch skeletal muscle) - x =13 -
. . \ Ny
@ 1-actin contractile protein - - x—1.4
lbumi laxing factor in fast—twitch skeletal | > > ™
parvalbumin relaxing factor in fast-twitch skeletal muscle Xx-13 x-15 X-15
S

o 1-AT precursor

acute phase reactant




