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Abstract Results
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Table 1: Protein identifications classified into Eukaryotic Orthologous Groups. All proteins changed either
by +/- 2-fold, appeared, or disappeared and were significant at p < 0.05 (Student’s t-test). (F) indicates
fragmented protein. (P) indicates predicted protein.

greatest number of proteins whose expression increases significantly from Day 0 and Day 4 to Day 9. (B) KOG subgroup G con-
i/ tains the greatest number of proteins whose expression increases significantly from Day O to Day 4 before decreasing signifi-
cantly from Day 4 to Day 9. (* indicates a significant expression change from Day 0, # indicates a significant expression change
from Day 4, significant at p < 0.05 determined by one-way ANOVA.)
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-Of the 56 identified proteins that significantly changed in expression during myogenesis, the
most common pattern (48%) was an increase from both Day 0 and Day 4 to Day 9. 70% of

these proteins are involved in cellular processing and signaling. References
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