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Analysis of Differential Protein Expression in Dried Apple Slices Treated with Sulfur Free Composite Color Protection Agent
LI Xin-ming ,GUO Zhi-li ,LI Qun et al
Shanxi 030031 )

Abstract [ Objective ] To analyze the expression of differentially expressed proteins in dried apple slices treated with sulfur free composite color
protection agent. [ Method ] Proteomic analysis of dry apple slices treated with composite color protection agents was carried out using unlabeled

(Institute of Agricultural Product Processing,Shanxi Academy of Agricultural Sciences, Taiyuan,

(Label-free) quantitative proteomic techniques to investigate the differences in protein expression levels. The analysis of the extracted protein
samples by enzymolysis and GC-MS detection, using Label-free quantitative software maxquant (1.5.0.12) combined with qualitative database
search software Andromeda,the qualitative and quantitative of each sample,the protein relative quantitative comparison for different expression of
protein. [ Result] Compared with untreated apple slices, the total number of differentially expressed proteins was 909 ,up to 319 differentially ex-
pressed proteins and 590 down regulated proteins. The biological process mainly focused on the metabolic process and the cellular process. The
molecular functions were mainly binding, catalytic activity,energy metabolism and so on. Cell components were mainly concentrated in cell mem-
brane related components. [ Conclusion] This study can provide a reference for the analysis of the causes of the secondary metabolite differences

in the dried apple slices and the mechanism of protein inhibition of browning.
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