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Abstract: Objective To screen the core genes of Alzheimer’s disease (AD) and analyze their functions,
so as to provide reference for identifying early diagnostic markers of AD.  Methods Gene chip dataset
GSE5281 was downloaded from public data platform NCBI-GEO DataSets. R/Bioconductor statistical language
was used to screen out differential expression genes (DEGs) related to AD. Bioinformatics resource database
DAVID 6. 8 was employed for GO functional annotation and KEGG pathway enrichment analysis. Database
STRING and software Cytoscape 3. 8. 2 was used for network analysis of protein-protein interaction (PPT).
Results A total of 1037 DEGs were screened out, among which 312 were up-regulated and 725 down-regula-
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ted. The PPI network of DEGs encoded proteins contained 979 nodes and 596 edges. CytoHubba plug-in MCC
method was adopted to construct the module to screen out 10 candidate key genes. GO analysis showed that
they were mainly enriched in seven biological processes, including mitochondrial electron’s transference of
NADH to ubiquinone, assembly of mitochondrial respiratory chain complex I, and mitochondrial electron’s
transferance of ubiquinone to cytochromec; in seven cell components, such as mitochondrial inner membrane,
mitochondrial respiratory chain complex I and [ll. They were also enriched in nine molecular functions, such as
the activity of NADH dehydrogenase (ubiquinone) , activity of ubiquinone-cytochrome C reductase, NADH de-
hydrogenase activity; in 7 signaling pathways, including oxidative phosphorylation (hsa00190), metabolic
pathway (hsa01100), Parkinson’s disease (hsa05012), Alzheimer’s disease (hsa05010), among which the

Hub genes were NDUFABI1, UQCRC2, and UQCRCI.

Conclusion The key core genes are NDUFABI,

UQCRC2, and UQCRC1, which may be the potential targets for the development of AD.
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