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Abstract Objective: To investigate characteristics of differential protein in children with hypospadias based
on proteomics and analyze related protein ZEB1 expression. Methods: From June 2018 to December 2019, 44 chil-
dren with hypospadias were selected and the peripheral blood samples were collected. Meanwhile, the blood sam-
ples of 44 children with health check were also obtained. The serum samples of children in two groups were at-
tained and the total proteins were extracted. Two gel electrophoresis separation and image analysis were used to
select differential proteins. Then, mass spectrometry was employed to identify, and RT-PCR method was applied
to determine the expression of related protein ZEBI mRNA. Results: Forty-four differentially expressed proteins
were screened by mass spectrometry and database retrieval, which 32 proteins were up-regulated, and 12 proteins
were down-regulated. The first five proteins with up-regulation were the transcription factor HES-1, membrane
protein A3, zinc finger E-box binding homeobox 1, zinc finger protein 12 and DVL. While, the first five proteins
with down-regulation were zinc transporters 10, myosin 9, human recombinant basic fibroblast growth factor re-
ceptor 2, insulin-like growth factor 2 and myosin 12. GO function analysis indicated that the differential proteins
were mainly involved in the biological processes such as nucleobase-containing compound metabolic process, cell
metabolism, DNA, RNA transcription metabolism process. KEGG pathway analysis showed that these proteins
were mainly concentrated in the signal path Th17 cells, Jak-STAT signal pathway, Wnt signaling pathways, etc.
The differential protein network built by STRING database indicated differential protein ZEB1 had close relation-
ship with STAT3, STAT6. CDH1. EB2, CDH2, CTBP1, SUMO1 and TP53BP1. Plasma ZEBI mRNA expres-
sion in children with hypospadias was (1. 0440. 14), which was significantly higher than that of healthy controls.
The difference all presented statistically significant (P <C0. 05). Conclusion: The use of proteomics approach has
been clear about the expression of differential protein in hypospadias children, and ZEBI plays an important role in
hypospadias.
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