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Abstract: Objective To analyze the expression level and significance of MYHIO0 gene in renal clear cell carcinoma.Methods The differential
expression, tumor grade, promoter methylation and prognosis of MYH10 gene in renal clear cell carcinoma and normal control tissues were analyzed
by ualcan database. The expression and tumor grade of MYH10 gene were retrieved by GEPIA database. The effect of MYH10 gene expression on
the survival time of patients with renal clear cell carcinoma was analyzed by GEPIA database. The genes co—expressed with MYH10 in renal clear
cell carcinoma were retrieved by Oncomine database. The correlation between MYH10 and co—expressed genes was analyzed by GEPIA. The protein
interaction network of MYH10 was analyzed by String database.Results The expression level of MYH10 in renal clear cell carcinoma was lower than
that in normal tissues (P<0.05). The overexpression of MYH10 was related to tumor grade, and the expression of MYH10 decreased with the increase
of grade (P<0.05). The low expression of MYHI10 gene was related to the low survival rate (P<0.05). The co—expression of MYH10 and RAB3A was
significantly correlated. MYH10 could be involved in inflammatory response and immune cell infiltration. STRING protein analysis network showed
that MYH10 might interact with MYL6B, MYL6, MYL9, MYL12B, CDC42, MYL1, MYLPF, MYH9, MYL2, MYLK and other proteins.Conclusion
MYHI0 is low expressed in renal clear cell carcinoma, and its expression level is related to the survival and prognosis of patients with renal clear
cell carcinoma. MYH10 may affect the clinical outcome of patients with renal clear cell carcinoma by participating in inflammatory response and
immune cell infiltration.
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G0:0015077 GO Molecular Functions monovalent inorganiccation transmembrane transporter activity
G0:0019903 GO Molecular Functions protein phosphatase binding
G0:0031625 GO Molecular Functions ubiquitin protein ligase binding
G0:0010769 GO Biological Processes regulation of cell morphogenesis involved in differentiation
G0:0018108 GO Biological Processes peptidyl-tyrosine phosphorylation
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G0:0005912 GO Cellular Components adherens junction
G0:0015291 GO Molecular Functions secondary active transmembrane transporter activity
G0:0005198 GO Molecular Functions structural molecule activity

GO (%) Log(P) Logl0(q)

G0:0015077 12.77 -4.42 -0.26
G0:0019903 8.51 -3.94 -0.26
G0:0031625 10.64 -3.86 -0.26
G0:0010769 10.64 -3.77 -0.26
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G0:0005198 10.64 -2.04 0.00
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