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Regulation of human chemokine-like superfamily member CMTM4

on cellular function in diseases”
WANG Yazin,ZHAO Xiujuan s ZHU Fengxue™
(Trauma Center s Peking University People’s Hospital s Beijing 100044 ,China)

[Abstract] The CMTM family is a protein family containing MARVEL transmembrane structural do-
mains, whose functions are between classic chemokines and TM4SF, and have a certain effect on the occur-
rence and development of neoplastic disease and immune, hematopoietic, reproductive system diseases.
CMTMA1 is the most conservative membrane molecule in the family. It is widely expressed in a variety of nor-
mal human tissues. The studies have found that its expression is down-regulated in some tumors,which accel-
erates the tumor cell proliferation and invasion,and is a potential tumor suppressor gene. CMTM4 has the pro-
tective effect on PD-L1,indirectly regulates the body's immune cell function and participates in immune es-
cape. It also has a regulatory effect on cell connections and male reproductive system diseases. This article
summarizes the existing researches on the CMTM4 molecule,and introduces the regulation effect of CMTM4
on cell function in the context of disease,hoping to provide a reference for the future research and clinical
transformation direction of CMTMA4,
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