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[Abstract] Objective To investigate the expression of RECQL4 in gastric cancer lissues and its
association with prognosis, immune cell infiltration levels and drug sensitivity. Method The differential
expression analysis of REC()L4 across various tumor types was conducted using TIMER 2.0 database. The
GEPIA2 and GEO database were utilized to analyze the expression level of the RECQL4 in gastric cancer
tissues. Survival analysis utilizing Kaplan —Meier plotter database was performed to evaluate the prognostic
significance of REC(Q)L4 in gastric cancer patients. Furthermore, the association between REC()L4 expression
and immune cell infiltration levels was evaluated by TIMER 2.0 database. Additionally, RNAactDrug
database was employed to explore potential associations between REC(QL4 molecules and drug sensitivity.
Result Compared with normal tissues, the expression of RECQL4 is significantly upregulated in gastric

cancer, colorectal cancer, and esophageal cancer. The overexpression of RECQL4 is associated with a poor
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prognosis in gastric cancer patients. Moreover, the mRNA expression level of RECQL4 in gastric cancer

demonstrates a negative correlation with the infiltration levels of B cells, CD8* T cells, CD4* T cells, dendritic

cells, neutrophils, and macrophages. Additionally, the sensitivity to irinotecan, 5—fluorouracil, paclitaxel, and

docetaxel utilized for treating gastric cancer is all closely linked to REC(L4. Conclusion REC(QL4 is highly

expressed in gastric cancer tissues and may be associated with a variety of chemotherapy sensitivities, which

can be used as a marker of poor prognosis. High expression of RECQL4 can inhibit immune cell infiltration,

which may be involved in tumor immune escape and promote tumor development.
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