Characterization of EMC2 gene as a potential prognostic marker of tumor diseases
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significance of mutations (Fig.2). Most frequent of deleterious mutations are A99D/S -
(Endometrial Carcinoma, Pleural Mesothelioma), R142P/W (Endometrial Carcinoma, Non-Small z '
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patients with increased EMC2 expression is significantly lower than in patients with reduced o
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uterine cancer diseases based on survival analysis of cBioPortal 8 Fig. 4. Survival analysis based on mutational and expression
expression data. Increased EMC2 expression in kidney and uterine cancer TCGA study profiles of EMC2 (cBioPortal, TCGA; Kaplan-Meier estimator,
studies is related to lower life expectancy. Fig. 3. Comparative analysis of the EMC2 mRNA expression showed no distinction between 32 cancer  p<0.05). Tumor samples were divided into groups by level of
studies (cBioPortal, TCGA — n=10967; ANOVA with Tukey's HSD Test , p < 0.05) EMC2 mRNA expression. (a) Kidney Chromophobe: n=65, (b)
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