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Keywords

relations between HOXD10 and clinicopathological features and prognosis of lung adenocarcinoma (LUAD).
Methods: R-language expansion package TCGAbiolinks was used to analyze retrospectively the expression of
HOXD10 in LUAD datasets of The Cancer Genome Atlas (TCGA) project. The RNA-seq data of 521 tumor
tissues and 58 adjacent tissues were collected for differentially expressed gene (DEG) analysis, and the methylation
microarray data of 461 tumor tissues and 32 adjacent tissues were collected for differentially methylated region
(DMR) analysis. The correlations between methylations of the promoter regions and gene expressions were
calculated. The relations of HOXD10 and clinicopathological features and prognosis were analyzed. Results: The
average expression value of HOXDI10 in 521 tumor tissues was 30.4 (normalized read counts), lower than the
value of 58 adjacent tissues (170.8), and the difference was statistically significant (P<0.05). The different value
was —141.2 (P<0.05) when tumor tissue and adjacent tissue from the same patient were compared (n=56). A
DMR (chr2: 176980837-176982342) containing 12 probes was identified via differentially methylated region
analysis (461 tumor tissues vs 32 adjacent tissues, AB=0.3656, fwer=0). The f values of six probes (cg03918304,
cg10364040, cg13217260, cg20649017, cg21591742 and cg25371634) were negatively correlated with the
expressions of HOXD10 (r<-0. 1, P<0.05). From clinical information of 250 LUAD patients, the expression
of HOXD10 was associated with number of cigarettes per day and tumor volume (P<0.05). The S-year median
survival time of HOXDI10 low-expression group was 37.2 months, lower than 59.9 months of HOXD10 high-
expression group (P<0.05). Conclusion: The HOXD10 expressions of tumor tissues in TCGA LUAD datasets
are significantly higher than adjacent tissues while the methylation p values are significantly lower than adjacent
tissues. The expression of HOXDIO0 is related to clinicopathological features of LUAD and could be a potential
prognostic factor.

lung adenocarcinoma; HOXDI10; methylation; prognosis
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Figure 1 Expression of HOXD10 in tumor tissues and adjacent

tissues of TCGA lung adenocarcinoma
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Table 1 Information of methylation probes whose value were negatively correlated with the expression of HOXD10
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Figure 3 Correlation of HOXD10 expression and methylation in promoter region
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Table 2 Relation of expression of HOXD 10 and clinicopathological features of lung adenocarcinoma patients
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Figure 4 Five-year survival curve of HOXD10 high-expression

and low-expression group
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