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[ Abstract] Objective: To investigates the expression and prognostic value of prolyl hydroxylase 3 (PHD3) in non-small cell lung
cancer( NSCLC). Methods: Oncomine and Gene Expression Omnibus (GEO) databases were used to determine the expression level
of PHD3 mRNA in NSCLC. The expression level and prognostic value of PHD3 mRNA was determined by Kaplan-Meier Plotter and
SurvExpress database. Results: The expression levels of PHD3 mRNA were significantly up-regulated in NSCLC compared with normal
tissue (P =0.028). High expression level of PHD3 was associated with lung squamous cell carcinoma (LUSC) , advanced stages and
male patients (P <0.001,P =0. 001 ;respectively) . The results of Kaplan-Meier Plotter revealed that the high PHD3 expression group
exhibited poorer survival in lung adenocarcinoma ( LUAD) patients (P =0. 003 ). The SurvExpress analysis also showed that PHD3
mainly affected the prognosis of LUAD patients (P =0.013), and that PHD3 expression was significantly elevated in the high-risk
group (P <0.001). Kaplan-Meier plotter and SurvExpress analyses suggested that PHD3 mRNA expression was not associated with sur-
vival in LUSC patients. Conclusion; PHD3 might serve as a potential biomarker to predict survival of NSCLC, mainly of LUAD.
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Figure 2. Expression of PHD3 in Lung Adenocarcinoma and Lung Squamous Cell Carcinoma ( Oncomine Database)
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Table 1. PHD3 mRNA Expression and Clinicopathological

Parameters in Patients with Non-Small Cell Lung Cancer

PHD3 Expression

Parameters N X P
Low( % ) High( % )

Age 1.087 0.297
<64 (year) 133 73(54.89) 60(45.11)
>64 (year) 128 62(48.44) 66(51.56)

Gender 3.886 0.049
Male 141 65(46.10) 76(53.90)
Female 120 70(58.33) 50(41.67)

Race 3.031 0.082
Caucasian 231 115(49.78) 116(50.21)
Non-caucasian 30 20(66.67) 10(33.33)

Smoking 4.873 0.087
Non 25 18(72.00) 7(28.00)
Yes 233 116(49.79) 117(50.21)

Miss 3 1(33.33) 2(66.67)

Histology 14.925 <0.001
LUAD 181 108(59.67) 73(40.33)
LUSC 80 27(33.75) 53(66.25)

Final Stage 15.183 0.001
TA~TB 132 84(63.64) 48(36.36)
OIA~1TB 45  18(40.00) 27(60.00)
I~ 84 33(40.74) 51(60.71)

PHD3: prolyl hydroxylase 3; LUAD: lung adenocarcinoma; LUSC; lung

squamous cell carcinoma
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Figure 3. PHD3 Expression of in Different Pathological

Types and Clinical Stages (GSE41271 Dataset) ( A:Path-

ological Types; B: Clinical Stages)
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Figure 6. Effect of PHD3 mRNA on the Prognosis of Lung Squamous Cell Carcinoma Patients Generated from SurvEx-
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