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BRY: TR EHMRENEEEDEIERE (CDKN2A) S SHEHRAR/ NMRERTEE (NSCLC) BEMImARFRIEREEFITT
BRIXER. Hi%: RASZANESARFEMERATHICOKN2ARREZREE, K515 HTCDKN2AR RS S5k
NSCLCIGPRFIRRHAEZ ARIMEM, LogisticElI35HTCDKN2AR ESRE SR —4 AT iz AR, Kaplan-
MeierBiZeFICOXIERNTHEBE TR, SR NSCLCEECDKN2ARFEELZA3.81% (8/210) , CDKN2AREZEZS
ESPRAIREEEFEENL (P=0.005) . SEHCDKN2ARRRLREE—LATITEUEARE (PD) , MEF4EDR
BEZHEEESE (DCR)  (P=0.012) , COKN2AEFERERIBENPAIAEFNE (05S) BB TEFARESE
(19.1vs 42.81H, P=0.010) , FERTREENTHEEFNE (PFS) HEBR4ER (3.5 vs 9.71°H,
P=0.001) . ZERSHTE/RCOKN2ARFRE, T4HH, MEERBIIECOGEITS R MMEEANSCLCEEAEFAYE
MERRER. 6 COKN2ARRE R IREANSCLCEE IR RRIRS I TS B EE T, COKN2ARFRTEE
HI4ETFEABR B4EAE.

Objective: To evaluate the association of CDKN2A gene mutation with clinicopathological features and
prognosis in advanced non-small cell lung cancer (NSCLC) patients.Methods: CDKN2A gene mutation was
screened in tumor specimens using second generation sequencing technology.The correlation between CDKN2A
mutation and clinicopathological characteristics was analyzed by chi-square test.The correlation between
CDKN2A mutation and clinical first-line evaluation was analyzed by Logistic regression analysis.The survival of
patients was assessed by using Kaplan-Meier curve and COX model.Results: CDKN2A gene mutation was

3.81% (8/210) in NSCLC patients.Patients harboring CDKN2A mutation were more commonly observed in
squamous carcinoma patients (P=0.005).Most of patients with CDKN2A mutation were progression disease (PD)
in the assessment of first-line treatment efficacy, while the patients with CDKN2A wild type were disease
control rate (DCR)(P=0.012).The median survival time (OS) was significantly shorter in patients with CDKN2A
mutation than in wild-type patients (19.1 vs 42.8 months, P=0.010).The progression-free survival time (PFS)
was also significantly shorter in the mutant patients (3.5 vs 9.7 months, P=0.001).Multivariate analysis showed
that CDKN2A mutation, T4 phase, lymph node metastasis, and ECOG high score were independent risk
predictors for the survival of advanced NSCLC patients.Conclusion: CDKN2A gene mutation had an important
influence on the clinicopathological features and prognosis of advanced NSCLC patients.The patients with

CDKN2A mutation had more poor survival.
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