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ABSTRACT

In this study, we analyzed the genetic profiles of squamous cell lung carcinoma 
(SqCLC) to identify potential therapeutic targets. Approximately 2,800 COSMIC 
mutations from 50 genes were determined by next-generation sequencing. 
Amplification/deletion of SOX2, CDKN2A, PTEN, FGFR1, EGFR, CCND1, HER2 and 
PDGFRA were detected by FISH and expression of VEGFR2, PD-L1 and PTEN were 
examined by IHC. One hundred and fifty-seven samples of SqCLC were collected. 
Somatic mutations was identified in 73.9% of cases, with TP53 (56.1%), CDKN2A 

(8.9%), PIK3CA (8.9%), KRAS (4.5%) and EGFR (3.2%). Gene copy number 
alterations were identified in 75.8% of cases, including SOX2 amplification (31.2%), 
CDKN2A deletion (21.7%), PTEN deletion (16.6%), FGFR1 amplification (15.9%), 
EGFR amplification (14.0%), CCND1 amplification (14.0%), HER2 amplification 
(9.6%) and PDGFRA amplification (7.6%). Positive expression of VEGFR2 and PD-L1 
and loss of PTEN expression were observed in 80.5%, 47.2%, and 42.7% of cases, 
respectively. Multivariate analysis showed that positive expression of PD-L1 was 
an independent favorable prognostic factor for DFS (HR = 0.610; P = 0.044). In 
conclusion, nearly all (93.6%) SqCLC cases harbored at least one potential druggable 
target. The findings of this study could facilitate the identification of therapeutic target 
candidates for precision medicine of SqCLC.

INTRODUCTION

Lung cancer is the leading cause of cancer-related 

death worldwide [1]. Non-small cell lung cancer (NSCLC) 

accounts for nearly 85% of newly diagnosed lung cancers, 

and among these, 30% are squamous cell lung carcinoma 

(SqCLC) [2, 3]. The identification of therapeutically 
tractable molecular targets, particularly epidermal 
growth factor receptor (EGFR) mutation and anaplastic 
lymphoma kinase (ALK) rearrangement, has led to the 
dramatic improvement in personalized therapy for lung 
adenocarcinoma [4–6]. However, in contrast to lung 
adenocarcinoma, still now no approved targeted therapies 
are available for SqCLC. The targeted drugs developed 

for lung adenocarcinoma such as EGFR tyrosine kinase 
inhibitor (EGFR-TKI) and ALK inhibitor, are largely 
ineffective against SqCLC [7]. Therefore, identifying 
novel molecular targets for the personalized therapies of 
SqCLC became a top research priority.

Previous studies have identified several genetic 
alterations related to SqCLC, such as mutations in TP53, 

EGFRvIII, PIK3CA, NRF2, PTEN and DDR2, as well 

as amplification of FGFR1, PDGFRA, SOX2, p63 and 

PIK3CA, which were considered as candidate driver 
genes for targeted therapy [2, 8–13]. However, these genes 
have yet to translate into clinically useful prognostic or 
predictive biomarkers in SqCLC. Although recent next-
generation sequencing (NGS) studies have demonstrated 
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a comprehensive genomic characterization of SqCLCs in 
both Caucasian and Korean patients [7, 14], the data of 
these studies can’t explain all SqCLC patients. In addition, 
the genomic characterization of SqCLCs in Chinese 
patients is still not clear. Therefore, additional evidence 
from genomic level studies of SqCLC is needed to 
facilitate the identification of potential therapeutic targets 
in SqCLC.

In this study, we comprehensively analyzed 
mutations in a large cohort of patients with resected 
squamous cell lung carcinoma by using NGS techniques. 
Copy number alteration of FGFR1, EGFR, HER2, 

PDGFRA, CCND1, SOX2, CDKN2A and PTEN were 

further examined by fluorescence in situ hybridization 
(FISH). In addition, expression status of PTEN, PD-L1 
and VEGFR2 were analyzed by immunohistochemistry 
(IHC). The aim of this study was to reveal the genomic 
characterization of SqCLC and to identify potentially 
clinical actionable molecular targets for this subset of 

patients.

RESULTS

Patient characteristics

A total of 157 patients with surgically resected 
SqCLC were analyzed. The clinicopathologic characteristics 
of the patients are summarized in Table 1. Patients had 
a median age of 59 years old (range 42 - 83 years). The 

majority of patients were male (92.4%), and former (15.9%) 
or current (73.2%) smokers. All samples were primary 
resection specimens, with evidence of pathologic stage I in 
33.8%, stage II in 29.3%, stage III in 36.3%, and stage IV 
in 0.6%. The survival data was available in all 157 patients 
with SqCLC. The median follow-up time was 41.4 months.

Analysis of somatic gene mutations

An adequate library was obtained from all 157 
samples for Ion Torrent sequencing. The mean read length 
was 105 bp, constituting an average of approximately 32 
Mb of sequence per sample. With normalization to 330,000 
reads per specimen, there was an average of 1602 reads 
per amplicon (range, 131 to 6883), and 206/207 (99.5%) 
amplicons averaged at least 100 reads (Supplementary 
Figure S1A), and 201/207 (97.1%) amplicons averaged at 
least 300 reads (Supplementary Figure S1B).

Totally, somatic mutations were found in 116 tumors 

(73.9%). Among the 116 tumors with mutation, 88 tumors 
(56.1%) harbored a single mutation in a single gene, 24 

tumors (15.3%) had two mutations (either in the same 

gene or two different genes), three tumors (1.9%) showed 

three mutations, and one patient (0.6%) harbored five 
mutations (Figure 1A).

Of the 50 genes analyzed, ten genes showed 
mutations (unique or associated with other mutations): 

TP53 (88 cases, 56.1%), CDKN2A (14 cases, 8.9%), 

PIK3CA (14 cases, 8.9%), KRAS (7 cases, 4.5%), EGFR 

(5 cases, 3.2%), FBXW7 (4 cases, 2.5%), PTEN (4 cases, 

2.5%), FGFR3 (3 cases, 1.9%), AKT1 (2 cases, 1.3%), 

and KIT (1 case, 0.6%) (Figure 1B). Mutation profiles for 
patients harboring at least one mutation are illustrated in 
Figure 1C. All EGFR and KRAS mutations were mutually 

exclusive. TP53 was mutated in 22 of 24 cases (91.6%) 

with co-mutations, making it the most common mutated 
gene in cases of co-mutations. One patient with EGFR 

mutation also harbored TP53 mutation. In addition, 
one case harbored five mutations involving three genes 
(including double mutations of TP53 and KRAS, and 

single mutation of FBXW7). Details of the identified 
mutations are summarized in Supplementary Table S1.

The relationships between mutational status of 
SqCLC and clinicopathological characteristics were 
analyzed (Supplementary Table S2). The frequency of 
EGFR mutation was significantly higher in female than 
in male (33.3% vs. 0.7%, P < 0.001), and was significant 
higher in never smokers than in smokers (23.5% vs. 0.7%, 
P < 0.001). Conversely, TP53 mutations were significantly 
more common in men than in women (58.6% vs. 25.0%, 

P = 0.024), and more common in smokers than in non-
smokers (59.3% vs. 29.4%, P = 0.019). No significant 
association was found between other gene mutations and 

clinicopathologic variables in this cohort of patients with 
SqCLC. No significant prognostic impact of these gene 
mutations was found in the univariate and multivariate 
survival analysis (Supplementary Table S3).

Characterization of copy number alterations

Gene copy number alterations (CNA) of FGFR1, 

EGFR, HER2, PDGFRA, CCND1, SOX2, CDKN2A, 

and PTEN were evaluated by FISH. All 157 specimens 
were tested successfully. Representative images of 
FISH results are illustrated in Figure 2. One hundred 
and nineteen patients (75.8%) were identified with 
at least one gene copy number alteration. Of the 
157 patients, 59 (37.6%) harbored single copy 
number alterations, 38 (24.2%) harbored double 

copy number alterations, and 22 (14.0%) showed 
triple and more copy number alterations (Figure 
3A). Overall, we identified FGFR1 amplification 
in 25 patients (15.9%), EGFR amplification in 22 
patients (14.0%), HER2 amplification in 15 patients 
(9.6%), PDGFRA amplification in 12 patients (7.6%), 
CCND1 amplification in 22 patients (14.0%), SOX2 

amplification in 49 patients (31.2%), CDKN2A deletion 

in 34 patients (21.7%), and PTEN deletion in 26 patients 
(16.6%) (Figure 3B). CNA profile of these genes was 
demonstrated in Figure 3C. The frequency of CDKN2A 

deletion in squamous cell carcinoma combined with 

other components was significantly higher than that 
in pure squamous cell carcinoma (66.7% vs. 19.9%, 
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P = 0.026) (Supplementary Table S4). No significant 
relationships between CNA of the eight genes and DFS 
and OS were observed in univariate and multivariate 
survival analysis (Supplementary Table S3).

Expression of PTEN, PD-L1 and VEGFR2

In addition to the analysis of mutations and 
CNAs in these patients, we also evaluated protein 
expression of PTEN, PD-L1 and VEGFR2 by IHC. 
Loss of PTEN expression, positive expression of PD-
L1 and VEGFR2 were observed in 67 of 157 cases 
(42.7%), 75 of 157 cases (47.2%), and 128 of 157 cases 
(80.5%), respectively (Figure 4 and Supplementary 
Table S5). There was a borderline significance of higher 
prevalence (P = 0.05) of loss of PTEN expression in 
elderly patients (age≥65 years) (54.0%) than in younger 
patients (37.4%). In addition, loss of PTEN expression 

was significantly associated with PTEN mutation, 

FGFR1 amplification, HER2 amplification, CCND1 

amplification, and CDKN2A deletion (Supplementary 
Table S6). The incidence of positive expression of PD-
L1 was significantly higher in early-stage (I+II) patients 
than in relatively advanced-stage (III+IV) patients 
(54.5% vs. 34.5%, P = 0.015). In univariate survival 
analysis, positive expression of PD-L1 was associated 
with a significantly longer DFS (P = 0.011) (Figure 
5A). Multivariate survival analysis showed that positive 
expression of PD-L1 was an independent favorable 
prognostic factor for DFS (HR = 0.610; P = 0.044) after 

adjusting for age, tumor differentiation, and TNM stage 

(Supplementary Table S3). However, positive expression 
of PD-L1 was not a significant prognostic factor for OS 
(Figure 5B). No significant associations of expression 
status of PTEN and VEGFR2 with DFS and OS were 
found (Supplementary Table S3).

Table 1: Clinicopathological characteristics of 157 patients

Variables No. %

Sex

 Male 145 92.4

 Female 12 7.6

Age (years)

 < 65 107 68.2

 ≥ 65 50 31.8

Smoking stataus

 Never smoker 17 10.8

 Former smoker 25 15.9

 Current smoker 115 73.2

Histology

 Squamous 151 96.2

 Adenosquamous 1 0.6

 Squamous with small cell 2 1.3

 Squamous with basaloid 3 1.9

Differentiation

 Well 9 5.7

 Moderate 73 46.5

 Poor 75 47.8

Stage

 I 53 33.8

 II 46 29.3

 III 57 36.3

 IV 1 0.6
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Potential therapeutic targets

In our study, we analyzed two common genomic 
alterations in adenocarcinomas of the lung: EGFR and 

KRAS mutations. There were five patients harboring 
EGFR mutations, two individuals demonstrated 
a canonical exon 19 deletion and one individual 
demonstrated L858R mutation in exon 21, whereas 
one patient demonstrated a S768I mutation in exon 
19 and one patient demonstrated an exon 20 insertion. 
Eight individuals harbored a KRAS mutation, with 5 

G12D, 1 G12C, 1 G12V, and 1 A59E. However, EGFR 

amplifications were found in 14.0% of patients, which 
confers sensitivity to erlotinib and gefitinib [15].

The presence of novel potential therapeutic targets 
in SqCLC was suggested by the observation that 100% 
(157 out of 157) of tumors contain one or more molecular 
abnormalities, including mutation, amplification/deletion, 
and positive/negative expression. The potential therapeutic 
targets were selected based on several features, including 
availability of targeted therapeutic agents approved by 
US FDA or one being studied in current clinical trials. 
Fourteen potential therapeutic targets were selected for 
analysis, including EGFR, KRAS, PIK3CA, PTEN, AKT1, 

FGFR3, or KIT mutations, FGFR1, EGFR, HER2 and 

PDGFRA amplifications, PTEN deletion, and PD-L1 
and VEGFR2 expression. According to those criteria, 
we identified 147 cases with molecular abnormalities of 
a potentially targetable gene (93.6%). There were 70.7% 

(111/157) of patients harboring two or more molecular 
abnormalities (Figure 5C).

DISCUSSION

In recent years, the molecular characterization of 
lung adenocarcinoma has been well studied. However, the 
profile of the second common lung cancer, squamous cell 
lung cancer, is still not fully investigated. In this study, 
we performed a comprehensive molecular characterization 
analysis in a large series of resected SqCLC by using 

NGS, FISH and IHC, aiming to outline a molecular feature 
in individual tumors. To our knowledge, this is one of the 
largest retrospective studies comprehensively profiling 
molecular alterations in Chinese patients with SqCLC.

Our results revealed TP53 was the most frequently 

mutated gene in patients with SqCLC, which reached up 
to 56.1%. Previous published TCGA’s study [7] showed 
that almost all lung SqCLCs displayed somatic mutation 
of TP53 (81%), and the cohort in the Kim’s study [14] 
displayed a similarly high rate of mutations of TP53 

(73%), which were similar to our findings. Different 
detection methods may cause the difference in frequency 

of TP53 mutation between our study and previous 
reports. Based on these results, there does not seem to be 
significant ethnic differences in the prevalence of TP53 

mutations and TP53 mutations may be one of the major 

genomic alterations for the SqCLC patients. As the most 

Figure 1: Analysis of somatic mutations in FFPE specimens from SqCLC patients. A. The pie chart demonstrated the 
distribution for the number of mutations detected in specimens. B. Number of mutations in each of the 10 mutated genes for the 157 
specimens. C. Mutational profiles for all the patients analyzed in this study.
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Figure 2: Representative photographs of FISH assay results. A. FGFR1/CEP8 signal patterns: A1, Disomy; A2, Low-level 
FGFR1 amplification; A3, High-level FGFR1 amplification with large clusters. B. EGFR/CEP7 signal patterns: B1, Disomy; B2, Low-level 
EGFR amplification; B3, High-level EGFR amplification with large clusters. C. HER2/CEP17 signal patterns: C1, Disomy; C2, Low-level 
HER2 amplification; C3, High-level HER2 amplification with large clusters. D. PDGFRA/CEP4 signal patterns: D1, Disomy; D2, Low-
level PDGFRA amplification; D3, High-level PDGFRA amplification with large clusters. E. CCND1/CEP11 signal patterns: E1, Disomy; 
E2, Low-level CCND1 amplification; E3, High-level CCND1 amplification with large clusters. F. SOX2/CEP3 signal patterns: F1, Disomy; 
F2, Low-level SOX2 amplification; F3, High-level SOX2 amplification with large clusters. G. CDKN2A/CEP9 signal patterns: G1, Disomy; 
G2, Homozygous deletion of CDKN2A with internal positive control; G3, Heterogeneous intratumoral CDKN2A gene deletion. H. PTEN/
CEP10 signal patterns: H1, Disomy; H2, Hemizygous deletion of PTEN gene; H3, Homozygous deletion of PTEN gene.
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frequently mutated gene in SqCLC, TP53 gene mutation 

may represent a potential therapeutic target. To date, a 
number of small-molecule drugs aiming to reactivate 
mutant TP53 or activate wild type TP53 are being 

developed and some of them are in phase I trials [16, 17].
Currently, the evidence is conflicting regarding 

prevalence of EGFR and KRAS mutations in SqCLC [18–

22]. Recently, Rekhtman et al. screened 95 biomarker-
verified SqCLC and reported that EGFR/KRAS mutations 

do not occur in pure SqCLC, occasional detection of these 
mutations in samples diagnosed as “SqCLC” is due to the 
diagnosis of adenosquamous carcinoma (AD-SQC) and 
adenocarcinoma [18]. However, another similar study 
by Miyamae et al. revealed that EGFR mutations were 

present in 3.4% of 87 validated SqCLC specimens [20]. 
In our study, we found that the frequencies of EGFR and 

KRAS mutation were 3.2% and 4.5%, respectively, which 
were comparable with the previous reports of 3.4% [20] 
and 4% [22], respectively. In addition, the study conducted 
by TCGA [7] reported two patients with EGFR mutation 

and one patients with KRAS mutation from 178 American 
SqCLC patients, and Kim’s study [14] identified one case 
with EGFR mutation and two cases with KRAS mutation 

from 104 Korean SqCLC patients. These results were 
consistent with our study. It seemed that in patients with 

SqCLC, the frequencies of EGFR and KRAS mutation 

were similar in different ethnicity. In agreement with 
previously reported study, EGFR and KRAS mutations 

were also mutually exclusive in SqCLC [23].
In the present study, we investigated copy number 

alterations of FGFR1, EGFR, HER2, PDGFRA, CCND1, 

SOX2, CDKN2A and PTEN in a cohort of SqCLC 

FFPE samples by dual colour FISH. To the best of our 
knowledge, this is the first and largest study concurrently 
detecting copy number alterations of these genes by 
using FISH in SqCLC patients. Of note, recently, FGFR1 

amplification was considered as one of the most potential 
molecular target for the treatment of patients with SqCLC. 
Previous studies [24, 25] showed that FGFR inhibitors 
were effective to block tumor proliferation in a subset of 
NSCLC cell lines with FGFR1 amplification and led to 
significant tumor shrinkage. In our study, we found that 
15.9% of SqCLC patients harboring FGFR1 amplification, 
similar to previous studies where 16.0 % [26] and 20.0 % 
[27] of SqCLC were amplified, respectively. Although the 
copy number alterations of some of these genes detected 
in this study have been examined by NGS or SNP array, 
the frequency of amplification/deletion of these genes 
still remains controversial. FISH was considered to be the 
gold standard method for the assessment of copy number 

Figure 3: Analysis of copy number alterations in FFPE specimens from SqCLC patients. A. The pie chart demonstrated 
the distribution for the number of copy number alterations detected in specimens. B. Number of copy number alterations in each of the 8 
analyzed genes for the 157 specimens. C. Profiles of copy number alteration for all the patients analyzed in this study.
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alteration [28]. The frequencies of amplification/deletion 
of these genes detected in our study would be relatively 
more accurate. In our study, the gene copy number 
alterations (75.8%) was a common events in SqCLC, as 
well as gene mutations (73.9%), which was comparable to 
that of other studies have also reported [7, 14].

Loss of PTEN expression has been reported to 
occur in 20% to 93% of SqCLC [29–33]. In the present 
study, we found that 42.7% of SqCLC demonstrated 
loss of PTEN protein expression, which was consist 
with previously reported studies. In addition, we found 
PD-L1 expression in 47.2% of SqCLC specimens. In a 
study analyzing specimen from 76 patients, Rizvi et al. 
[34] reported PD-L1 expression in 33% of SqCLC. These 
results are comparable to our findings, although Rizvi et 
al. [34]used a different antibody clone. The slightly higher 

percentage of positive specimens in our study may be 
contributed to the difference in experimental technique. 
The prognostic value of PD-L1 expression is still now 
controversial. Mu et al. [35] found that high expression of 
PD-L1 in lung cancer may contribute to poor prognosis, 
however, Brahmer et al. [36] reported that the expression 

of PD-L1 was neither prognostic nor predictive of benefit. 
Böger et al. [37] found that high expression of PD-L1/
PD-1 was associated with a significantly better outcome, 
and PD-L1 was an independent survival prognosticator 
in gastric cancer. Simlar to Böger et al.’s report, we also 
found the patients with positive expression of PD-L1 had 
a significantly longer DFS, and it was an independent 
favorable prognostic factor for DFS in SqCLC. 
VEGFR2 is a valid therapeutic target in lung cancer. 
Overexpression of VEGFR2 is associated with invasion 
and metastasis in lung cancer. In present study, 80.5% of 
cases showed positive expression of VEGFR2, which was 
similar to previous study [38]. The high prevalence of 
overexpression of VEGFR2 demonstrated that VEGFR2 
overexpression was a common event in tumorigenesis of 
SqCLC.

Our results revealed that 147 of 157 (93.6%) 
patients with SqCLC harbored EGFR, KRAS, PIK3CA, 

PTEN, AKT1, FGFR2, or KIT mutations, FGFR1, EGFR, 

HER2, PDGFRA and PTEN amplifications/deletion, and 
PD-L1 and VEGFR2 expression, which were potential 
druggable targets for anticancer therapy. The EGFR-

Figure 4: Representative photographs of IHC assay results. A. Tumor showing lack of staining for PTEN; B. Tumor showing 

positive staining for PTEN; C. Tumor showing lack of staining for PD-L1; D. Tumor showing positive staining for PD-L1; E. Tumor 

showing lack of staining for VEGFR2; F. Tumor showing positive staining for VEGFR2.
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TKIs, such as gefitinib, erlotinib and icotinib, specifically 
target EGFR, and has demonstrated a significant 
survival benefit for NSCLC patients with activating 
EGFR mutations [4, 6, 39]. Recently, US FDA approved 
Keytruda (pembrolizumab) for advanced NSCLC, which 
was the first drug approved in NSCLC for patients whose 
tumors express PD-L1. Ramucirumab is a human IgG1 
monoclonal antibody that targets the extracellular domain 
of VEGFR-2, which has been approved by US FDA for 
second-line treatment for patients with advanced NSCLC 
[40]. In addition, several agents specially targeting 
molecular alterations of PIK3CA, PTEN, AKT1, FGFR2, 

KIT, FGFR1, HER2, and PDGFRA are expected to be 
effective for the treatment of SqCLC, and currently are 
being tested in phase I to III clinical trials [2]. Therefore, 
identification of these druggable targets in SqCLC could 
lead to rationally chosen specific targeted therapy.

Clinical success with combination targeted therapy 
depends on the identification of molecular abnormalities 
for co-administration of a single or combination of target 

agents against the detected therapeutic targets [41]. In 
our study, the results indicated that the co-occurrence of 

mutation (17.8%) or copy number alterations (38.2%) 
were identified in a significant proportion of tumor 
samples. These findings can help to guide the targeted 
therapies for the SqCLC. This study showed that TP53 

mutations was the most frequent mutations co-existed with 
activating mutations, such as EGFR, KRAS, and PIK3CA, 

supporting the rationale for developing combinatorial 
approaches against TP53 mutations and the co-existed 
activating mutations in SqCLC. Further studies are 
warranted to elucidate the mechanisms of concurrent 

molecular alterations and improve the efficacy of the 
targeted therapies for SqCLC.

In conclusion, our study has identified potentially 
targetable molecular alterations in most SqCLC in a large 

cohort of Chinese patients. The findings of this study 
could help to provide insights into the profile of genetic 
alterations in SqCLC and assist oncologist to match 

patients with available targeted treatments or clinical 
trials of new targeted agents in the coming era of precision 
medicine.

MATERIALS AND METHODS

Patient

One hundred and fifty-seven patients with 
histologically confirmed squamous cell lung carcinoma 
were collected from Cancer Hospital of Chinese Academy 
of Medical Sciences (Beijing, China) between March 
2011 and November 2011. For all patients, medical 
records were reviewed to obtain clinical and demographic 
characteristics, including sex, age, smoking history, 
histology, tumor differentiation, and tumor stage. The 

histological classification was done according to the 2004 

Figure 5: Kaplan–Meier DFS and OS curves based on PD-L1 immunohistochemistry status and the distribution for 
the potential therapeutic targets detected in SqCLC. A. Disease free survival (DFS) rates of SqCLC patients by PD-L1 expression 
status; B. Overall survival (OS) rates of SqCLC patients by PD-L1 expression status. C. The pie chart demonstrated the distribution for the 
potential therapeutic targets detected in SqCLC.
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World Health Organization classification of lung tumors. 
Tumor staging was performed using the 7th edition of the 
TNM staging system by the International Union Against 
Cancer (UICC)/AJCC of 2010. This study was approved 
by the medical ethics committee of the Cancer Hospital of 
the Chinese Academy of Medical Sciences.

Sample preparation and next generation 

sequencing

DNA was extracted from formalin-fixed, paraffin-
embedded (FFPE) tumor samples. Unstained 5-μm-thick 
tissue sections were deparaffinized, and tumor-rich areas 
(>20%) were manually microdissected by comparison 
with an H&E-stained slide from the same block. DNA was 
extracted using the QIAamp DNA Mini Kit (Qiagen) per 
the manufacturer’s instruction. The extracted DNA was 
quantified using the Qubit 2.0 (Life Technologies).

The Ion AmpliSeq™ Cancer Hotspot Panel v2  
(Life Technologies) was used to generate target amplicon 
libraries and to explore selected regions of the following 
50 oncogenes and tumor suppressor genes (in alphabetical 
order): ABL1, AKT1, ALK, APC, ATM, BRAF, CDH1, 

CDKN2A, CSF1R, CTNNB1, EGFR, ERBB2, ERBB4, 

EZH2, FBXW7, FGFR1, FGFR2, FGFR3, FLT3, GNA11, 

GNAS, GNAQ, HNF1A, HRAS, JAK2, JAK3, IDH1, IDH2, 

KDR, KIT, KRAS, MET, MLH1, MPL, NOTCH1, NPM1, 

NRAS, PDGFRA, PIK3CA, PTEN, PTPN11, RB1, RET, 

SMAD4, SMARCB1, SMO, SRC, STK11, TP53, VHL. 

Details of the target regions and mutations for the gene 
panel are available at the supplier’s website: http://tools.
lifetechnologies.com/downloads/cms_106003.csv.

Briefly, 10 ng of DNA were used for multiplex 
PCR amplification. Emulsion PCR was performed with 
OneTouch DL systems (Life Technologies). Library 
concentration and amplicon size was evaluated by the 
Agilent 2100 Bioanalyzer (Agilent Technologies) and 
Agilent BioAnalyzer DNA High-Sensitivity LabChip 
(Agilent Technologies). Sequencing was performed on 
the Ion PGM Sequencer (Life Technologies) with the Ion 
PGM 200 Sequencing Kit according to the manufacturer’s 
instructions on Ion 316 Chips.

Data analysis, including alignment to the hg19 
human reference genome and variant calling, was 
performed using the Torrent Suite Software v.3.0 with a 
plug-in “variant caller” program (Life Technologies). In 
order to eliminate error base calling, we conducted three 

filtering steps to generate final variant calling. The first 
filter was set at an average depth of total coverage of 
>100, an each variant coverage of >20, a variant frequency 
of each sample >5 and P-value <0.01. The second filter 
was set at the base calling of < 5 bases homopolymer 
tracts and > 3 bases from the terminus of amplicons, 
because there were false positive mutations at the ends 
of reads we sometimes observed. The third filtering step 
was employed by visually examining mutations using 
Integrative Genomics Viewer (IGV) software (http//

www.broadinstitute.org/igv) or Samtools software (http://
samtools.sourceforge.net), as well as by filtering out 
possible strand-specific errors, ie. a mutation was only 
detected in either “+” or “-” strand, but not in both strands 
of DNA (Supplementary Figure S2).

The presence of mutations in EGFR, KRAS, and 

PIK3CA genes detected by Ion Torrent next generation 
sequencing was confirmed by Sanger’s sequencing using 
an ABI 3500XL Genetic Analyzer (Applied Biosystems, 
Carlsbad, CA, USA), according to the manufacturer’s 
protocol.

Gene copy number

To determine the gene copy number of FGFR1, 

HER2, EGFR, PDGFRA, CCND1, SOX2, CDKN2A, 

and PTEN, dual-color FISH was performed on paraffin-
embedded tissue sections. Therefore, FISH probes for 
FGFR1/CEN8 (ZytoVision, Germany), EGFR/CEP 7 
(Vysis, USA), HER-2/CEP17 (Vysis, USA), PDGFRA/
CHR4 (Empire Genomics, USA), CCND1/CEP 11 (Vysis, 
USA), SOX2/CEN 3 (ZytoVision, Germany), CDKN2A/
CEP 9 (Vysis, USA), PTEN/CEP 10 (Vysis, USA) were 
used in our study. FISH was performed according to the 
manufacturers’ instructions, respectively. FISH analyses 
were interpreted by two experienced evaluators (D.T. 
and D.W.) blinded to the clinical data. At least 100 nuclei 
per patient were evaluated. Detailed definitions of FISH 
positivity are described in the Supplementary Methods.

Immunohistochemistry (IHC)

IHC analyses using antibody of PTEN (138G6, CST; 
at a dilution of 1:100), PD-L1 (E1L3N, CST; at a dilution 
of 1:100), and VEGFR2 (55B11, CST; at a dilution of 
1:300) were performed on paraffin-embedded tissue 
sections according to the manufacturers’ recommended 

protocols, respectively. Expression levels were scored 
semi-quantitatively by two evaluators (D.T. and N.N.Z) 
who had no prior information about the patients. The 
definitions of loss of PTEN expression, positive expression 
of PD-L1 and VEGFR2 were according to the previous 
literatures [29, 34, 42].

Statistical analysis

The associations between molecular alterations and 

clinicopathologic variables were examined by Pearson 
Chi-square tests (for categorical variables) and Kruskal-
Wallis tests (for continuous variables), where appropriate. 
The overall survival (OS) was defined as the time period 
from the operation date to the date of death or the end 
date of follow-up. The disease-free survival (DFS) was 
calculated from the operation date to the time of disease 
progression or death from any cause. The Kaplan-Meier 
method was used to estimate OS and DFS and the 
differences were compared by the log-rank test. Univariate 
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and multivariate analysis was performed by using Cox 
proportional hazards regression model. A two-sided P 

value of 0.05 was considered statistically significant. All 
statistical analyses were performed by using Statistical 
Package for the Social Sciences Version 17.0 Software 
(SPSS, Inc., Chicago, Illinois).

ACKNOWLEDGMENTS

The author would like to thank to the members of 
San Valley Biotechnology Inc. Beijing for their technical 
supports.

CONFLICTS OF INTEREST

The authors declared no conflict of interest.

GRANT SUPPORT

This study was supported in part by grants from the 
Key Project of Beijing Natural Science Foundation (Grant 
No. 7141010), Special Funds for Central Health Authority 
(W2013BJ40), Beijing Municipal Science and Technology 
Commission (D141100000214005, D141100000214003), 
National High Technology Research and Development 
Program of China (863 program, 2011AA02A110), and 
Chinese National Major Project for New Drug Innovation 
(2012ZX09303012; 2013ZX09101002).

REFERENCES

1. World Health Organization: Cancer Fact Sheet No. 297. 
http://www.who.int/mediacentre/factsheets/fs297/en/.

2. Kim HS, Mitsudomi T, Soo RA and Cho BC. Personalized 
therapy on the horizon for squamous cell carcinoma of the 
lung. Lung Cancer. 2013; 80:249-255.

3. Jemal A, Siegel R, Xu J and Ward E. Cancer statistics, 
2010. CA Cancer J Clin. 2010; 60:277-300.

4. Mok TS, Wu YL, Thongprasert S, Yang CH, Chu DT, 
Saijo N, Sunpaweravong P, Han B, Margono B, Ichinose 
Y, Nishiwaki Y, Ohe Y, Yang JJ, et al. Gefitinib or 
carboplatin-paclitaxel in pulmonary adenocarcinoma. N 
Engl J Med. 2009; 361:947-957.

5. Shaw AT, Yeap BY, Solomon BJ, Riely GJ, Gainor J, 
Engelman JA, Shapiro GI, Costa DB, Ou SH, Butaney 
M, Salgia R, Maki RG, Varella-Garcia M, et al. Effect of 
crizotinib on overall survival in patients with advanced non-
small-cell lung cancer harbouring ALK gene rearrangement: 
a retrospective analysis. Lancet Oncol. 2011; 12:1004-1012.

6. Shi Y, Zhang L, Liu X, Zhou C, Zhang S, Wang D, Li Q, Qin 
S, Hu C, Zhang Y, Chen J, Cheng Y, Feng J, et al. Icotinib 
versus gefitinib in previously treated advanced non-small-cell 
lung cancer (ICOGEN): a randomised, double-blind phase 3 
non-inferiority trial. Lancet Oncol. 2013; 14:953-961.

7. Network CGAR. Comprehensive genomic characterization 
of squamous cell lung cancers. Nature. 2012; 489:519-525.

8. Kim HR, Kim DJ, Kang DR, Lee JG, Lim SM, Lee CY, 
Rha SY, Bae MK, Lee YJ, Kim SH, Ha SJ, Soo RA, 
Chung KY, et al. Fibroblast growth factor receptor 1 gene 
amplification is associated with poor survival and cigarette 
smoking dosage in patients with resected squamous cell 
lung cancer. J Clin Oncol. 2013; 31:731-737.

9. Hammerman PS, Sos ML, Ramos AH, Xu C, Dutt A, Zhou 
W, Brace LE, Woods BA, Lin W, Zhang J, Deng X, Lim 
SM, Heynck S, et al. Mutations in the DDR2 kinase gene 
identify a novel therapeutic target in squamous cell lung 
cancer. Cancer Discov. 2011; 1:78-89.

10. Ramos AH, Dutt A, Mermel C, Perner S, Cho J, Lafargue 
CJ, Johnson LA, Stiedl AC, Tanaka KE, Bass AJ, 
Barretina J, Weir BA, Beroukhim R, et al. Amplification of 
chromosomal segment 4q12 in non-small cell lung cancer. 

Cancer Biol Ther. 2009; 8:2042-2050.
11. Wilbertz T, Wagner P, Petersen K, Stiedl AC, Scheble VJ, 

Maier S, Reischl M, Mikut R, Altorki NK, Moch H, Fend 
F, Staebler A, Bass AJ, et al. SOX2 gene amplification and 
protein overexpression are associated with better outcome in 
squamous cell lung cancer. Mod Pathol. 2011; 24:944-953.

12. Zhao Q, Na WY, Bo W, Zhu Z, Ling P, Bo MH, Min TY, 
Lei Z, Na HD, Bo Z, Fang LJ and Seng ZS. Alterations 
of a spectrum of driver genes in female Chinese patients 
with advanced or metastatic squamous cell carcinoma of the 
lung. Lung Cancer. 2014; 87:117-121.

13. Pan Y, Wang R, Ye T, Li C, Hu H, Yu Y, Zhang Y, Wang 
L, Luo X, Li H, Li Y, Shen L, Sun Y, et al. Comprehensive 
Analysis of Oncogenic Mutations in Lung Squamous Cell 
Carcinoma with Minor Glandular Component. Chest. 2013; 
145:473-479.

14. Kim Y, Hammerman PS, Kim J, Yoon JA, Lee Y, Sun 
JM, Wilkerson MD, Pedamallu CS, Cibulskis K, Yoo YK, 
Lawrence MS, Stojanov P, Carter SL, et al. Integrative 
and comparative genomic analysis of lung squamous cell 
carcinomas in east Asian patients. J Clin Oncol. 2013; 
32:121-128.

15. Bell DW, Lynch TJ, Haserlat SM, Harris PL, Okimoto 
RA, Brannigan BW, Sgroi DC, Muir B, Riemenschneider 
MJ, Iacona RB, Krebs AD, Johnson DH, Giaccone G, et 
al. Epidermal growth factor receptor mutations and gene 
amplification in non-small-cell lung cancer: molecular 
analysis of the IDEAL/INTACT gefitinib trials. J Clin 
Oncol. 2005; 23:8081-8092.

16. Yu X, Narayanan S, Vazquez A and Carpizo DR. Small 
molecule compounds targeting the p53 pathway: are we 
finally making progress? Apoptosis. 2014; 19:1055-1068.

17. Brown CJ, Lain S, Verma CS, Fersht AR and Lane DP. 
Awakening guardian angels: drugging the p53 pathway. Nat 
Rev Cancer. 2009; 9:862-873.

18. Rekhtman N, Paik PK, Arcila ME, Tafe LJ, Oxnard GR, 
Moreira AL, Travis WD, Zakowski MF, Kris MG and 



Oncotarget36600www.impactjournals.com/oncotarget

Ladanyi M. Clarifying the spectrum of driver oncogene 
mutations in biomarker-verified squamous carcinoma of 
lung: lack of EGFR/KRAS and presence of PIK3CA/AKT1 
mutations. Clin Cancer Res. 2012; 18:1167-1176.

19. Park SH, Ha SY, Lee JI, Lee H, Sim H, Kim YS, Hong J, 
Park J, Cho EK, Shin DB and Lee JH. Epidermal growth 
factor receptor mutations and the clinical outcome in male 
smokers with squamous cell carcinoma of lung. J Korean 
Med Sci. 2009; 24:448-452.

20. Miyamae Y, Shimizu K, Hirato J, Araki T, Tanaka K, 
Ogawa H, Kakegawa S, Sugano M, Nakano T, Mitani Y, 
Kaira K and Takeyoshi I. Significance of epidermal growth 
factor receptor gene mutations in squamous cell lung 
carcinoma. Oncol Rep. 2011; 25:921-928.

21. Fang W, Zhang J, Liang W, Huang Y, Yan Y, Wu X, Hu 
Z, Ma Y, Zhao H, Zhao Y, Yang Y, Xue C and Zhang 
L. Efficacy of epidermal growth factor receptor-tyrosine 
kinase inhibitors for Chinese patients with squamous cell 
carcinoma of lung harboring EGFR mutation. J Thorac Dis. 
2013; 5:585-592.

22. Paik PK. (2012). Multiplex testing for driver mutations 
in squamous cell carcinomas of the lung. J Clin Oncol 
(Meeting Abstracts), pp. 7505.

23. Do H, Krypuy M, Mitchell PL, Fox SB and Dobrovic A. 
High resolution melting analysis for rapid and sensitive 
EGFR and KRAS mutation detection in formalin fixed 
paraffin embedded biopsies. BMC Cancer. 2008; 8:142.

24. Dutt A, Ramos AH, Hammerman PS, Mermel C, Cho J, 
Sharifnia T, Chande A, Tanaka KE, Stransky N, Greulich 
H, Gray NS and Meyerson M. Inhibitor-sensitive FGFR1 
amplification in human non-small cell lung cancer. Plos 
One. 2011; 6:e20351.

25. Weiss J, Sos ML, Seidel D, Peifer M, Zander T, Heuckmann 
JM, Ullrich RT, Menon R, Maier S, Soltermann A, Moch 
H, Wagener P, Fischer F, et al. Frequent and focal FGFR1 
amplification associates with therapeutically tractable 
FGFR1 dependency in squamous cell lung cancer. Sci 
Transl Med. 2010; 2: 62ra93-62ra93.

26. Heist RS, Mino-Kenudson M, Sequist LV, Tammireddy S, 
Morrissey L, Christiani DC, Engelman JA and Iafrate AJ. 
FGFR1 amplification in squamous cell carcinoma of the 
lung. J Thorac Oncol. 2012; 7:1775-1780.

27. Schildhaus HU, Heukamp LC, Merkelbach-Bruse S, 
Riesner K, Schmitz K, Binot E, Paggen E, Albus K, 
Schulte W, Ko YD, Schlesinger A, Ansen S, Engel-Riedel 
W, et al. Definition of a fluorescence in-situ hybridization 
score identifies high- and low-level FGFR1 amplification 
types in squamous cell lung cancer. Mod Pathol. 2012; 
25:1473-1480.

28. Capizzi E, Gruppioni E, Grigioni AD, Gabusi E, Grassigli 
A, Grigioni WF and Fiorentino M. Real time RT-PCR 
approach for the evaluation of ERBB2 overexpression in 
breast cancer archival samples: a comparative study with 
FISH, SISH, and immunohistochemistry. Diagn Mol Pathol. 
2008; 17:220-226.

29. Yanagawa N, Leduc C, Kohler D, Saieg MA, John T, Sykes 
J, Yoshimoto M, Pintilie M, Squire J, Shepherd FA and 
Tsao MS. Loss of phosphatase and tensin homolog protein 
expression is an independent poor prognostic marker in 
lung adenocarcinoma. J Thorac Oncol. 2012; 7:1513-1521.

30. Scrima M, De Marco C, Fabiani F, Franco R, Pirozzi G, 
Rocco G, Ravo M, Weisz A, Zoppoli P, Ceccarelli M, 
Botti G, Malanga D and Viglietto G. Signaling networks 
associated with AKT activation in non-small cell lung 
cancer (NSCLC): new insights on the role of phosphatydil-
inositol-3 kinase. PLoS One. 2012; 7:e30427.

31. Soria JC, Lee HY, Lee JI, Wang L, Issa JP, Kemp 
BL, Liu DD, Kurie JM, Mao L and Khuri FR. Lack of 
PTEN expression in non-small cell lung cancer could be 
related to promoter methylation. Clin Cancer Res. 2002; 
8:1178-1184.

32. Marsit CJ, Zheng S, Aldape K, Hinds PW, Nelson HH, 
Wiencke JK and Kelsey KT. PTEN expression in non-
small-cell lung cancer: evaluating its relation to tumor 
characteristics, allelic loss, and epigenetic alteration. Hum 
Pathol. 2005; 36:768-776.

33. Kaira K, Oriuchi N, Takahashi T, Nakagawa K, Ohde Y, 
Okumura T, Murakami H, Shukuya T, Kenmotsu H, Naito 
T, Kanai Y, Endo M, Kondo H, et al. LAT1 expression 
is closely associated with hypoxic markers and mTOR in 
resected non-small cell lung cancer. Am J Transl Res. 2011; 
3:468-478.

34. Rizvi NA, Mazieres J, Planchard D, Stinchcombe TE, Dy 
GK, Antonia SJ, Horn L, Lena H, Minenza E, Mennecier 
B, Otterson GA, Campos LT, Gandara DR, et al. Activity 
and safety of nivolumab, an anti-PD-1 immune checkpoint 
inhibitor, for patients with advanced, refractory squamous 
non-small-cell lung cancer (CheckMate 063): a phase 2, 
single-arm trial. Lancet Oncol. 2015; 16:257-265.

35. Mu CY, Huang JA, Chen Y, Chen C and Zhang XG. High 
expression of PD-L1 in lung cancer may contribute to 
poor prognosis and tumor cells immune escape through 
suppressing tumor infiltrating dendritic cells maturation. 
Med Oncol. 2011; 28:682-688.

36. Brahmer J, Reckamp KL, Baas P, Crino L, Eberhardt WE, 
Poddubskaya E, Antonia S, Pluzanski A, Vokes EE, Holgado 
E, Waterhouse D, Ready N, Gainor J, et al. Nivolumab 
versus docetaxel in advanced squamous-cell non-small-cell 
lung cancer. N Engl J Med. 2015; 373:123-135.

37. Boger C, Behrens HM, Mathiak M, Kruger S, Kalthoff 
H and Rocken C. PD-L1 is an independent prognostic 
predictor in gastric cancer of Western patients. Oncotarget. 
2016; doi: 10.18632/oncotarget.18169.

38. Holzer TR, Fulford AD, Nedderman DM, Umberger TS, 
Hozak RR, Joshi A, Melemed SA, Benjamin LE, Plowman 
GD, Schade AE, Ackermann BL, Konrad RJ and Nasir 
A. Tumor cell expression of vascular endothelial growth 
factor receptor 2 is an adverse prognostic factor in patients 
with squamous cell carcinoma of the lung. Plos One. 2013; 
8:e80292.



Oncotarget36601www.impactjournals.com/oncotarget

39. Shepherd FA, Rodrigues Pereira J, Ciuleanu T, Tan EH, 
Hirsh V, Thongprasert S, Campos D, Maoleekoonpiroj S, 
Smylie M, Martins R, van Kooten M, Dediu M, Findlay 
B, et al. Erlotinib in previously treated non-small-cell lung 
cancer. N Engl J Med. 2005; 353:123-132.

40. Garon EB, Ciuleanu TE, Arrieta O, Prabhash K, Syrigos 
KN, Goksel T, Park K, Gorbunova V, Kowalyszyn RD, 
Pikiel J, Czyzewicz G, Orlov SV, Lewanski CR, et al. 
Ramucirumab plus docetaxel versus placebo plus docetaxel 
for second-line treatment of stage IV non-small-cell lung 
cancer after disease progression on platinum-based therapy 
(REVEL): a multicentre, double-blind, randomised phase 3 
trial. Lancet. 2014; 384:665-673.

41. Cai X, Sheng J, Tang C, Nandakumar V, Ye H, Ji H, Tang 
H, Qin Y, Guan H, Lou F, Zhang D, Sun H, Dong H, et al. 
Frequent Mutations in EGFR, KRAS and TP53 Genes in 
Human Lung Cancer Tumors Detected by Ion Torrent DNA 
Sequencing. Plos One. 2014; 9:e95228.

42. Pajares MJ, Agorreta J, Larrayoz M, Vesin A, Ezponda T, 
Zudaire I, Torre W, Lozano MD, Brambilla E, Brambilla 
C, Wistuba, II, Behrens C, Timsit JF, et al. Expression 
of tumor-derived vascular endothelial growth factor 
and its receptors is associated with outcome in early 
squamous cell carcinoma of the lung. J Clin Oncol. 2012; 
30:1129-1136.


