
Page 1 of 13

© Annals of Translational Medicine. All rights reserved.   Ann Transl Med 2021;9(14):1150 | https://dx.doi.org/10.21037/atm-21-2625

Novel ETV1 mutation in small cell lung cancer transformation 
resistant to EGFR tyrosine kinase inhibitors

Yan Zhou1#, Hao Bai1#, Jinjing Xia1#, Wang-Yang Xu2, Lei Cheng1, Liwen Xiong1

1Pulmonary and Critical Care Medicine Department, Shanghai Chest Hospital, Shanghai Jiao Tong University, Shanghai, China; 2Medical 

Department, Singlera Genomics (Shanghai) Ltd., Shanghai, China

Contributions: (I) Conception and design: L Xiong, Y Zhou; (II) Administrative support: L Xiong; (III) Provision of study materials or patients: H Bai, 

J Xia; (IV) Collection and assembly of data: WY Xu; (V) Data analysis and interpretation: L Cheng; (VI) Manuscript writing: All authors; (VII) Final 

approval of manuscript: All authors.
#These authors contributed equally to this work.

Correspondence to: Liwen Xiong. Shanghai Chest Hospital, Shanghai Jiao Tong University, 241 West Huaihai Road, Shanghai 200030, China.  

Email: Xiong_li_wen@126.com.

Background: Non-small cell lung cancer (NSCLC) patients harboring mutations in the epidermal growth 
factor receptor (EGFR) gene respond dramatically to EGFR tyrosine kinase inhibitors (TKIs). However, 
these patients inevitably develop acquired resistance to EGFR-TKIs. Among them, small cell lung cancer 
(SCLC) transformation is a relatively rare mechanism. 
Methods: We used a 639 cancer-relevant gene panel to detect genetic differences in tissues before and after 
EGFR-TKIs resistance caused by SCLC transformation. In vitro experiments were conducted to study the 
role of ETS variant transcription factor 1 (ETV1) on SCLC transformation and EGFR-TKIs resistance. 
Results: We present two EGFR-mutant lung adenocarcinoma (LUAD) patients. One patient, with EGFR 
exon 19 deletion (Ex19del), accepted first-line gefitinib treatment and then received osimertinib treatment 
due to acquisition of an EGFR-T790M mutation. A novel ETV1 mutation (p.P159S) was detected in the 
SCLC tissue after osimertinib resistance when not coexisting with T790M. The other patient harbored 
an EGFR exon 21 mutation (p.L858R), and had a long-lasting response to first-line gefitinib, and then 
transformed to SCLC after TKI resistance. A previously unreported ETV1 mutation (p.E462Q) was 
detected in the SCLC tissue. In vitro, ETV1 p.E462Q and p.P159S mutations participated in neuroendocrine 
differentiation by inducing the expression of achaete-scute homolog 1 (ASCL1) and promoting the 
proliferation of H69 cells. ETV1 p.E462Q and p.P159S mutations were also resistant to gefitinib and 
osimertinib after introduction into H358 cells. 
Conclusions: Novel ETV1 p.E462Q and p.P159S mutations were found in the SCLC tissues of TKIs-
resistant LUAD patients, providing a new understanding of ETV1 involvement in acquired resistance to 
EGFR-TKIs via SCLC transformation. 
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Introduction

Non-small cell lung cancer (NSCLC), which accounts 
for the majority of lung cancer cases, is one of the most 
common malignant tumors in the world (1,2). Most of the 

patients are in advanced stage at the time of diagnosis, and 

those that harbor sensitive mutations could receive targeted 

therapies as the standard treatment. The most common 

epidermal growth factor receptor (EGFR)  mutations are 
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exon 19 (Ex19del) or exon 21 (L858R) (3). The use of 
first-line EGFR-tyrosine kinase inhibitors (TKIs)  such as 
gefitinib, erlotinib (first-generation), and afatinib (second-
generation), which represent the standard treatment of 
advanced EGFR-mutated NSCLC, dramatically improves 
the prognosis of patients (4). However, after a median of 
8–12 months of treatment, the disease will  often progress, 
which indicates acquired resistance to EGFR-TKIs (5). 
The mechanisms of acquired drug resistance comprise 
EGFR T790M mutation, c-Met and HER2 amplification, 
and other driver gene mutations, as well as histological 
transformation to small cell lung cancer (SCLC) and an 
epithelial-mesenchymal (EMT) phenotype (6). Osimertinib 
(AZD9291) is the third generation of EGFR-TKIs, which 
has been shown to be effective in NSCLC patients with 
T790M mutation, however most patients will also inevitably 
develop drug resistance (7,8). Acquired EGFR C797S 
mutation is one of the most common osimertinib-resistant 
mechanisms, and SCLC transformation has also been 
reported (9-11). 

Studies have shown that TKIs-resistant SCLC basically 
retains the original EGFR mutations, supporting the view 
that SCLC is not an independent second primary cancer, 
while EGFR mutations after SCLC transformation are 
not sensitive to EGFR-TKIs (12). Moreover, the majority 
of patients with histologically transformed SCLC were 
female non-smokers, which differed from the clinical 
manifestations of primary SCLC patients. These studies 
hypothesized that SCLC and NSCLC may have common 
origin cells despite their different biological and genomic 
characteristics (12-14). SCLC transformation is always 
associated with inactivating mutations in the RB1 and TP53 
genes (15). Other alterations such as PTEN, CREBBP, 
SLIT2, EP300, and MLL mutations, as well as FGFR1 
amplification have also been found in SCLC transformation 
cases. Although these distinctive mechanisms are well-
known, a heterogeneity of the resistance to TKIs in 
individual is still under study and requires more attention. 

Herein, we investigated two patients with EGFR-
mutant lung adenocarcinoma (LUAD) who had a long-
lasting response to gefitinib or osimertinib treatment 
and developed resistance to EGFR-TKIs due to SCLC 
transformation. We used a customized 639 cancer-related 
genes panel to analyze the genetic background of the tumor 
samples before EGFR-TKI treatment and after SCLC 
transformation, and detected novel ETV1 mutations in 
SCLC tissues. In vitro experiments showed that ETV1 
mutations regulated achaete-scute homolog 1 (ASCL1) 

levels and conferred resistance to gefitinib and osimertinib, 
providing new insights into the role of ETV1 in lung 
tumorigenesis and histological transformation. This is the 
first report of a patient whose lung cancer transformed to 
SCLC after EGFR-TKI therapy with an acquired ETV1 
mutations, which provides new insight into the function 
of the ETV1 gene and identifies a potential target that can 
be included in future treatment strategies for this type of 
cancer.

We present the following article in accordance with 
the MDAR reporting checklist (available at https://dx.doi.
org/10.21037/atm-21-2625).

Methods

Patients and sample collection

Two NSCLC patients with EGFR sensitive mutations 
were recruited from the Shanghai Chest Hospital. A real-
world study was conducted to detect genetic changes in 
the SCLC transformation after EGFR-TKI treatment. 
All procedures performed in this study involving human 
participants were in accordance with the Declaration of 
Helsinki (as revised in 2013). The study was approved by 
Research Ethics Committee of Shanghai Chest Hospital 
(IS2118) and informed consent was taken from all the 
patients. Clinical information including age at diagnosis, 
gender, tumor histology, clinical treatment approach, 
outcomes, and smoking status was collected. Formalin-fixed 
paraffin-embedded (FFPE) tumor tissues or fresh biopsy 
tissues were obtained. Histological types and tumor cell 
contents were confirmed by two pulmonary pathologists. 
The efficacy assessment which is divided into complete 
response (CR), partial response (PR), stable disease (SD) 
and progressive disease (PD) was evaluated using dedicated 
computed tomography imaging performed and evaluated by 
investigator according to the Response Evaluation Criteria 
in Solid Tumors (RECIST 1.1).

Targeted next-generation sequencing (NGS) and 
bioinformatics analysis

Germline DNA (gDNA) from fresh tissues or FFPE samples 
de-paraffinized with xylene were extracted by using the 
QIAamp DNA FFPE Tissue Kit (Qiagen, Hilden, Germany) 
according to the manufacturer’s instructions. Sequencing 
libraries were prepared using the Illumina standard 
library (Illumina, Inc., California, USA) according to the 
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manufacturer’s protocols. Captured libraries were quantified 
by using the KAPA SYBR® FAST universal qPCR Kits 
(KAPA Biosystems, Boston, USA). The libraries were paired-
end sequenced on an Illumina Miseq sequencer (Illumina, 
Hayward, CA, USA). A panel containing 639 cancer-related 
mutational hot genes (Singlera Genomics Inc., Shanghai, 
China) was used to detect multiple types of genomic variants, 
such as single-nucleotide variants, insertions, deletions, copy 
number variations, and rearrangements. The 639 involved 
genes are listed in Table S1. 

Sequencing data were uploaded for filtering high quality 
reads, and clean data were aligned to The University of 
California at Santa Cruz (UCSC) human reference genome 
(GRCh37/hg19). Single-nucleotide variants, insertions or 
deletions, and amino acid changes were annotated by using 
the SnpEff (http://snpeff.sourceforge.net/). Variations 
detected in tumor tissues but not detected in matched 
blood were deemed as somatic alterations. Mutations with 
allele frequency >5% were defined as novel mutations. The 
I-TASSER server (http://zhanglab.ccmb.med.umich.edu/
I-TASSER) was used to model the structure of ETV1. 

Cells and reagents

The NCL-H358 cel ls  (RRID: CVCL_1559) were 
maintained in RPMI1640 medium (Gibco BRL, Grand 
Island, NY, USA) supplemented with 10% fetal bovine 
serum (FBS, Gibco BRL, Grand Island, NY, USA) and 
10 ng/mL of mouse IL3 (Cell Signaling Technology). 
NCL-H69 cells (RRID: CVCL_1579) were maintained in 
RPMI1640 medium (Gibco BRL, Grand Island, NY, USA) 
supplemented with 10% FBS (Gibco BRL). All cells were 
cultured at 37 ℃ in a 5% CO2-humidified atmosphere. 
Gefitinib and Osimertinib were purchased from Selleck 
Chemicals (Houston, TX, USA). 

Plasmid construction

A full-length cDNA fragment of human EGFR containing 
activating mutations (p.L858R and p.T790M) and a full-
length cDNA fragment of human ETV1 containing 
activating mutations (p.P159S and p.E462Q) were 
generated by Asia-Vector Biotechnology (Shanghai) Co. 
LTD. All mutated full-length EGFR or ETV1 cDNAs 
were induced into the PCDNA3.1 vector (Asia-Vector 
Biotechnology, Shanghai, China) and confirmed by direct 
sequencing. The sequences for mutagenesis primers are 
listed in Table S2.

Cell growth inhibition assay

A total of 104 transfected H358 cells expressing different 
EGFR-mutant variants were plated in each well of a  
96-well plate, which were grown in RPMI1640 medium. 
Next, dimethyl sulfoxide (DMSO) or EGFR-TKIs were 
added at the indicated drug doses, and the cells were 
cultured for 72 hours. The inhibitory effects of gefitinib 
and osimertinib on cell growth were detected using 
the Cell Counting Kit-8 reagent (BBI Life Sciences, 
Shanghai, China). Each experiment was performed in 
triplicate. 

Proliferation assay

A total of 104 cells were plated in each well of a 96-well 
plate and grown in RPMI1640 medium with 10% FBS. At 
the indicated times points, the cell proliferation rate was 
detected using the Cell Counting Kit-8 reagent (BBI Life 
Sciences, Shanghai, China) according to the manufacturer’s 
protocol. The number of viable cells was counted, and the 
proliferation plot was drawn using GraphPad Prism 8.0 
software (GraphPad Software Inc. San Diego, CA, USA). 
Each experiment was performed in triplicate.

Quantitative reverse transcription PCR  
(qRT-PCR) 

Total ribonucleic acid (RNA) was extracted using Trizol 
reagent (Invitrogen, CA, USA), and was then reverse 
transcribed into cDNA using the reverse transcriptase 
reagent kit (TaKaRa, Shiga, Japan). Quantitative PCR was 
performed using SYBR green PCR kit (TaKaRa, Shiga, 
Japan). Relative transcript quantities were analyzed using 
the ∆∆ cycle threshold (∆∆CT) method and CT values were 
normalized to the CT value of the GAPDH gene. Data from 
each experiment was then normalized to the wild-type (WT) 
group to detect the relative expression changes in messenger 
RNA (mRNA). Each experiment was performed in triplicate. 
The sequences of primers are listed in Table S2.

Statistical analysis 

For in vitro experiments, quantitative data were presented as 
mean ± standard errors of the mean. A two-tailed Student 
t-test was performed to calculate the statistically significant 
differences between two groups. A P value <0.05 was 
considered statistically significant. For all figures: asterisk (*) 
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means P value <0.05, (**) means P value <0.01, (***) means 
P value <0.001.

Results

Patient’s description

We report that two patients diagnosed with LUAD 
carrying EGFR activating mutations received EGFR-TKIs. 
Nonetheless, the patients progressed and tissue re-biopsies 
immediately following progression revealed a switch to 
SCLC histology. The clinical characteristics of the two 
individuals are shown in Table 1.

Case 1
A 56-year-old male, who never smoked, had intermittent 
hemoptysis for 5 months. Computed tomography (CT) 
showed an enlarged pleural mass in the inferior lobe of the 
right lung (4.3 cm × 2.9 cm) and multiple small nodules in 
bilateral lungs (Figure 1A). The pathological diagnosis was 
LUAD stage IV (T4N2M1), and immunohistochemical 
staining (IHC) confirmed the histology of pulmonary 
LUAD [pan cytokerat in  pos i t ive  (CK)+,  thyroid 
transcription factor-1 positive (TTF1)+, cluster of 
differentiation 56 (CD56)−, and Ki-67 60%]. The 
molecular pathology results showed EGFR exon 19 deletion 
(2235_2249del/E746_A750del). This patient began first-
line treatment with gefitinib 250 mg, once a day orally. CT 
scans showed a response after three months of treatment, 
and gefitinib was continued for a total of 12.5 months until 
the patient developed right pleural effusion (Figure 1A). 

Subsequently, an EGFR T790M mutation was detected 
via the 639 DNA panel, and IHC showed CD56−, CK+, 
TTF1+, and NapsinA+ in the second biopsy specimen 
(Figure S1A). Osimertinib 80 mg, once daily orally, was 
then administered. After 4 months, osimertinib was 
permanently discontinued because of multiple localized 

pleural thickening on the right side of the lung (Figure 1A). 
A re-biopsy (third biopsy) was then performed, and this 
tumor was diagnosed as SCLC with a pathological stage of 
IV (T4N2M1) according to the World Health Organization 
(WHO) 2015 classification of lung tumors. IHC showed 
CD56+, CK+/−,  TTF1+ (part ial ) ,  NapsinA−, and 
synaptophysin+ (Figure S1B). Molecular analysis revealed 
novel genetic alterations different from those detected in 
previous biopsies, such as the ETV1 p.E462Q mutation. 
The patient then received standard carboplatin (350 mg) 
and etoposide (100 mg/day ×5 days) therapy. After four 
cycles of this combined treatment, the patient exhibited 
disease progression and gradual increase of pleural effusion 
(Figure 1A). 

Case 2
A 58-year-old man with no smoking history, complained of 
cough, sputum, and bone pain at his primary hospital. CT 
showed a 1.6 cm mass in the upper lobe of the left lung, 
bilateral pleural thickening, and uneven bone mineral density 
of the left scapula and part of the vertebral body (Figure 1B). 
Positron emission tomography-CT (PET-CT) revealed 
multiple lymph node metastases in the mediastinum, left 
hilum, and armpit, as well as bone metastasis. A CT-guided 
biopsy from the primary lesion was performed and diagnosed 
as LUAD with a pathological stage of IV (T1aN2M1c). 
IHC showed CD56−, CK+, and TTF1+ (Figure S1C). 
EGFR L858R was positively detected by NGS, and gefitinib  
250 mg, once daily orally, was administered as the first-line 
therapy, resulting in a partial response (PR) (Figure 1B). 

After 64 months, the left pleural dissemination began 
to grow (Figure 1B). After hospitalization, re-biopsy was 
performed from the pleural tumor near the left diaphragm, 
and transformation to SCLC with a pathological stage of IV 
(T2aN2M1c) was confirmed. IHC showed CD56+, CK+, 
TTF1+, and NapsinA+ (Figure S1D). T790M was not 

Table 1 Clinical characteristics of the two patients

Patient 
No.

Age Gender TNM stage
Primary 
tumor 

location

Smoking 
history

First biopsy: 
mutations 
(pathology)

TKI 
treatment

Second biopsy: 
mutations 
(pathology)

TKI treatment 
(second)

Third biopsy: 
mutations 
(pathology)

1 56 Male T4N2M1 Right No EGFR 
exon19del 

(LUAD)

Gefitinib EGFR exon19del/
T790M  
(LUAD)

Osimertinib EGFR exon19del 
ETV1 E462Q 

(SCLC)

2 58 Male T1aN2M1c Left No EGFR L858R 
(LUAD)

Gefitinib EGFR L858R  
ETV1 P159S 

(SCLC)

– –
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Figure 1 Tumor lesions detected by CT during the courses of the patients’ diseases and treatment. (A) Case 1: (a) Before start of EGFR-TKI 
treatment. NGS showed EGFR exon 19 deletion. (b) PR after gefitinib treatment. (c) First progression after 12.5 months of gefitinib. (d) PD 
after 9 months of chemotherapy. EGFR T790M was detected. (e) Second progression after 4 months of osimertinib treatment. Appearance 
of the transformation to SCLC. ETV1 p.E462Q was detected. (f) PD after 6 months of chemotherapy. (B) Case 2: (a) Before start of EGFR-
TKI treatment. EGFR L858R was detected. (b) PR after 4 months of gefitinib treatment. (c) PD after 64 months of gefitinib treatment. 
ETV1 p.P159S was detected. # represents the time point of NGS detection. NGS, next-generation sequencing; SCLC, small cell lung 
cancer; PR, partial response; PD, progressive disease.

detected in the tissue, however the novel ETV1 mutation 
(ETV1 p.P159S) was, as in the SCLC tissue analysis of 
patient 1. Treatment was then changed to chemotherapy 
(cisplatin 100 mg + etoposide 100 mg/day ×5 days), which 
has been used until now. 

Mutational analysis of ETV1

ETV1, which is located in 7p21.2, contains 21 exons and 
encodes a member of the ETS (E twenty-six) family of 
transcription factors. ETS transcription factors can directly 
bind to specific DNA sequences in the promoter/enhancer 

A

a

a

d

b

b

e

c

c

f

B

Gefitinib treatment

March 2018 PR

March 2020 PD

May 2015 PRDecember 2014 April 2020 PD SD

October 2019

January 2015 Gefitinib treatment Cisplatin/Etoposide

September 2020 PD PD

December 2017

Pemetrexed/Cisplatin Osimertinib treatment Carboplatin/Etoposide Enrotinib treatment

January 2019 PD
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regions of genes to regulate various biological processes (16).  
The Cancer Genome Atlas (TCGA) database showed 
that ETV1 mutations were most common in skin cancer, 
bladder urothelial cancer, nerve sheath tumor, prostate 
adenocarcinoma, melanoma, and endometrial carcinoma 
(Figure 2A). Point mutations reported in tumors were 
scattered in ETV1 (Figure 2B). The mutation frequency 
of ETV1 in LUAD and SCLC was 3.64% and 0.84%, 
respectively (Figure 2C,D). The mutation frequency of ETV1 
reported in the Asian population with LUAD was 1.37%, 
while that of European and Latin American populations 
was 2.73% and 1.71%, respectively. The point mutations 
of ETV1 of LUAD were mainly concentrated in the EST-
PEA3-N domain (Figure 2E). 

In TCGA database, only three SCLC patients were 
reported to have ETV1 mutation, and all of them were 
ETV1 S100G (Figure 2E). The ethnic origin of samples 
with ETV1 mutations in SCLC is unknown. Survival 
analysis showed that patients with ETV1 mutations had a 
worse overall survival (OS) trend than those without ETV1 
mutations, although this was not statistically significant 
(Figure S2A). However, no differences were observed in 
progression-free survival (PFS) (Figure S2B). The worse 
OS trend of LUAD patients with ETV1 mutations was 
obvious (Figure S2C), and the disease-free survival (DFS) 
of these patients was significantly shortened compared to 
LUAD patients without ETV1 mutations (Figure S2D). 
SCLC patients had insufficient data to show the correlation 
between ETV1 mutations and survival. 

Clinical correlation analysis indicated that ETV1 
mutations were significantly associated with advanced 
Tumor Node Metastasis (TNM) stages of LUAD (P=0.038) 
(Figure S3A). ETV1 mutations were more common in 
never-smoking LUAD patients (Figure S3B). In this study, 
the novel ETV1 mutations identified in two cases were 
ETV1 Pro159Ser (P159S), which was located in EST-
PEA3-N domain, and Glu462Gln (E462Q), which was not 
located in a common functional domain (Figure 3A). Both 
of them changed the structures of the protein by computer 
simulation (Figure 3B,C), illustrating an important role of 
ETV1 in the development of lung cancer that has not been 
previously reported. 

ETV1 mutations induced ASCL1 expression in SCLC

To ascertain whether ETV1 participated in neuroendocrine 
differentiation through regulating the expression of 
ASCL1, we transfected ETV1 mutant plasmids into H69 

cells. We found that there was no significant difference in 
the expression of ETV1 mRNA (Figure 4A), while ETV1 
p.E462Q and p.P159S mutant plasmids increased the 
ASCL1 mRNA levels after transfection (Figure 4B). We 
discovered that ETV1 mutations indirectly inhibited HES1 
transcription (Figure 4C).

ETV1 mutations promoted SCLC proliferation in vitro

We infected H69 cells with mutant ETV1 plasmids 
and found that ETV1 p.E462Q and p.P159S mutations 
promoted SCLC proliferation in vitro. On the 2nd day after 
transfection, we observed that ETV1 p.E462Q and p.P159S 
mutations markedly induced the proliferation of tumor cells 
(Figure 4D).

ETV1 p.E462Q and p.P159S mutations conferred 
resistance to gefitinib and osimertinib in vitro

We next determined whether ETV1 p.E462Q and p.P159S 
mutations contributed to EGFR-TKI resistance. We 
transfected plasmids harboring EGFR L858R or T790M (in 
cis) with or without ETV1 p.E462Q or p.P159S mutations 
into H358 cells, and exposed these cells to increased doses 
of osimertinib or gefitinib. As expected, cells expressing 
the EGFR L858R mutation were sensitive to gefitinib 
and osimertinib, with an IC50 of 241.8 and 160.3 nM, 
respectively (Figure 5A,B).  Cells containing EGFR T790M 
were sensitive to osimertinib. EGFR mutant cells transfected 
with the ETV1 p.P159S mutant variant exhibited a strong 
resistance to osimertinib. In cells exposed to increased 
doses of gefitinib, the ETV1 p.E462Q and p.E462Q mutant 
variants exhibited a strong resistance to gefitinib when 
EGFR T790M was negative (Figure 5C). 

Discussion

A large number of advanced NSCLC patients with 
EGFR mutations exhibit a good response to EGFR-TKIs. 
However, most patients develop resistance after an average 
of 8–14 months, caused by various alterations including 
EGFR T790M mutation, EGFR amplification, MET 
and HER2 amplification, and PIK3CA mutations (13). 
Furthermore, 5–15% of NSCLC tumors will transform 
into SCLC histology (13,17). Acquired resistance is the 
main problem that limits the clinical effect of targeted 
treatment with EGFR-TKIs. Although the response of 
transformed SCLC to chemotherapy is good, the prognosis 
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Figure 3 Structure domain and 3D protein structure diagrams of ETV1. (A) Two mutant sites were indicated in the structure of ETV1. 
(B,C) 3D protein structures of normal and mutant proteins of ETV1. Red means helix, green means sheet.  ETV1, ETS variant transcription 
factor 1.

Figure 4 ETV1 p.E462Q and p.P159S mutations promoted ASCL1 expression in SCLC. (A) Real time-PCR was used for the mRNA 
expression of ETV1 after transfection of the ETV1 WT and mutant plasmids. (B,C) ASCL1 and HES1 mRNA levels in cells transfected 
with ETV1 mutant plasmids compared with those in cells transfected with the ETV1 WT plasmid. (D) Cell proliferation of H69 cells after 
transfection of the ETV1 WT and mutant plasmids. *, P<0.05; **, P<0.01; ***, P<0.001. ASCL1, achaete-scute homolog 1; SCLC, small cell 
lung cancer; ETV1, ETS variant transcription factor 1; WT, wild-type.
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Figure 5 ETV1 p.E462Q and p.P159S mutations induced gefitinib and osimertinib resistance in vitro. H358 cells harboring EGFR L858R 
and T790M plus indicated mutations were treated with osimertinib (A) or gefitinib (B) at the indicated concentrations. Cell viability was 
detected after 24 hours of treatment and plotted for comparison with untreated control cells. (C) IC50 values of different EGFR mutant cell 
lines to osimertinib and gefitinib treatment were plotted in bar graphs for comparison. Experiments were repeated twice in triplicate each 
time and the mean ± standard deviation value was plotted at each concentration. ***, P<0.001. EGFR, epidermal growth factor receptor; 
ETV1, ETS variant transcription factor 1.

is poor (18,19). The median survival time after confirmed 
transformation is 6–7 months (18). From a historical point 
of view, it is surprising that tumors could differentiate into 
NSCLC or SCLC at an early stage of tumorigenesis. EGFR 
mutant adenocarcinoma mainly occurs in people who never 
smoke, accompanied by a more sluggish natural process. 
Compared with NSCLC, SCLC almost always occurs in 
heavy smokers, and is prone to early metastasis and rapid 
growth (13,20). 

In this study, repeated biopsies reminded us that 
SCLC transformed tumors might evolve from the initial 
adenocarcinoma rather than a concurrent cancer in the 
initial cases, because EGFR mutations in all cases were 
the same as those in the original LUAD. However, we 
could not rule out the possibility that SCLC with EGFR 
mutation existed before EGFR-TKI treatment, although we 

did not observe a mixed histology of NSCLC and SCLC 
in the tumor before treatment after carefully reviewing 
the histology of these two samples. However, from a 
clinical point of view, we suggested that these SCLCs 
were unlikely to exist in the early stage of tumorigenesis 
because classical SCLC develops very rapidly (13). RB 
expression loss and TP53 mutation were deemed as the 
main molecular mechanisms involved in predicting SCLC 
transformation (21). After TKIs treatment, gene alterations 
accumulated, and EGFR signal that stimulated NSCLC 
differentiation was no longer necessary for proliferation, 
so cells differentiated into other lineages, including EGFR 
mutant SCLC. In addition, alveolar type II cells can 
produce EGFR mutant adenocarcinoma, but after TP53 and 
RB1 interfere with alveolar type II cells, SCLC appears. 
Other alterations such as PTEN, CREBBP, SLIT2, EP300, 
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and MLL mutations, as well as FGFR1 amplification have 
also been found in SCLC transformation cases (22,23). In 
view of these changes after EGFR-TKI exposure, resistant 
pluripotent stem cells subsequently differentiate into 
SCLC cells. Since these cells do not need EGFR signaling, 
they escape the influence of EGFR-TKI, so they will 
proliferate despite the presence of EGFR-TKI. Although 
there may be some EGFR mutations in transformed 
SCLC, the decrease or absent expression of EGFR may 
also lead to poor response to EGFR-TKI. The analysis 
of EGFR mutant tumor from adenocarcinoma to SCLC 
as acquired resistance mechanism showed that the lose 
protein expression of EGFR and the amplification level of 
EGFR was low. So, the response of EGFR mutant SCLC to 
EGFR-TKI does not seem to match those of EGFR-mutant 
adenocarcinoma. Thus, it is generally not recommended 
to detect EGFR mutations in SCLC. TKIs may not be 
effective in patients with SCLC due to the loss of EGFR 
expression at the protein level unless rare case had a positive 
EGFR mutation status, and they may respond to EGFR 
TKIs. In these two cases, ETV1 alterations were particularly 
related to the transformation to SCLC, which provides new 
insight into the function of the ETV1 gene and identifies 
a potential target that can be included in future treatment 
strategies for this type of cancer. 

ETV1 is known as an oncogenic driver, and manifests 
as genomic translocation or amplification that causes 
aberrant E-twenty-six or E26 transformation-specific 
(ETS) expression in Ewing sarcoma, prostate cancer, and 
gastrointestinal stromal tumors, but not in lung cancer. 
In addition, ETV1 fusion has been previously described 
in prostate cancer, melanoma, and Ewing sarcoma (24). 
Recently, PTPRZ1-ETV1 and DGKB-ETV1 fusion have also 
been detected in glioma (24,25). Herein, we first presented 
two cases in which ETV1 mutations and neuroendocrine 
transformation exist together in the same lesion. Thus, to 
our knowledge, ETV1 p.E462Q and p.P159S mutations 
detected in these two cases have not previously been 
reported in lung or other tumors. The prediction of the 
PROVEAN software (http://provean.jcvi.org) indicated 
that the mutant protein had a high score of pathogenicity 
and was a “deleterious” mutation, so these attracted our 
attention. 

According to the LUAD data, there was no significant 
difference in the mutation frequency of ETV1 between 
LUAD and SCLC, but there were fewer ETV1 mutant 
cases reported in SCLC and the mutation was single. 
The mutation frequency of ETV1 reported in the Asian 

population with LUAD was 1.37%, while that of European 
and Latin American populations was 2.73% and 1.71%, 
respectively. Only three SCLC patients with LUAD had the 
same ETV1 mutation. However, there was no case report 
of ETV1 mutations associated with SCLC type transition. 
All of these indicate that ETV1 mutations are rare in lung 
cancer, however the role of ETV1 gene in the occurrence 
and development of lung cancer is worth studying. In 
particular, computer simulation suggested that these two 
ETV1 mutations might cause structural changes to the 
ETV1 protein, which may affect the normal function of 
enzyme activation and DNA binding.

The maintenance of the neuroendocrine phenotype of 
SCLC could be detected by the presence of neuroendocrine 
markers, such as ASCL1. The expression of ASCL1, which 
was obviously present in the SCLC components while being 
absent or rarely present in the LUAD, highlighted the vital 
role of ASCL1 in small cell transformation (26). In this 
study, in vitro experimentation showed that ETV1 mutations 
increased the mRNA expression of ASCL1 in SCLC and 
promoted SCLC proliferation. 

We also found that ETV1 mutations could confer 
remarkable resistance to gefitinib and osimertinib. The 
ETV1 p.E462Q variant exhibited mild resistance to 
osimertinib, while the ETV1 p.E462Q and p.P159S variants 
showed strong resistance to gefitinib. Previous research 
has demonstrated that oncogenic ETV1/4/5 are targets 
of Capicua (CIC), a transcription factor downstream 
of the receptor tyrosine kinase and mitogen-activated 
protein kinase pathways, which have been found to play an 
important role in CIC loss mediating resistance to EGFR 
inhibition (27). ETV1 expression is known to regulate 
ASCL1 expression via Notch signaling (28,29). We detected 
the expression levels of HES1, and suggested that ETV1 
mutations regulated the expression of ASCL1 through 
Notch, which may be proven in further study. Ultimately, 
there was no significant change in the ETV1 mRNA 
levels after transfection of the ETV1 mutant plasmids. 
Collectively, these observations suggest the possibility 
that ETV1 mutations may represent a mechanism of 
intrinsic resistance to EGFR-TKIs (Figure 6). Due to the 
heterogeneity of tumors, it is conceivable that multiple drug 
resistance mechanisms may exist simultaneously in a single 
patient, except for SCLC transformation. 

The first-line standard chemotherapy is etoposide 
or irinotecan combined with platinum. Concurrent or 
sequential radiotherapy of the thorax and mediastinum is 
also necessary at a limited stage. If complete remission, 

http://provean.jcvi.org
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prophylactic cerebral irradiation (PCI) can prevent 
subsequent brain metastasis. In the extensive stage, 
chemotherapy is the main means of first-line treatment. 
SCLC is usually sensitive to initial treatment while most 
patients have recurrent disease and usually have additional 
metastases after initial treatment. Unfortunately, few drugs 
have been approved as effective second-line treatment for 
SCLC and the effects of them are not so good. In recent 
years, targeted therapy and immunotherapy have been 
actively tried. Nivolumab, the first FDA approved third-
line treatment for SCLC, pembrolizumab, atezolizumab 
and durvalumab have achieved encouraging results. For 
other treatment options, the cytotoxic drug lurbinectedin 
was granted orphan drug. In addition, epigenetic inhibitors 
such as EZH1/2 inhibitors bring hope for the treatment 
of SCLC. The prospect of better treatment of SCLC lies 
in the combination of immunotherapy and small molecule 
TKI drugs. However, the success of this strategy will 
require the use of validated biomarkers to select the patients 
most likely to benefit from this strategy, including NGS for 
molecular alterations and a second biopsy to guide the next 
step of treatment and predict the prognosis.

This study highlights the importance of re-biopsy 

of progressive tumors in identifying a heterogeneous 
histopathological and genetic mechanism of resistance that 
might occur in EGFR-mutated NSCLCs when a rapid 
progression exists after an initial response. This will help 
clinicians to formulate the next stage of therapy, as the 
treatment of advanced LUAD and SCLC is completely 
different. In this study, the transformed SCLCs exhibited 
a good response to initial etoposide and cisplatin (EP) 
chemotherapy. Other drugs for transformed SCLC or other 
transformed subtypes need to be comprehensively explored 
in the future.

Conclusions

In this study, novel ETV1 mutations were identified in 
two cases of EGFR-mutant LUAD that transformed to 
SCLC during treatment with first- and third-generation 
EGFR-TKIs. ETV1 contributed to the promotion of 
neuroendocrine differentiation by stimulating ASCL1 
expression and cell proliferation in SCLC. Moreover, ETV1 
could confer resistance to gefitinib and osimertinib in vitro. 
In future studies, the biological function of ETV1 in lung 
cancer requires further exploration.

Figure 6 Molecular mechanisms of ETV1 resistance to EGFR tyrosine kinase inhibitors in SCLC transformation. ETV1 mutations 
stimulated EGFR signaling during gefitinib and osimertinib treatment and indirectly promoted ASCL1 overexpression, which contributed 
to neuroendocrine differentiation. EGFR, epidermal growth factor receptor; SCLC, small cell lung cancer; NSCLC, non-small cell lung 
cancer; ETV1, ETS variant transcription factor 1; ASCL1, achaete-scute homolog 1.
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