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LAPTM4B is associated with poor 
prognosis in NSCLC and promotes 
the NRF2-mediated stress 
response pathway in lung cancer 
cells
Yuho Maki1,*,†, Junya Fujimoto1,*, Wenhua Lang1, Li Xu1, Carmen Behrens2, 
Ignacio I. Wistuba1 & Humam Kadara1,3

We recently demonstrated that lysosomal protein transmembrane 4 beta (LAPTM4B) is elevated 
in non-small cell lung cancers (NSCLCs) and in the surrounding premalignant airway field of 
cancerization. In the present study, we sought to begin to understand the relevance of LAPTM4B 
expression and signaling to NSCLC pathogenesis. In situ hybridization analysis of LAPTM4B transcript 
in tissue microarrays comprised of 368 NSCLCs demonstrated that LAPTM4B expression was 
significantly increased in smoker compared to non-smoker lung adenocarcinoma tumors (P < 0.001) 
and was significantly associated with poor overall survival (P < 0.05) in adenocarcinoma patients. 
Knockdown of LAPTM4B expression inhibited cell growth, induced cellular apoptosis and decreased 
cellular autophagy in serum starved lung cancer cells. Expression profiling coupled with pathways 
analysis revealed decreased activation of the nuclear factor erythroid 2-like 2 (NRF2) stress response 
pathway following LAPTM4B knockdown. Further analysis demonstrated that LAPTM4B augmented 
the expression and nuclear translocation of the NRF2 transcription factor following serum deprivation 
as well as increased the expression of NRF2 target genes such as heme oxygenase 1/HMOX1). Our 
study points to the relevance of LAPTM4B expression to NSCLC pathogenesis as well as to the 
probable role of LAPTM4B/NRF2 signaling in promoting lung cancer cell survival.

Lung cancer is the leading cause of cancer deaths in the United States and worldwide1,2. Non-small cell 
lung cancer (NSCLC) represents the majority (~85%) of all lung tumors, with lung adenocarcinomas 
(LUADs) and squamous cell carcinomas (SCCs) the most frequently diagnosed histological subtypes3. 
The high mortality of NSCLC is, in part, due to late diagnosis after regional or distant spread of the 
disease4,5. Even for early stage (stage-I) NSCLC, five-year survival rates reach only ~50% warranting 
the unmet need for better clinical management of NSCLC4,5. Despite this urgency, our understanding 
of NSCLC pathogenesis, which in turn is crucial for identification of new targets for prevention and 
treatment of this malignancy, is still lacking.

Previous work has suggested that lung carcinogenesis, to a large part, is a multistep process involving 
smoking-induced damage throughout the airway, a phenomenon termed airway field cancerization6,7. 
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Genetic changes that are characteristic of lung tumors are present in adjacent visually normal-appearing 
airway epithelium6–14. These airway field cancerization effects provide powerful means to understand 
early molecular aberrations in lung cancer development6,7. A recent study by our group pinpointed genes 
in airway field cancerization that gradually increase or decrease with shorter distance of the airway from 
the nearby tumor and that are recapitulated in the NSCLCs11. Notably, our recent study demonstrated 
that lysosomal protein transmembrane 4 beta (LAPTM4B) is largely elevated in airways closest to tumors 
and in NSCLCs compared to normal lung tissues as well as promotes anchorage-independent growth of 
lung cancer cells11.

LAPTM4B is tetratransmembrane lysosomal protein15 that is over-expressed and associated with 
poor prognosis in various malignancies including ovarian, hepatocellular and prostate cancer16–18. 
Polymorphisms in LAPTM4B have been shown to be associated with susceptibility to various malig-
nancies including breast and lung carcinomas19,20. Moreover, genomic amplification of LAPTM4B was 
demonstrated to be significantly associated with resistance to adjuvant chemotherapy in human pri-
mary breast cancer21. LAPTM4B was found to mediate breast cancer resistance to anthracycline ther-
apy, in part, by decreasing trafficking of the drug to breast cancer cell nuclei21. In addition, LAPTM4B 
was shown in breast tumor cells to mediate formation of autolysosomes from fusion of lysosomes with 
autophagosomes, an essential step in activation of autophagy22, in response to metabolic and genotoxic 
stress23. More recently, LAPTM4B was found to facilitate the role of inactive epidermal growth factor 
receptor (EGFR) in autophagy initiation24.

The expression pattern of LAPTM4B in human NSCLC and the role of this putative oncogene in 
NSCLC pathogenesis and cell signaling remain elusive. In this study, we analyzed LAPTM4B expression 
in NSCLC histological tissue specimens in association with various clinicopathological variables and 
studied the impact of LAPTM4B expression on the malignant phenotype in vitro. We report that high 
LAPTM4B expression is indicative of poor survival in LUAD and that LAPTM4B protects cells from 
starvation-induced stress, promotes cellular autophagy and activates NRF2-mediated cell stress response 
and pathway suggesting that LAPTM4B may be a viable target for NSCLC therapy.

Results
LAPTM4B is up-regulated in smoker LUADs and associated with poor prognosis. We recently 
found that LAPTM4B is an airway field cancerization marker that is largely elevated in NSCLCs and 
the surrounding airway epithelial field11 indicating that LAPTM4B may play important roles in NSCLC 
pathogenesis. The expression pattern of LAPTM4B in NSCLC specimens is unknown. Therefore, we 
sought to characterize LAPTM4B expression in a large series of NSCLC specimens in the context of 
various clinicopathological variables including patient outcome. We analyzed LAPTM4B expression by 
in situ hybridization (ISH) in a NSCLC (n =  368) tissue microarray (TMA, 245 LUADs and 123 SCCs) 
derived from patients (Supplementary Table S1) who did not receive neoadjuvant treatment. Detection 
of LAPTM4B by ISH was confirmed using fixed sections of Calu-6 cells transfected with control and 
LAPTM4B-siRNA and cells examined similarly except for omission of the LAPTM4B probe served as 
a negative control for the ISH assay (Fig.  1A, upper panels). LAPTM4B expression by ISH was mark-
edly reduced in cells transfected with LAPTM4B-specific siRNA (Fig. 1A, upper panels) which was cor-
roborated by quantitative real-time PCR (qRT-PCR) analysis (Fig.  1A, lower panels) and by western 
blotting analysis (Supplementary Figure S1). Fig. 1B depicts representative photomicrographs of LUAD 
(upper panels) and SCC (lower panels) specimens with relatively high (left panels) and low (right panels) 
LAPTM4B mRNA which was found to be confined to epithelial tumor cells and absent in the stroma. 
LUADs and SCCs exhibited similar average LAPTM4B expression scores by ISH and which were not 
significantly different among the two histologies (Supplementary Table S2). Notably, LAPTM4B was sig-
nificantly higher in smokers (former or current smokers) compared to non-smoker LUADs (P <  0.01, 
Fig. 1C). Additionally, one-way ANOVA demonstrated a significant trend in elevated LAPTM4B expres-
sion with highest expression in current smokers and lowest in non-smokers (P <  0.01). We then exam-
ined association of LAPTM4B with survival in the 245 LUADs and 123 SCCs we had analyzed by ISH. 
LUAD patients with relatively higher (greater than the median) LAPTM4B mRNA expression exhibited 
significantly worse overall survival (P <  0.05 of the log-rank test) in comparison to patients with rel-
atively lower LAPTM4B mRNA (Fig.  1D). These findings suggest that LAPTM4B field cancerization 
marker is associated with poor clinical outcome in NSCLC.

LAPTM4B protects cells from serum starvation induced growth inhibition and promotes 
autophagy. Earlier reports have demonstrated that LAPTM4B mediates breast cancer cell survival 
and promotes autophagy, through fusion of autophagosomes and lysosomes, following metabolic stress 
(e.g. nutrient deprivation)21,23. We were prompted to examine the impact of LAPTM4B expression on 
growth inhibitory effects of serum starvation in lung cancer cells. RNA interference-mediated knock-
down of LAPTM4B significantly (P <  0.05) augmented cell growth inhibition induced by serum starva-
tion (Fig. 2A) (upper panels, cell growth plots; lower panels, bright field images of cells at 72 h following 
serum deprivation and knockdown) irrespective of starting cell numbers (data not shown). It is impor-
tant to note that we observed that Calu-6 cells, which typically exhibit mutations in the KRAS oncogene, 
were more sensitive to growth inhibitory effects of serum deprivation compared to KRAS wild type 
H1650 cells (Fig. 2A). In addition, western blotting analysis demonstrated that knockdown of LAPTM4B 
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induced cleavage of poly (ADP) ribose polymerase 1 (PARP1) in cells cultured with serum as well as 
increased serum starvation-induced PARP cleavage (Fig. 2B) indicative of augmented apoptosis induc-
tion25,26. Additionally, PARP cleavage was more pronounced in KRAS mutant Calu-6 cells compared to 
KRAS wild type H1650 cells. The findings on PARP1 cleavage demonstrate that the cell growth inhib-
itory effects of LAPTM4B knockdown in serum-deprived cells may be, in part, attributed to cell death 
and apoptosis induction. We then sought to examine the potential implication of LAPTM4B in serum 
starvation-induced autophagy. Calu-6 lung cancer cells transfected with scrambled or LAPTM4B-targeting 
siRNA were cultured with medium containing pepstatin A and EST in the presence or absence of serum 
in order to study potential accumulation of LC3-II and p62/SQSTM1 autophagy markers27,28. Western 
blotting analysis demonstrated that both LC3-II and p62 protein levels were increased following knock-
down of LAPTM4B (Fig.  2C) suggestive of accumulation of autophagosomes and inhibition of autol-
ysosome formation. We then performed immunocytochemical (ICC) analysis in serum-starved cells 
over-expressing FLAG-tagged LAPTM4B protein. This analysis demonstrated that LAPTM4B protein 
co-localized with LC3 following serum starvation (Fig. 2D) suggestive of fusion of autophagosomes with 
lysosomes for continued autophagy flux. These findings corroborate earlier reports23 and demonstrate a 
cytoprotective role for LAPTM4B in promoting autophagy in lung cancer cells following cellular stressors 
such as nutrient deprivation.

Figure 1. Increased LAPTM4B expression is associated with smoking and poor prognosis in lung 
adenocarcinoma. LAPTM4B mRNA expression was analyzed by ISH as described in the Materials 
and Methods section. (A) The ISH assay (upper panels) was first examined in pellets from Calu-6 cells 
transfected with control (left) and LAPTM4B-specific (middle) siRNAs. qRT-PCR analysis (lower panels and 
bar graphs) was used to confirm the efficacy of LAPTM4B siRNA-mediated knockdown. qRT-PCR analysis 
was performed in triplicates for all samples. *indicate P-values <  0.05 assessed by the Student’s t-test.  
(B) Representative photomicrographs depicting LUADs (upper) and SCCs (lower) exhibiting relatively 
high (left) and low (right) LAPTM4B mRNA expression following analysis of a NSCLC TMA comprised 
of 245 LUADs and 123 SCCs. (C) Box plots depicting mean LAPTM4B mRNA expression in non-smoker 
(never) and smoker (former and current) LUADs. *indicate P-values <  0.01 assessed by the Student’s t-test 
comparing each smoker group to the never smoker group. Boxes represent mean + /−  standard errors. 
(D) Significant differences in overall survival between LUAD (left) and SCC (right) patients stratified by 
median LAPTM4B mRNA expression (red, higher; blue, lower) were statistically assessed by the log-rank 
test and Kaplan-Meier survival probability method. LUAD, lung adenocarcinoma; SCC, lung squamous cell 
carcinoma.
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LAPTM4B suppression inhibits the NRF2-mediated stress response and pathway. To gain 
additional insights into mechanisms of LAPTM4B oncogenic function and cell signaling, we sought to 
compare and contrast the transcriptome of cells transfected with scrambled siRNA and LAPTM4B-specific 
siRNA and cultured in the presence or absence of serum. We chose the Calu-6 cell line for the microarray 
experiment due to our observation noted above (Fig. 2) that this cell line displayed more pronounced cell 
growth inhibition following serum deprivation and apoptosis following LAPTM4B knockdown compared 
to the KRAS wild type H1650 cell line. Gene expression profiling, using the Affymetrix Human Gene 
1.0 ST platform, identified 1,252 gene features in serum-starved Calu-6 cells and 1,669 gene features in 
cells cultured with 10% FBS that were significantly differentially expressed, based on a P <  0.01 thresh-
old, by LAPTM4B knockdown (Fig. 3A, Supplementary Tables S3 and S4, respectively). To gain insights 
into functional gene expression programs downstream of LAPTM4B, we interrogated, using Ingenuity 
Pathways analysis (IPA), topological gene interaction networks that are differentially modulated fol-
lowing LAPTM4B knockdown in serum-starved cells compared to cells cultured in serum-containing 
medium. This analysis demonstrated that knockdown of LAPTM4B in serum starved cells molecularly 
mimicked effects of several anti-cancer agents including small molecular weight inhibitors of PI3K 
and MEK (LY294002 and U0126, respectively) (Fig. 3B). Moreover, the comparative pathways analysis 

Figure 2. LAPTM4B knockdown suppresses cell growth and autophagy in serum-starved lung cancer 
cells. (A) Calu-6 and H1650 cells (5 ×  104 cells) were transfected with control or LAPTM4B-specific 
siRNAs and 24 h following transfection, cells were washed twice with 1x PBS and incubated in cell culture 
medium with 0% FBS for the indicated time points. Cell growth was analyzed by the Trypan blue exclusion 
method as described in the Materials and Methods section and plotted (upper panels). Lower panels 
depict representative bright field photomicrographs, obtained with a phase-contrast microscope at 10x, of 
Calu-6 (left) and H1650 (right) cells with and without LAPTM4B knockdown and at 72 h following serum 
deprivation. (B) Calu-6 (upper panel) and H1650 (lower panel) cells were transfected similarly as in (A) and 
24 h following transfection were incubated in cell culture medium with or without 10% FBS for the indicated 
time points. For western blotting, 20 µg of total protein from samples were analyzed by SDS-PAGE as 
detailed in the Methods section. Membranes were stained with antibody against PARP and with an antibody 
against β-Actin monoclonal antibody to ensure equal protein loading. (C) Calu-6 cells were transfected as in 
(A) and then cultured with medium containing pepstatin A and EST in presence or absence of 10% FBS for 
2 hours after which western blotting of total LC3 and p62 proteins was performed. (D) Calu-6 lung cancer 
cells were transfected with vectors coding for FLAG-tagged LAPTM4B as described in the Materials and 
Methods section. One day following transfection, cells were incubated in cell culture medium with 0% FBS 
after which they were analyzed by ICC for LC3 and LAPTM4B protein localization at 2 h and 24 h following 
serum starvation. All assays are representative of three independent experiments. * indicate P-values <  0.05 
assessed by the Student’s t-test.
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predicted inhibition (indicated by a negative Z-score) by LAPTM4B knockdown of several regulators of 
gene expression (e.g. transcription factors) which was augmented in serum starved cells compared to 
cells cultured in serum (Fig. 3B). Notably, the analysis revealed that the NRF2 transcription factor exhib-
ited the lowest Z score and activated state following LAPTM4B knockdown in serum starved lung cancer 
cells (Fig. 3B). Further analysis also demonstrated that the NRF2-mediated stress response and pathway 
was the most down-regulated canonical pathway by LAPTM4B knockdown (P <  0.001) (Fig.  3C). In 
addition, a topologically organized gene network mediated by NRF2 was found to be enriched with genes 
that were preferentially down-regulated by LAPTM4B knockdown in serum starved lung cancer cells 
including various anti-oxidant genes (e.g. HMOX1) (Fig.  3D). Our microarray transcriptome profiling 
and pathways analyses provide additional insights into the impact of LAPTM4B expression on oncogenic 
cellular signaling in lung cancer cells.

LAPTM4B promotes expression of NRF2 and downstream NRF2-target genes. We then 
determined to examine, by qRT-PCR, expression levels of NRF2 following perturbation of LAPTM4B 
expression. We also sought to assess expression levels of HMOX1, an anti-oxidant heme oxygenase that 
is up-regulated by NRF2 following cellular stress29. Our gene profiling and pathways analysis revealed 
that HMOX1 was one of the most down-regulated genes in the NRF2-mediated gene interaction net-
work following LAPTM4B knockdown (Fig. 3D). Calu-6 (left panel) and H1650 (right panel) cells that 
were transfected with LAPTM4B-specific siRNA exhibited significantly (P <  0.05) suppressed NRF2 and 
HMOX1 expression levels by 72 hours following serum starvation compared to cells transfected with 

Figure 3. LAPTM4B knockdown suppresses the NRF2 stress response and pathway as revealed by gene 
expression profiling and pathways analysis. Calu-6 cells were transfected with control or LAPTM4B-specific 
siRNAs. One day following transfection, cells were washed twice with 1x PBS and then incubated in cell 
culture medium with or without 10% FBS for 48 hours after which total RNA was isolated from the cells. All 
conditions were performed in triplicates (total n =  12 samples). Gene expression profiling was performed using 
the Affymetrix Human Gene 1.0 ST platform as detailed in the Materials and Methods section. (A) Heat maps 
depicting 1,252 (left, without 10% FBS) and 1,669 (right, with 10% FBS) gene features that were significantly 
differentially expressed, based on a P <  0.01, between cells transfected with scrambled (white) and LAPTM4B-
specific (grey) siRNAs. Rows and columns represent gene features and samples, respectively. Up-regulated 
and down-regulated gene expression is indicated by red and blue colors, respectively. (B) Functional pathways 
analysis of the differentially expressed genes was performed using the IPA commercially available software. 
Significant (P <  0.001) modulation of upstream predicted regulators of the differentially expressed genes is 
indicated by the Z-score (negative and positive, inhibited and activated following LAPTM4B knockdown, 
respectively). (C) Statistically significant modulation (indicated by the inverse log of p-value) of the NRF2-
mediated stress response and pathway as predicted by IPA is depicted. (D) Gene-interaction network mediated 
by NRF2 that was topologically organized by IPA and predicted to be down-regulated following knockdown 
of LAPTM4B in serum deprived conditions. Color indicates differential gene expression relative to cells 
transfected with control siRNA: red, up-regulated; green; down-regulated.
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control siRNA (Fig. 4). Conversely, cells transfected with LAPTM4B over-expression vector exhibited sig-
nificantly (P <  0.05) increased NRF2 and HMOX1 levels by 72 hours following serum starvation relative 
to cells transfected with control vector (Supplementary Figure S2). NRF2 levels were either unchanged, 
increased (Fig. 4, middle panels) or even decreased (Supplementary Figure S2) in cells transfected with 
LAPTM4B-specific siRNA or LAPTM4B over-expression vectors, respectively, and cultured in medium 
containing 10% FBS. It is noteworthy that we also observed significant reduction in HMOX1 levels follow-
ing LAPTM4B knockdown in the absence of significantly reduced NRF2 expression (Fig. 4, middle right 
and lower right panels) suggesting that HMOX1 may be regulated by LAPTM4B in an NRF2-dependent 
and -independent manner. We also confirmed HMOX1 regulation by NRF2 evidenced by significant 
reduction in expression of the heme oxygenase following NRF2 knockdown (Fig.  4, lower panels). To 
further probe the impact of LAPTM4B expression on the NRF2 pathway, we examined in KRAS mutant 
Calu-6 cells and following LAPTM4B knockdown, the expression of additional downstream targets 
that were found in our functional pathways analysis of the microarray data (Fig. 3D). We observed by 
qRT-PCR analysis significantly suppressed expression of the NRF2 target genes30,31 NAD(P)H dehydro-
genase quinone 1 (NQO1), malic enzyme 1 (ME1) and solute carrier family 7 member 11 (SLC7A11) by 
72 hours following LAPTM4B knockdown (Supplementary Figure S3). Additionally, we confirmed the 
suppression of these genes by RNA interference-mediated knockdown of NRF2 (Supplementary Figure 
S3). Our findings suggest that LAPTM4B positively regulates the expression of NRF2 and its anti-oxidant 
target gene HMOX1.

LAPTM4B promotes nuclear localization of NRF2. NRF2 is transcription factor that upon activa-
tion (e.g. due to cellular stressors) localizes to the nucleus and transactivates the expression of various 
anti-oxidant genes including HMOX129,32,33. Therefore, we sought to determine whether LAPTM4B pro-
motes NRF2-mediated transactivation of HMOX1 and intracellular localization of NRF2 to the nucleus. 
Chromatin immunoprecipitation (ChIP) analysis demonstrated that Calu-6 cells transfected with control 
siRNA exhibited increased, albeit modest, NRF2 protein binding to HMOX1 promoter following serum 
starvation relative to similarly transfected cells but cultured in medium containing 10% FBS (Fig. 5A). 
Serum starvation-induced binding of NRF2 protein to the HMOX1 promoter was attenuated in cells 
transfected with LAPTM4B-specific siRNA compared to cells transfected with control siRNA (Fig. 5A). 
Moreover, western blotting analysis of nuclear and total protein lysates revealed that in control Calu-6 
(upper panel) and H1650 (lower panel) lung cancer cells, serum starvation increased nuclear levels of 

Figure 4. LAPTM4B up-regulates NRF2 and HMOX1 expression in serum-starved lung cancer cells. 
Calu-6 (left) and H1650 (right) lung cancer cells were transfected with control, LAPTM4B-specific or NRF2-
targeting siRNAs. One day following transfection, cells were washed twice with 1x PBS and then incubated 
in cell culture medium containing 0% or 10% FBS for the indicated time points. Total RNA was isolated 
from all samples and analyzed for LAPTM4B (upper), NRF2 (middle) and HMOX1 (lower) expression levels 
by qRT-PCR at 48 h and 72 h following serum deprivation as detailed in the Materials and Methods section. 
Expression changes are depicted relative to the first sample (cells transfected with control siRNA and grown 
in medium containing 10% FBS for 48 h). qRT-PCR analysis was performed in triplicates for all samples. 
*indicate P-values <  0.05 assessed by the Student’s t-test.
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NRF2 protein (Fig.  5B). This effect was attenuated in cells transfected with LAPTM4B-specific siRNA 
compared to control cells (Fig.  5B). Moreover and conversely, over-expression of LAPTM4B increased 
nuclear NRF2 protein levels (Supplementary Figure S4). In addition, immunocytochemical (ICC) anal-
ysis concordantly demonstrated that LAPTM4B knockdown in both KRAS mutant Calu-6 cells and 
KRAS wild type H1650 cells reduced nuclear localization of NRF2 protein evidenced by decreased 
co-localization with the nuclear marker Histone H2B. These findings suggest that, under cellular stress 
conditions such as serum starvation, LAPTM4B promotes nuclear localization and activation of NRF2.

Discussion
Our recent efforts to understand early events in NSCLC pathogenesis, through interrogating the tran-
scriptome of the field cancerization in the airway and lung, demonstrated that LAPTM4B is largely 
up-regulated in the airway “field” closest to NSCLCs compared to more distant epithelial fields11. This 
observation led us to hypothesize that LAPTM4B expression plays important roles in lung cancer cell 
growth. In the present study, we sought to characterize LAPTM4B expression in NSCLC specimens 
and its impact on lung cancer cell malignant phenotype and cell signaling in vitro. LAPTM4B expres-
sion, when analyzed by in situ hybridization in NSCLC tissues, was increased in smoker relative to 
non-smoker LUADs and was predictive of poor survival in LUADs and not in SCCs. We also found that 
LAPTM4B expression was important for survival and promotion of autophagy in lung cancer cells under 

Figure 5. LAPTM4B promotes nuclear localization of the NRF2 transcription factor. (A) Calu-6 lung 
cancer cells were transfected with control or LAPTM4B-specific siRNAs for 24 h after which cells were 
washed twice with 1x PBS and incubated in cell culture medium containing 0% or 10% FBS for 48 h. 
Samples were then fixed with 1% formaldehyde and subjected to ChIP analysis of HMOX1 promoter bound 
to NRF2 protein as detailed in the Materials and Methods section. Samples were analyzed on a 1% agarose 
gel. (B) Calu-6 (upper panel) and H1650 (lower panel) cells were transfected as in (A). One day following 
transfection, cells were incubated in culture medium containing 0% or 10% FBS for the indicated time 
points after which total and nuclear protein lysates were isolated and subjected to SDS-PAGE as detailed 
in the Materials and Methods section. Western blotting analysis was then performed for total and nuclear 
NRF2 protein levels. Membranes were stained with antibodies against Fibrillarin and β-Actin to ensure 
equal loading of nuclear and total proteins, respectively. (C) Calu-6 (left) and H1650 (right) lung cancer cells 
were transfected as in (A) and then incubated in medium containing 0% or 10% FBS for 6 hours. Cells were 
then fixed with 4% paraformaldehyde and analyzed by ICC for NRF2 and Histone H2B as detailed in the 
Materials and Methods section. All assays are representative of three independent experiments.
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serum starvation. Moreover, our gene expression profiling coupled with functional pathways analyses 
revealed that LAPTM4B promoted the NRF2 stress response and pathway in lung cancer cells grown 
under serum deprived conditions. We further demonstrated that LAPTM4B was a positive regulator 
of various NRF2 targets (HMOX1, NQO1, ME1, SLC7A11) and of NRF2 itself as well as promoted the 
activation and nuclear localization of the NRF2 transcription factor. Our study provides new insights into 
the oncogenic signaling function of LAPTM4B in lung cancer cells and its cross talk with other canonical 
pathways such as NRF2/HMOX1.

Earlier work has demonstrated that LAPTM4B is over-expressed in various malignancies including 
those of the liver, ovary, breast and prostate16–18,34. Moreover, Li et al. demonstrated that LAPTM4B, in 
the 8q22 locus, is amplified in breast tumors21. In the same study by Li et al. LAPTM4B over-expression 
by amplification was found to be associated with breast cancer recurrence21. It is worthwhile to mention 
that while our study was being completed, a recent report by Tang et al. demonstrated that LAPTM4B is 
associated with poor prognosis in NSCLC patients35. In our present study, we interrogated the expression 
of LAPTM4B mRNA in histological NSCLC specimens and noted that LAPTM4B was associated with 
survival in LUADs but not in SCCs and, thus, suggesting that this oncogene may serve as a prognostic 
marker in a specific histological subgroup and not in all NSCLC patients. It cannot be neglected that, 
in contrast to the study by Tang et al. we analyzed LAPTM4B mRNA by in situ hybridization which we 
found in our hands to yield more specific epithelial reactivity compared to analysis of LAPTM4B protein 
reactivity by immunohistochemical (IHC) methods. It is plausible to surmise that analysis of a relatively 
larger series of NSCLC specimens (n =  368) in our study allowed us to shed light on more specific asso-
ciations of LAPTM4B expression with lung cancer prognosis. In addition, it is reasonable to suggest that 
our analysis of a relatively larger group of LUAD patients including non-smokers enabled us to identify 
significant correlations between LAPTM4B expression and smoking status. In addition and notably, our 
current observation on elevated LAPTM4B expression in tumors derived from smokers corroborates our 
notion and recent report that this putative oncogene is elevated in the smoking exposed airway field of 
cancerization11.

Our study corroborates earlier work on the role of LAPTM4B in promoting survival and autophagy 
during cellular stress23. It has been suggested that fusion of autophagosomes with lysosomes for subse-
quent formation of autolysosomes is crucial for proper functioning of autophagy and lysosome-dependent 
degradation that is necessary to maintain intracellular homeostasis22,27,28. We found that in lung cancer 
cells grown under serum deprived conditions, suppression of LAPTM4B expression caused an increase 
in LC3-II and p62 protein levels suggesting decreased autophagosome turnover and fusion with lyso-
somes as well as abnormal autophagic flux27,28. We also demonstrated that in serum deprived lung cancer 
cells, LAPTM4B protein indeed co-localized with LC3 suggestive of the implication of LAPTM4B in 
autophagic flux and autolysosome formation. Our findings insinuate that LAPTM4B is an important 
mediator of autophagy for survival of lung cancer cells during serum starvation. It is also plausible to 
propose that this role for LAPTM4B may extend to other cell stressors such as chemotherapy and that 
targeting the lysosomal degradation pathway may help augment the anti-cancer effects of chemothera-
peutic regimens.

The transcription factor NRF2 is a master regulator of intracellular homeostasis and oxidative 
stress29,32. Upon activation and translocation to the nucleus, NRF2 was shown to transactivate the expres-
sion of genes, such as HMOX1, with antioxidant response elements (AREs) that can reduce oxidative 
and genotoxic stress induced by agents such as cigarette smoke or by proinflammatory cells such as 
macrophages and neutrophils29,32,36. These genes are thought to elicit important pro-survival effects in 
cancer cells as studies have shown that NRF2 promotes lung cancer cell proliferation and resistance 
to cisplatinum-based therapy37,38. It is worthwhile to mention that NSCLC next-generation sequencing 
(NGS) studies demonstrated that the NRF2 pathway is aberrant in a significant fraction of NSCLCs, 
either by activating mutations in NRF2 or by inactivating mutations or deletions in NRF2 inhibitor 
and tumor suppressor Kelch-like ECH-associated protein 1 (KEAP1)39,40. Our gene expression profil-
ing coupled with functional pathways analysis revealed that LAPTM4B expression promoted the NRF2 
stress response and pathway in lung cancer cells deprived of serum. Further analysis demonstrated that 
LAPTM4B also mediated NRF2 nuclear localization. It is plausible to surmise that LAPTM4B-mediated 
signaling may represent a novel mechanism of NRF2 activation aside from genomic alterations in the 
NRF2 axis itself. Future studies to further delineate the role of this signaling axis in lung cancer cell 
growth, for example by employing three-dimensional culture assays or using in vivo settings, are war-
ranted. It is noteworthy that reports by Komatsu et al.41 and Ichimura et al.42 demonstrated that auto-
phagy, through the p62 protein, can activate the NRF2 transcription factor. It is conceivable to speculate 
that autophagy may be implicated in activation of NRF2 pathway by LAPTM4B since we observed auto-
phagy induction as early as 2 hours following serum starvation.

It is worthwhile to mention that we found that LAPTM4B knockdown resulted in more pronounced 
apoptosis in Calu-6 cells which harbor KRAS mutation compared to H1650 cells which are KRAS wild 
type. We also noted that down-regulation of NRF2 and its cytoplasmic retention following LAPTM4B 
knockdown was more pronounced in KRAS mutant Calu-6 cells compared to KRAS wild type H1650 cells 
Additionally, we found that knockdown of NRF2 either down-regulated (in KRAS mutant Calu-6 cells) 
or up-regulated (in KRAS wild type H1650 cells) LAPTM4B levels. It is plausible that LAPTM4B-NRF2 
signaling is modulated differentially in different cell lines with distinct mutational, genetic and epigenetic 
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profiles; being more activated in KRAS mutant compared to wild type lung cancer cells. Our current 
findings along with previous published reports on aberrant NRF2 activation suggest that LAPTM4B/
NRF2 signaling axis may represent a novel target for treatment of NSCLCs and particularly those with 
mutations in the KRAS oncogene.

In conclusion, we have shown in this study that LAPTM4B was up-regulated in smoker compared to 
non-smoker LUADs and was associated with poor prognosis in non-squamous NSCLCs. We also demon-
strated that LAPTM4B promoted survival and autophagy as well as activated the NRF2 stress response 
pathway in lung cancer cells, particularly those with mutations in the KRAS oncogene, under serum 
deprived conditions. Our study points to new mechanisms of NRF2 activation as well as to targets, e.g. 
LAPTM4B/NRF2 signaling axis, for development of new strategies for lung cancer therapy.

Materials and Methods
The methods were carried out in accordance with the approved guidelines.

NSCLC tissue microarrays. All human tissues were obtained from the MD Anderson Cancer Center 
Lung Cancer Specialized Program of Research Excellence (SPORE) tissue bank (Houston, TX) and had 
been classified using the 2004 World Health Organization classification system as described before43,44. 
Specimens were obtained under a protocol that was approved by the MD Anderson Cancer Center 
Institutional Review Board (IRB). Informed consent was obtained from all subjects. Detailed clinical and 
pathologic information was available for most of these cases and included patients’ demographic data, 
smoking history (never smokers or ever smokers, patients who had smoked at least 100 cigarettes in their 
lifetime), and pathologic tumor–node–metastasis (TNM) staging. The tissue microarrays (TMAs) ana-
lyzed in this study comprised 368 NSCLC tumor specimens (245 LUADs and 123 SCCs) (Supplementary 
Table S1). After histologic examination of NSCLC specimens, the NSCLC TMAs were constructed by 
obtaining three 1 mm diameter cores from each tumor at 3 different sites (periphery, intermediate, and 
central tumor sites). The TMAs were prepared with a manual tissue arrayer (Advanced Tissue Arrayer 
ATA100, Chemicon International) as described previously43,44.

LAPTM4B in situ hybridization. In situ analysis of LAPTM4B messenger RNA (mRNA) in histologi-
cal formalin fixed paraffin embedded (FFPE) specimens was performed using the QuantiGene 2.0 kit and 
QuantiGene View (QGV) RNA in situ hybridization (ISH) tissue assay from Affymetrix according to the 
manufacturer’s instructions. The assay comprised a singleplex probe for LAPTM4B based on the onco-
gene’s transcript reference sequence from the NCBI (NM_018407). FFPE pellets from lung cancer cells 
(Calu-6) with high basal expression of LAPTM4B and transfected with control and LAPTM4B-specific 
siRNA were used as positive and negative controls, respectively, for optimization of the assay. Samples 
and specimens processed similarly, except for the omission of the LAPTM4B probe were used as addi-
tional negative controls. LAPTM4B mRNA reactivity was examined by an experienced pathologist (J. 
Fujimoto) using a light microscope under a ×  20 magnification objective. LAPTM4B mRNA expression 
was quantified using a 4-value intensity score (0, none; 1, weak; 2, moderate; and 3, strong) and the 
percentage (0%–100%) of the extent of reactivity. A final expression score (H-score) was obtained by 
multiplying the intensity and reactivity values (range, 0–300)43,44.

Cell culture and reagents. The Calu-6 cell line was purchased from the American Type Culture 
collection (ATCC) and the H1650 cell line was obtained from Dr. Adi F. Gazdar (The University of Texas 
Southwestern Medical Center, Dallas, TX). The lung cancer cell lines were cultured in a 1:1 medium mix 
of Dulbecco’s Modified Eagle Medium (DMEM) and Ham’s F12 supplemented with 10% fetal bovine 
serum (FBS). Cells were maintained in humidified 5% CO2 incubator. Cell lines used in the study were 
authenticated by short tandem repeat DNA fingerprinting using the PowerPlex 16 HS System (Promega) 
and the STR profiles were verified with MD Anderson fingerprint database. For experiments requiring 
serum starvation, serum containing cell culture media were removed, cells were then gently washed twice 
with 1x phosphate buffered saline (PBS) and then incubated in serum-free cell culture medium over-
night. For analysis of autophagic flux, cells were cultured in serum-free medium containing Pepstatin A 
and EST (EMD Millipore).

Total RNA isolation. Total RNA was isolated from cells using the RNeasy kit from Qiagen according 
to the manufacturer’s instructions. RNA was quantified using the Nanodrop 1000 spectrophotometer 
(Thermo Scientific). RNA quality was assessed based on RNA integrity numbers generated by the Agilent 
Bioanalyzer 2000 (Agilent) according to the manufacturer’s instructions.

Microarray processing and analysis. RNA was also isolated from Calu-6 cells transfected with 
scrambled siRNA and LAPTM4B-specific siRNA and that were cultured in medium with and without 
10% FBS (3 replicates each, n =  12). RNA samples were analyzed by microarray expression profiling using 
the Affymetrix Human Gene 1.0 ST platform (Affymetrix) according to the manufacturer’s instructions 
and as described previously43. Microarray data were submitted to the Gene Expression Omnibus under 
series GSE66606 (samples GSM1626103 to GSM1626114) and were MIAME compliant. Raw data were 
normalized using Robust Multichip Array and log2 transformed using BRB-ArrayTools v 4.3.0 developed  
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by Richard Simon and the BRB-ArrayTools Development Team (Biometric Research Branch)45. Genes 
significantly differentially expressed between Calu-6 lung cancer cells transfected with LAPTM4B-specific 
siRNA compared with cells transfected with scrambled siRNA were selected on the basis of a P <  0.0146. 
Two analyses were performed side by side to determine effect of LAPTM4B on gene expression in cells 
with and without serum starvation (n =  1,252 and 1,669 transcripts, respectively; Supplementary Tables 
S3 and S4). Functional pathway analysis was conducted using the commercially available software 
Ingenuity Pathways Analysis (IPA) according to the manufacturer’s instructions.

Quantitative real-time PCR (qRT-PCR). A total of 500 ng to 1µg of RNA was reverse-transcribed 
using the High Capacity RNA-to-cDNA kit (Life Technologies) according to the manufacturer’s instruc-
tions and diluted in nuclease-free water. qRT-PCR was conducted using predesigned TaqMan expression 
assays for LAPTM4B (Hs00363282_m1), NRF2/NFE2L2 (Hs00975961_g1), HMOX1 (Hs01110250_m1),  
NQO1 (Hs00168547_m1), SLC7A11 (Hs00921938_m1), ME1 (Hs00159110_m1) and β-ACTIN 
(Hs99999903_m1) (all Life Technologies) on an ABI 7900HT Fast Real-Time PCR System (Applied 
Biosystems) according to the manufacturer’s instructions. Reactions were initially carried out at 50 °C for 
2 minutes and 95 °C for 10 minutes, followed by 40 cycles at 95 °C for 15 seconds and 60 °C for 1 minute. 
All samples were run in triplicates and normalized using β-ACTIN expression values. Quantification of 
relative expression was calculated using the comparative threshold cycle (CT) and 2−ΔΔCT relative quan-
tification method.

Transfection of siRNA and expression vectors. Small interfering RNAs (siRNAs) against 
LAPTM4B and NRF2 as well as scrambled (control) siRNA were synthesized by a proprietary design 
as SMARTpool siRNA (Dharmacon, Thermoscientific). Knockdown of LAPTM4B or NRF2 expression 
was conducted using Lipofectamine RNAiMAX (Life Technologies) according to the manufacturer’s 
instructions. LAPTM4B overexpression was achieved using a C-terminal FLAG-tagged LAPTM4B cDNA 
clone inserted into a cytomegalovirus plasmid pCMV6 vector (Origene). Cells were transfected with 
the expression vectors using Effectene Transfection Reagent (Qiagen) according to the manufacturer’s 
instructions. For experiments requiring serum starvation, transfections were conducted one day before 
overnight incubation with serum-free cell culture medium.

Trypan blue exclusion and cell count. Cells were seeded in triplicate in 12-well plates and then 
transfected the following day with siRNAs or overexpression vectors. One day following transfection, 
cells were incubated overnight in medium with or without 10% FBS and after 24, 48 and 72 hours after 
the medium change cells were washed twice with 1x PBS, trypsinized, mixed with 0.4% Trypan blue 
solution (sigma Aldrich) and then counted using the Reichert Bright-Line Hemacytometer (Hausser 
Scientific) by the Trypan blue exclusion principle.

Western blot analysis. For extraction of total protein, cell monolayers were washed twice with 
PBS, harvested, and lysed with ice-cold radioimmunoprecipitation assay (RIPA) buffer (Sigma-Aldrich). 
Nuclear proteins were extracted using NE-PER nuclear and cytoplasmic extraction reagents (Thermo 
scientific) according to the manufacturer’s instructions. Protein lysates (20 µg) were then subjected to 
SDS- PAGE and Western blotting. Primary antibodies used for immunoblotting include those raised 
against NRF2, p62/SQSTM1, LC3A/B and PARP (all from Cell Signaling Technology) as well against 
LAPTM4B (Santa Cruz Technology). Antibodies against Fibrillarin (Cell Signaling Technology) and 
β -actin (Sigma Aldrich) were used as loading controls. The primary antibodies were diluted in 5% BSA 
(1:10,000 for β -actin and 1:1,000 for all other antibodies). Antibody binding was detected by enhanced 
chemiluminescence using the SuperSignal West Pico chemiluminescent substrate (Thermo Scientific).

Immunocytochemistry. Cells were seeded at a density of 5 ×  105 cells per well in six well plates 
containing cover glasses/slips in each well. Following indicated transfections, serum starvation and time 
points, cells were fixed in 4% paraformaldehyde (Electron Microscopy Sciences) and then permeabi-
lized in pre-chilled 100% methanol for 10 minutes at − 20 °C. Cells were then washed with 1x PBS for 
5 minutes, blocked and incubated overnight at 4 °C with antibodies raised against LC3A/B antibody 
(Cell Signaling Technology), FLAG tag (Cell Signaling Technology), NRF2 (Novus Biologicals) and 
Histone H2B (Abcam). Conjugated secondary antibodies used include goat anti-mouse and anti-rabbit 
IgG (H +  L) Fluorescein (FITC) (Jackson ImmunoResearch Labs) as well as anti-rabbit and anti-mouse 
IgG Alexa Fluor®  555 conjugates (Cell Signaling Technology). Fixed cells were incubated with diluted 
secondary antibodies for 1 hour at room temperature after which they were washed three times with 
1x PBS and mounted with ProLong Gold Antifade Reagent (Cell Signaling Technology). Analysis was 
carried out in an epifluorescence microscope using single interference filters set for green (fluorescein 
isothiocyanate, FITC), red (Texas Red), and blue (DAPI) as well as dual (red/green) band pass filters.

Chromatin immunoprecipitation (ChIP). Cells were initially plated at a seeding density of 
1 ×  106 in 10 cm dishes. Following indicated transfections and time points, ChIP was conducted using 
the EZ-ChIP™  - Chromatin Immunoprecipitation Kit (Millipore) according to the manufacturer’s 
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instructions and using a primary antibody raised against NRF2 (1:100 dilution, Cell signaling Technology). 
PCR amplification of the bound HMOX1 promoter was performed using specific primers (for-
ward: TTCCTTCTTGCTAATGATTTACTGTCTT, reverse: ACCAACCGACAAAAGTCAGGTT). 
Amplification reactions were carried using 34 cycles at 94 °C for 15 seconds followed by 58 °C for 30 sec-
onds and 72 °C for 30 seconds.

Statistical analysis. ANOVA and Student’s t-test were utilized to test for statistical significance 
among different groups in the in vitro experiments. Statistical analysis of the ISH data was first summa-
rized using standard descriptive statistics and frequency tabulations. Association of LAPTM4B mRNA 
with patient outcome was estimated using the Kaplan-Meier method and compared among groups by 
log-rank statistical tests. All computations were carried out in STATISTICA (StatSoft) and in the R lan-
guage environment (www.R-project.org).

References
1. Siegel, R. L., Miller, K. D. & Jemal, A. Cancer statistics, 2015. CA Cancer J Clin 65, 5–29 (2015).
2. Torre, L. A. et al. Global cancer statistics, 2012. Ca Cancer J Clin 65, 87–108 (2015).
3. Herbst, R. S., Heymach, J. V. & Lippman, S. M. Lung cancer. N Engl J Med 359, 1367–1380 (2008).
4. Goldstraw, P. et al. Non-small-cell lung cancer. Lancet 378, 1727–1740 (2011).
5. Kadara, H., Kabbout, M. & Wistuba, II. Pulmonary adenocarcinoma: a renewed entity in 2011. Respirology 17, 50–65 (2012).
6. Kadara, H. & Wistuba, I. I. Field cancerization in non-small cell lung cancer: implications in disease pathogenesis. Proceedings 

of the American Thoracic Society 9, 38–42 (2012).
7. Steiling, K., Ryan, J., Brody, J. S. & Spira, A. The field of tissue injury in the lung and airway. Cancer Prev Res 1, 396–403 (2008).
8. Belinsky, S. A. et al. Aberrant methylation of p16(INK4a) is an early event in lung cancer and a potential biomarker for early 

diagnosis. Proc Natl Acad Sci USA 95, 11891–11896 (1998).
9. Gomperts, B. N., Walser, T. C., Spira, A. & Dubinett, S. M. Enriching the molecular definition of the airway “field of cancerization:” 

establishing new paradigms for the patient at risk for lung cancer. Cancer Prev Res 6, 4–7 (2013).
10. Gustafson, A. M. et al. Airway PI3K pathway activation is an early and reversible event in lung cancer development. Sci Transl 

Med 2, 26ra25, doi: 10.1126/scitranslmed.3000251 (2010).
11. Kadara, H. et al. Transcriptomic architecture of the adjacent airway field cancerization in non-small cell lung cancer. J Natl 

Cancer Inst 106, dju004, doi: 10.1093/jnci/dju004 (2014).
12. Kadara, H. et al. Characterizing the molecular spatial and temporal field of injury in early-stage smoker non-small cell lung 

cancer patients after definitive surgery by expression profiling. Cancer Prev Res 6, 8–17 (2013).
13. Tang, X. et al. EGFR tyrosine kinase domain mutations are detected in histologically normal respiratory epithelium in lung 

cancer patients. Cancer Res 65, 7568–7572 (2005).
14. Wistuba, I. I. et al. High resolution chromosome 3p allelotyping of human lung cancer and preneoplastic/preinvasive bronchial 

epithelium reveals multiple, discontinuous sites of 3p allele loss and three regions of frequent breakpoints. Cancer Res 60, 
1949–1960 (2000).

15. Shao, G. Z. et al. Molecular cloning and characterization of LAPTM4B, a novel gene upregulated in hepatocellular carcinoma. 
Oncogene 22, 5060–5069 (2003).

16. Yang, H. et al. LAPTM4B-35 is a novel prognostic factor of hepatocellular carcinoma. J Surg Oncol 101, 363–369 (2010).
17. Yang, Y. et al. LAPTM4B overexpression is an independent prognostic marker in ovarian carcinoma. Oncol Rep 20, 1077–1083 

(2008).
18. Zhang, H. et al. Overexpression of LAPTM4B-35: a novel marker of poor prognosis of prostate cancer. PloS One 9, e91069, doi: 

10.1371/journal.pone.0091069 (2014).
19. Li, X. et al. LAPTM4B allele *2 is associated with breast cancer susceptibility and prognosis. PloS One 7, e44916, doi: 10.1371/

journal.pone.0044916 (2012).
20. Tang, H. et al. LAPTM4B polymorphism is associated with nonsmall cell lung cancer susceptibility and prognosis. Oncol Rep 31, 

2454–2460 (2014).
21. Li, Y. et al. Amplification of LAPTM4B and YWHAZ contributes to chemotherapy resistance and recurrence of breast cancer. 

Nat Med 16, 214–218 (2010).
22. Juhasz, G. & Neufeld, T. P. Autophagy: a forty-year search for a missing membrane source. PLoS Biol 4, e36, doi: 10.1371/journal.

pbio.0040036 (2006).
23. Li, Y. et al. Lysosomal transmembrane protein LAPTM4B promotes autophagy and tolerance to metabolic stress in cancer cells. 

Cancer Res 71, 7481–7489 (2011).
24. Tan, X., Thapa, N., Sun, Y. & Anderson, R. A. A kinase-independent role for EGF receptor in autophagy initiation. Cell 160, 

145–160 (2015).
25. Duriez, P. J. & Shah, G. M. Cleavage of poly(ADP-ribose) polymerase: a sensitive parameter to study cell death. Biochem Cell 

Biol 75, 337–349 (1997).
26. Soldani, C. & Scovassi, A. I. Poly(ADP-ribose) polymerase-1 cleavage during apoptosis: an update. Apoptosis 7, 321–328 (2002).
27. Klionsky, D. J. et al. Guidelines for the use and interpretation of assays for monitoring autophagy. Autophagy 8, 445–544 (2012).
28. Klionsky, D. J. et al. Guidelines for the use and interpretation of assays for monitoring autophagy in higher eukaryotes. Autophagy 

4, 151–175 (2008).
29. Na, H. K. & Surh, Y. J. Oncogenic potential of Nrf2 and its principal target protein heme oxygenase-1. Free Radic Biol Med 67, 

353–365 (2014).
30. Qaisiya, M., Coda Zabetta, C. D., Bellarosa, C. & Tiribelli, C. Bilirubin mediated oxidative stress involves antioxidant response 

activation via Nrf2 pathway. Cell Signal 26, 512–520 (2014).
31. Singer, E. et al. Reactive oxygen species-mediated therapeutic response and resistance in glioblastoma. Cell Death Dis 6, e1601, 

doi: 10.1038/cddis.2014.566 (2015).
32. Sporn, M. B. & Liby, K. T. NRF2 and cancer: the good, the bad and the importance of context. Nat Rev Cancer 12, 564–571 

(2012).
33. Zhang, D. D. Mechanistic studies of the Nrf2-Keap1 signaling pathway. Drug Metab Rev 38, 769–789 (2006).
34. Xiao, M. et al. Overexpression of LAPTM4B: an independent prognostic marker in breast cancer. J Cancer Res Clin Oncol 139, 

661–667 (2013).
35. Tang, H. et al. Overexpression of LAPTM4B is correlated with tumor angiogenesis and poor prognosis in non-small cell lung 

cancer. Med Oncol 31, 974, doi: 10.1007/s12032-014-0974-8 (2014).
36. Houghton, A. M. Mechanistic links between COPD and lung cancer. Nat Rev Cancer 13, 233–245 (2013).

http://www.R-project.org


www.nature.com/scientificreports/

1 2Scientific RepoRts | 5:13846 | DOi: 10.1038/srep13846

37. Homma, S. et al. Nrf2 enhances cell proliferation and resistance to anticancer drugs in human lung cancer. Clin Cancer Res 15, 
3423–3432 (2009).

38. Solis, L. M. et al. Nrf2 and Keap1 abnormalities in non-small cell lung carcinoma and association with clinicopathologic features. 
Clin Cancer Res 16, 3743–3753 (2010).

39. Cancer Genome Atlas Research, N. Comprehensive genomic characterization of squamous cell lung cancers. Nature 489, 
519–525 (2012).

40. Imielinski, M. et al. Mapping the hallmarks of lung adenocarcinoma with massively parallel sequencing. Cell 150, 1107–1120 
(2012).

41. Komatsu, M. et al. The selective autophagy substrate p62 activates the stress responsive transcription factor Nrf2 through 
inactivation of Keap1. Nat Cell Biol 12, 213–223 (2010).

42. Ichimura, Y. et al. Phosphorylation of p62 activates the Keap1-Nrf2 pathway during selective autophagy. Mol Cell 51, 618–631 
(2013).

43. Kabbout, M. et al. ETS2 mediated tumor suppressive function and MET oncogene inhibition in human non-small cell lung 
cancer. Clin Cancer Res 19, 3383–3395 (2013).

44. Tang, X. et al. Abnormalities of the TITF-1 lineage-specific oncogene in NSCLC: implications in lung cancer pathogenesis and 
prognosis. Clin Cancer Res 17, 2434–2443 (2011).

45. Simon, R. et al. Analysis of gene expression data using BRB-ArrayTools. Cancer Inform 3, 11–17 (2007).
46. Wright, G. W. & Simon, R. M. A random variance model for detection of differential gene expression in small microarray 

experiments. Bioinformatics 19, 2448–2455 (2003).

Acknowledgements
This work was funded in part by NCI lung cancer SPORE P50 CA70907 (IIW), a grant from the Lung 
Cancer Research Foundation (LCRF) (HK), Department of Defense (DoD) grant W81XWH-10-1-1007 
(IIW and HK), CPRIT award RP150079 (HK) and by the Institutional Cancer Center Support Grant 
CA16672.

Author Contributions
Y.M., J.F., I.I.W. and H.K. conceived and designed the study. Y.M., J.F., W.L., L.X. and H.K. developed 
methodology. Y.M., J.F., W.L., L.X., C.B. and H.K. analyzed and interpreted the data. Y.M. and H.K. wrote 
the manuscript text. All authors reviewed the written text and manuscript. H.K. supervised the study.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Maki, Y. et al. LAPTM4B is associated with poor prognosis in NSCLC and 
promotes the NRF2-mediated stress response pathway in lung cancer cells. Sci. Rep. 5, 13846; doi: 
10.1038/srep13846 (2015).

This work is licensed under a Creative Commons Attribution 4.0 International License. The 
images or other third party material in this article are included in the article’s Creative Com-

mons license, unless indicated otherwise in the credit line; if the material is not included under the 
Creative Commons license, users will need to obtain permission from the license holder to reproduce 
the material. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	LAPTM4B is associated with poor prognosis in NSCLC and promotes the NRF2-mediated stress response pathway in lung cancer cells
	Introduction
	Results
	LAPTM4B is up-regulated in smoker LUADs and associated with poor prognosis
	LAPTM4B protects cells from serum starvation induced growth inhibition and promotes autophagy
	LAPTM4B suppression inhibits the NRF2-mediated stress response and pathway
	LAPTM4B promotes expression of NRF2 and downstream NRF2-target genes
	LAPTM4B promotes nuclear localization of NRF2

	Discussion
	Materials and Methods
	NSCLC tissue microarrays
	LAPTM4B in situ hybridization
	Cell culture and reagents
	Total RNA isolation
	Microarray processing and analysis
	Quantitative real-time PCR (qRT-PCR)
	Transfection of siRNA and expression vectors
	Trypan blue exclusion and cell count
	Western blot analysis
	Immunocytochemistry
	Chromatin immunoprecipitation (ChIP)
	Statistical analysis

	Additional Information
	Acknowledgements
	References



 
    
       
          application/pdf
          
             
                LAPTM4B is associated with poor prognosis in NSCLC and promotes the NRF2-mediated stress response pathway in lung cancer cells
            
         
          
             
                srep ,  (2015). doi:10.1038/srep13846
            
         
          
             
                Yuho Maki
                Junya Fujimoto
                Wenhua Lang
                Li Xu
                Carmen Behrens
                Ignacio I. Wistuba
                Humam Kadara
            
         
          doi:10.1038/srep13846
          
             
                Nature Publishing Group
            
         
          
             
                © 2015 Nature Publishing Group
            
         
      
       
          
      
       
          © 2015 Macmillan Publishers Limited
          10.1038/srep13846
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep13846
            
         
      
       
          
          
          
             
                doi:10.1038/srep13846
            
         
          
             
                srep ,  (2015). doi:10.1038/srep13846
            
         
          
          
      
       
       
          True
      
   




