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Molecular Changes of Lung 
Malignancy in HIV Infection
Jianghua Zheng1,2, Lin Wang1, Zenghui Cheng1,3, Zenglin Pei1, Zhiyong Zhang1, Zehuan Li1,4, 
Xuan Zhang1, Dong Yan5, Qianlin Xia1, Yanling Feng1, Yanzheng Song1, Weiping Chen6, 
Xiaoyan Zhang1, Jianqing Xu1 & Jin Wang1

Malignancy of the lung is a major source of morbidity and mortality in persons with human 
immunodeficiency virus infection; as the most prevalent non-acquired immunodeficiency syndrome-
defining malignancy, it represents an important and growing problem confronting HIV-infected 
patients. To evaluate the molecular changes of lung malignancy in HIV infection, we analyzed 
differential gene expression profiles and screened for early detection biomarkers of HIV-associated 
lung cancer using Affymetrix arrays and IPA analysis. A total of 59 patients were diagnosed with HIV-
associated lung cancer from Jan 2010 to May 2018. The primary outcome was a significant difference 
in survival outcome between stages III-IV (10.46 ± 1.87 months) and I-II (17.66 ± 2.88 months). We 
identified 758 differentially expressed genes in HIV-associated lung cancer. The expression levels of 
SIX1 and TFAP2A are specifically increased in HIV-associated lung cancer and are associated with poorly 
differentiated tumor tissue. We also found decreased ADH1B, INMT and SYNPO2 mRNA levels in HIV 
lung cancer. A comprehensive network and pathway analysis of the dysregulated genes revealed that 
these genes were associated with four network functions and six canonical pathways relevant to the 
development of HIV-associated lung cancer. The molecular changes in lung malignancy may help screen 
the growing population of HIV patients who have or will develop this malignancy.

The acquired immunodeficiency syndrome (AIDS) epidemic has had a devastating global impact in the last two 
decades; millions do not know they are infected with human immunodeficiency virus (HIV) until they develop 
an opportunistic infection1. Patients with HIV/AIDS have a substantially elevated risk of developing Kaposi’s 
sarcoma, non-Hodgkin’s lymphoma and (in women) cervical carcinoma2,3, which are regarded as AIDS-defining 
malignancies. All malignancies, AIDS-defining and non-AIDS defining, account for up to 1/3 of all deaths in 
HIV-positive patients4,5. Application of highly active antiretroviral therapy (HAART) has deeply changed the 
landscape of HIV-associated malignancies, and some AIDS-defining tumors have drastically declined. However, 
an elevated risk has been observed for non-AIDS-defining tumors in HIV-infected people; malignancies of the 
lung have appeared as a major source of morbidity and mortality in persons with HIV infection6,7 and are the 
third-most common malignancy among HIV-infected persons8. Lung cancer is diagnosed when locally advanced 
or metastatic in most cases, which is similar to patients with unknown HIV status, and adenocarcinoma (AC) is 
the most common histological subtype9. Moreover, some studies from the pre-HAART era also demonstrated an 
increased risk of lung cancer in HIV-infected patients10–12.

All HIV-infected patients with lung malignancy need to undergo staging evaluation earlier in treatment, 
which will help the chemotherapy for these patients. However, data on the efficacy and toxicity of chemo-
therapy are few and imprecise10. There are several oral agents available for patients who harbor specific muta-
tions, but little is known about mutations and affected pathways in HIV-infected patients with lung cancer13. 
Development of lung cancer in patients with HIV has been linked to various factors, including immunosuppres-
sion, CD4 count, and viral load, and cigarette smoking is an important risk factor for lung cancer in HIV patients. 
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Immunosuppression, but not HIV infection, accounts for the higher rates of lung cancer in HIV patients14. 
The HIV tat gene product increases the expression of some proto-oncogenes, including c-myc, c-fos and c-jun. 
Downregulation of HIV-tat interacting protein promotes metastatic progression of lung cancer9. However, there 
is no clear relationship between the degree of immunosuppression and the risk of lung cancer, so the decision 
to screen an HIV-infected patient for cancer should include an assessment of individualized risk for cancer, life 
expectancy, and the harms and benefits associated with the screening test and its potential outcome. Thus, screen-
ing the differentially expressed genes in lung cancer with HIV infection needs to be discussed.

Understanding the mechanisms underlying lung carcinogenesis in HIV infection may improve its treatment 
and the screening of the growing population of HIV patients who have or will develop this malignancy. The aim 
of this study is to heighten the awareness of lung malignancies occurring in HIV/AIDS while highlighting some 
of the clinical features in order to facilitate early recognition and diagnosis.

Results
Patient characteristics. Among the 59 patients with HIV-associated lung cancer enrolled in the study, 
the age of patients with lung cancer ranged from 40–77 years, and the average age was 56.40 ± 9.12 years. Fully 
88.14% of patients with HIV-associated lung cancer were male, and only 11.86% were female. The pathologi-
cal types were as follows: adenocarcinoma (36 cases), squamous cell carcinoma (14 cases) and small cell lung 
cancer (SCLC; 9 cases). The corresponding clinical characteristics of these patients are presented in Table 1. We 
found that the median overall survival (OS) duration of the 59 patients was 14.12 months (95% CI, 10.63–17.61 
months). Although OS did not differ by age, sex, smoking, HAART, complication, CD4+ count, or pathological 
type among these patients by univariate analysis with SPSS, there were significant differences in survival outcome 
between TMN stages I-II (17.66 ± 2.88 months) and stages III-IV (10.46 ± 1.87 months) (p = 0.026) by pairwise 
comparison analysis among pathological types of HIV-associated lung cancer.

Transcriptomic profiles in HIV-associated lung cancer. To identify possible mechanisms of lung 
malignancies in HIV infection, we performed gene microarray profiling of AIDS patients with lung cancer early 
diagnosis biomarkers. We collected 7 pairs of tumor/adjacent normal tissue paraffin specimens and 10 pairs of 

Clinicopathological 
characteristic

No. of Patients Overall Survival

n Months ± SD P value

Age (years) 0.915

   <60 37 13.86 ± 1.81

   ≥60 22 14.57 ± 3.78

Gender 0.194

   Male 52 13.10 ± 1.58

   Female 7 21.43 ± 9.24

Smoking* 0.479

   + 30 1317 ± 2.17

   − 29 15.11 ± 2.87

HAART 0.619

   + 39 15.03 ± 2.26

   − 20 12.17 ± 2.85

Complication& 0.209

   + 20 17.50 ± 4.29

   − 29 12.34 ± 1.71

CD4+ count 0.324

   <200 14 11.46 ± 2.72

   >200 41 15.70 ± 2.34

Lung cancer 0.921

   NSCLC 50 13.83 ± 1.64

   SCLC 9 15.00 ± 8.42

Pathological type 0.717

   AC 36 14.83 ± 2.08

   SCC 14 11.15 ± 2.29

   SCLC 9 15.00 ± 8.42

TMN stage 0.026

   I-II 30 17.66 ± 2.88

   III-IV 29 10.46 ± 1.87

Table 1. Clinicopathological characteristics of the patients with HIV-associated lung cancer. *Smoking (−): 
never smoked; &Complication (−): patient without tuberculosis/syphilis/hypertension/emphysema/COPD/
coronary heart disease.
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tumor/adjacent normal fresh tissue samples, and we successfully separated 34 HIV with lung cancer tissue and 
cancer-adjacent RNA samples (17 pairs). A genome-wide analysis of the gene transcripts expressed in the HIV 
lung cancer tissue samples was performed using an Affymetrix array. We used Partek software for statistical 
analysis of microarray data. Figure S1 shows the cancer tissue microarray quality of our AIDS patients with 
lung cancer and that our chips can distinguish cancer tissues and adjacent tissues. Analysis of the microarray 
hybridization data revealed that 758 genes exhibited more than a 1.5-fold change in expression level (p ≤ 0.05) in 
the 4 pairs of HIV lung cancer tumor/adjacent normal tissue samples. Further, using the Cancer Genome Atlas 
(TCGA) data for multiple cancer types analysis of 52 differentially expressed genes (DEGs), which were identified 
with a 5.0-fold change in expression level (p ≤ 0.05) in HIV-associated lung cancer (Table 2), we identified 10 
DEGs (FAT3, NFASC, SLIT2, FMO2, ITGB8, SCARA5, ABCA6, ABCA8, MACC1, and TACC1) that had a high 
incidence of genetic alterations in lung adenocarcinoma (TCGA-nature 2014, 6.0–21.0%; TCGA-provisional, 
5.0–10.0%) and lung squamous cell carcinoma (5.0–18.0%), with an incidence cutoff value of ≥5.0% in the three 
lung cancer TCGA lists of 929 patients (Table 3). There were also frequent alterations in these genes across other 
cancer types, including breast invasive carcinoma (2.1–14.0%) and bladder urothelial carcinoma (0.8–16.0%). 
Our analysis results suggest that alterations in these 10 candidate genes interact in at least a subset of tumors. 
Since the large-scale sequencing of human cancers can be used to comprehensively discover mutated genes that 
confer a selective advantage to cancer cells and find genes that drive cancer based on their patterns of mutation in 
large patient cohorts15, we applied these TCGA datasets for driver gene prediction. We demonstarted that a strong 
tendency of co-occurrences was noted for genetic alterations in these DEGs between ADH1B and FAT3, FAT3 
and SLIT2, FIGNL1 and ITGB8, MACC1 and ITGB8, SCARA5 and TACC1, ABCA6 and ABCA8, FMO2 and 
NFASC, KIAA0895 and ITGB8, MAL and ABCA8 (p < 0.01) (Table S1). Considering the regulatory role of these 
10 candidate genes, the underlying mechanisms and cellular consequences of these interactions could be critical 
for understanding HIV-associated lung cancer pathology.

Quantitative real-time polymerase chain reaction analysis (qRT-PCR) and immunohistochem-
ical (IHC) staining analyses for validation of DEGs in HIV lung cancer. qRT-PCR analysis of SIX1, 
PROM1, TFAP2A, TOX3, SOX9, ADH1B, INMT and SYNPO2, mRNA expression in 17 pairs of lung cancer and 
adjacent non-cancer tissue samples revealed that 12 of 17 (70.6%) tumors had increased SIX1 mRNA (14.83-fold) 
or PROM1 mRNA (15.16-fold), 13 of 17 (76.5%) had increased TFAP2A mRNA (26.18-fold), and 8 of 17 (47.1%) 
tumors had increased TOX3 mRNA (4.54-fold) or SOX9 mRNA (3.79-fold) expression in HIV-associated lung 
cancer compared to adjacent non-cancer tissue (Fig. 1). At the same time, we also found that 11 of 17 (64.7%) 
tumors had decreased ADH1B mRNA (20.93-fold) or INMT mRNA (10.22-fold) in HIV lung cancer. Also, 11 
of 14 (78.6%) tumors had decreased SYNPO2 mRNA (13.26-fold) in HIV lung cancer, except SYNPO2 was 
undetectable in 3 pairs of lung cancer and adjacent non-cancer tissue samples (Fig. 1). To investigate the expres-
sion status of TFAP2A and SIX1 proteins in benign and malignant lung tissue, we performed IHC staining of 7 
lung tumor samples and 7 adjacent non-cancer tissue samples. TFAP2A- and SIX1- specific staining was clearly 
observed in the nucleus of the lung cancer cells including HIV associated squamous cell carcinoma (SCC) and 
AC (Fig. 2). For TFAP2A (Fig. 2A,B), a total of 4 of 7 malignant cases showed positive staining for TFAP2A, and 
2 of 7 adjacent non-cancer tissue samples were positive. It is interesting that a total of 6 of 7 (85.7%) malignant 
cases showed positive staining for SIX1, and not one of the adjacent non-cancer tissue samples was positive; the 
difference in SIX1 expression between lung cancer tissue and adjacent non-cancer tissue samples was statistically 
significant (p < 0.001) (Table S2). Although there was not different expression of SIX1 between Grade II and 
Grade III of HIV associated AC (Supplemental Fig. S2), the staining of HIV associated SCC with an anti-SIX1 
was variable with poorly differentiated tumor tissue (Grade III) showing higher expression of the protein (Fig. 3). 
Little or no staining of SIX1 was observed in adjacent non-cancer tissue samples. All these results indicate that 
the expression levels of SIX1 and TFAP2A are specifically increased in HIV-associated lung cancer. To better 
distinguish the cancer tissue from the surrounding tissue, we finally stained with p63 and TTF-1 as lung cancer 
cell specific markers16 and found that all the two SCC cases showed strong positive staining for p63 (Fig. 4A), and 
not one of adenocarcinomas samples was positive (Fig. 4B), but TTF-1 staining was observed in 60.0% of adeno-
carcinomas (Fig. 4D and Table S2).

Functional networks and pathways of HIV lung cancer. The genetic networks and cellular pathways 
dysregulated in HIV lung cancer were identified using the IPA software program. Expression microarray profiling 
studies revealed that 758 genes were dysregulated in HIV lung cancer. A comprehensive network and pathway 
analysis of the DEGs revealed that these genes were associated with four network functions and six canonical 
pathways relevant to the development of HIV lung cancer. The scores take into account the number of focus 
proteins and the size of the network to approximate the relevance of the network to the original list of focus 
proteins. In each of the four genetic networks, the DEGs constituted about half of the molecules involved in 
network-associated (1) cancer, connective tissue disorders, organismal injury and abnormalities; (2) nucleic acid 
metabolism, small molecule biochemistry, organ morphology; (3) cardiovascular system development and func-
tion, embryonic development, organismal development; (4) cancer, organismal injury and abnormalities, devel-
opmental disorder (Table S3 and Supplemental Fig. S3). The differentially expressed genes belong to six canonical 
signaling pathways, such as cellular effects of sildenafil; dopamine-DARPP32 feedback in cAMP signaling; purine 
nucleotides de novo biosynthesis II; 5-aminoimidazole ribonucleotide biosynthesis I; and tetrahydrofolate salvage 
from 5,10-methenyltetrahydrofolate pathways (Table S4).
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Probeset ID Gene Symbol Gene Title p-value Fold-Change FDR
204304_s_at PROM1 prominin 1 0.000 41.78 0.026
204653_at TFAP2A transcription factor AP-2 alpha (activating enhancer binding protein 2 alpha) 0.003 32.14 0.104
228347_at SIX1 SIX homeobox 1 0.007 16.34 0.135
202936_s_at SOX9 SRY (sex determining region Y)-box 9 0.009 12.46 0.145
202935_s_at SOX9 SRY (sex determining region Y)-box 9 0.006 11.77 0.125
1568574_x_at SPP1 secreted phosphoprotein 1 0.004 9.89 0.108
214774_x_at TOX3 TOX high mobility group box family member 3 0.012 9.37 0.159
240303_at TMC5 transmembrane channel-like 5 0.003 8.83 0.102
201291_s_at TOP2A topoisomerase (DNA) II alpha 170 kDa 0.010 8.81 0.150
223748_at SLC4A11 solute carrier family 4, sodium borate transporter, member 11 0.012 8.67 0.162
205286_at TFAP2C transcription factor AP-2 gamma (activating enhancer binding protein 2 gamma) 0.002 7.75 0.090
1552797_s_at PROM2 prominin 2 0.002 7.70 0.089
228038_at SOX2 SRY (sex determining region Y)-box 2 0.002 7.34 0.093
215108_x_at TOX3 TOX high mobility group box family member 3 0.025 7.08 0.204
219787_s_at ECT2 epithelial cell transforming 2 0.002 6.91 0.089
238689_at GPR110 G protein-coupled receptor 110 0.030 6.89 0.216
215071_s_at HIST1H2AC histone cluster 1, H2ac 0.014 6.77 0.168
205817_at SIX1 SIX homeobox 1 0.000 6.76 0.053
201417_at SOX4 SRY (sex determining region Y)-box 4 0.002 6.62 0.093
203744_at HMGB3 high mobility group box 3 0.002 6.28 0.093
230660_at SERTAD4 SERTA domain containing 4 0.002 6.26 0.097
226189_at ITGB8 integrin, beta 8 0.002 6.06 0.094
213424_at KIAA0895 KIAA0895 0.005 6.01 0.117
216623_x_at TOX3 TOX high mobility group box family member 3 0.009 5.80 0.145
222843_at FIGNL1 fidgetin-like 1 0.013 5.67 0.163
201250_s_at SLC2A1 solute carrier family 2 (facilitated glucose transporter), member 1 0.001 5.59 0.068
223062_s_at PSAT1 phosphoserine aminotransferase 1 0.011 5.57 0.157
232151_at MACC1 metastasis associated in colon cancer 1 0.010 5.40 0.150
217901_at DSG2 desmoglein 2 0.026 5.34 0.207
235170_at ZNF92 zinc finger protein 92 0.015 5.03 0.171
203865_s_at ADARB1 adenosine deaminase, RNA-specific, B1 0.001 −5.06 0.084
213438_at NFASC neurofascin 0.000 −5.11 0.053
228268_at FMO2 flavin containing monooxygenase 2 (non-functional) 0.005 −5.11 0.120
219895_at TMEM255A transmembrane protein 255A 0.001 −5.13 0.065
212713_at MFAP4 microfibrillar-associated protein 4 0.004 −5.22 0.115
225660_at SEMA6A sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6A 0.005 −5.24 0.123
204777_s_at MAL mal, T-cell differentiation protein 0.001 −5.33 0.075
210038_at PRKCQ protein kinase C, theta 0.012 −5.35 0.160
219228_at ZNF331 zinc finger protein 331 0.003 −5.49 0.098
228850_s_at SLIT2 slit homolog 2 (Drosophila) 0.001 −5.54 0.069
236029_at FAT3 FAT atypical cadherin 3 0.001 −5.56 0.083
1554547_at FAM13C family with sequence similarity 13, member C 0.000 −5.71 0.060
242290_at TACC1 transforming, acidic coiled-coil containing protein 1 0.001 −5.78 0.071
209763_at CHRDL1 chordin-like 1 0.004 −5.85 0.117
209220_at GPC3 glypican 3 0.015 −6.03 0.171
220170_at FHL5 four and a half LIM domains 5 0.002 −6.26 0.092
238332_at ANKRD29 ankyrin repeat domain 29 0.007 −6.58 0.131
235849_at SCARA5 scavenger receptor class A, member 5 (putative) 0.001 −6.66 0.080
243818_at SFTA1P surfactant associated 1, pseudogene 0.001 −6.72 0.069
209612_s_at ADH1B alcohol dehydrogenase 1B (class I), beta polypeptide 0.006 −6.73 0.124
204719_at ABCA8 ATP-binding cassette, sub-family A (ABC1), member 8 0.001 −6.83 0.081
201539_s_at FHL1 four and a half LIM domains 1 0.002 −6.89 0.088
217504_at ABCA6 ATP-binding cassette, sub-family A (ABC1), member 6 0.003 −6.91 0.103
209613_s_at ADH1B alcohol dehydrogenase 1B (class I), beta polypeptide 0.001 −7.11 0.070
211726_s_at FMO2 flavin containing monooxygenase 2 0.000 −7.24 0.050
229641_at CCBE1 collagen and calcium binding EGF domains 1 0.002 −7.51 0.097
224061_at INMT indolethylamine N-methyltransferase 0.005 −7.54 0.119
225895_at SYNPO2 synaptopodin 2 0.002 −7.83 0.092

Table 2. The 52 differentially expressed genes in HIV lung cancer.
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Discussion
Lung cancer is the most common cause of cancer mortality worldwide for both men and women, and it also 
represents an important and growing problem confronting HIV-infected patients5. The incidence of lung cancer 
has risen among women in the past several decades, but the incidence is still higher among men than among 
women17,18. Although several mechanisms such as HAART, repeated lung infections, chronic pulmonary inflam-
mation and/or immunosuppression have been reported to promote the development of lung cancer9,10, in this 
study, we found that most patients did not have a low CD4+ cell count, with a median CD4+ count at lung can-
cer diagnosis of 281/ml; there were 14 patients with CD4+ count <200/mL and 41 patients with CD4+ count 
>200/mL. Moreover, for patients with low CD4+ count, no significant differences in survival outcome were 
seen between CD4+ count <200/mL (11.46 ± 2.72 months) and CD4+ count >200/mL (15.70 ± 2.34 months) 
(p = 0.324), which demonstrated that HIV+ patients with lung cancer did not seem to be particularly immu-
nosuppressed. We have already identified significant differences in survival outcome between TMN stages I-II 
(17.66 ± 2.88 months) and stages III-IV (10.46 ± 1.87 months). Lung cancer can often be asymptomatic in the 
early stages and may be diagnosed purely by chance19. Brock found that advanced stage in HIV-infected lung 
cancer patients was associated with worse survival compared to HIV-uninfected patients20. Although our data 
showed that HIV-infected lung cancer patients have shortened survival mainly due to advanced stage, there is 
concern for lead-time bias in lung cancer screens19. Lead-time bias cannot be excluded as a reason for the longer 
overall survival in those HIV-infected patients diagnosed as stage I-II compared to stage III-IV. These results 
implied that TNM was not only a major prognostic factor in the general population but also in HIV and might 
yield a survival benefit, although our study population was small.

To identify the molecular mechanisms underlying the gene expression profiles of lung malignancy in HIV 
infection, we performed an integrative network analysis using IPA. Using this tool, we identified four sig-
nificant networks of lung malignancy in HIV infection (score ≥32; Table S3 and Supplemental Fig. S3). The 
scores take into account the number of focus proteins and the size of the network to approximate the relevance 
of the network to the original list of focus proteins. The networks altered in lung malignancy in HIV infec-
tion were associated with “Cancer”, “Nucleic acid metabolism”, “Organismal injury” or “Developmental dis-
order”. We then carried out a canonical pathway analysis of these dysregulated genes in this malignancy and 
revealed cellular effects of sildenafil; dopamine-DARPP32 feedback in cAMP signaling; purine nucleotides 
de novo biosynthesis II; 5-aminoimidazole ribonucleotide biosynthesis I; and tetrahydrofolate salvage from 
5,10-methenyltetrahydrofolate. Most of these pathways are involved in cellular metabolism and are frequently 
dysregulated in HIV-associated lung cancer21–25. Sildenafil, as an inhibitor of cGMP-degrading phosphodiesterase 
5, is used to treat erectile dysfunction and potentiates a cGMP-dependent pathway to promote melanoma growth, 
which can also affect the innate and adaptive immune system in patients26,27.

In the initial biomarker identification stage, gene expression profiling was performed to assay the differentially 
expressed genes. Validation of the candidate differentially expressed genes was then performed using quantitative 
real-time polymerase chain reaction assay and immunohistochemistry analysis. We found that SIX1, PROM1, 
and TFAP2A were upregulated in HIV-associated lung cancer. SIX1 (SIX Homeobox 1) was reported to play a 
role in the development of tumors, including breast, colorectal, gastric, and pancreatic cancer28–31. The SIX family 
homeobox genes have been demonstrated to be involved in tumor initiation and progression; they play distinct 
roles in the tumorigenesis of non-small cell lung cancer (NSCLC) and can be potential biomarkers in predicting 
prognosis of NSCLC patients32. SIX1 can promote cell proliferation via reactivating the cell cycle-related proteins 
cyclin A33 and stimulate malignant transformation of nontumorigenic cells31. Gene Expression Omnibus database 
analysis also confirmed that luminal breast cancer patients with SIX1 overexpression had worse overall survival, 
shorter relapse-free survival, and much worse prognosis34. More importantly, it was found to be closely linked 
to poor clinical prognosis in cancer patients35. TFAP2A (transcription factor AP-2 alpha, AP-2α) is a eukaryotic 
transcriptional factor. The AP-2 family of transcription factors plays a pivotal role in normal development and 
morphogenesis during embryogenesis36. AP-2α expression was positively associated with chemosensitivity in 

GENE_
SYMBOL

Lung 
adenocarcinoma 
(n = 230)b

Lung 
adenocarcinoma 
(n = 522)

Lung squamous 
cell carcinoma 
(n = 177)

Breast Invasive 
Cancer (n = 963)

Bladder urothelial 
carcinoma (n = 127)

n % n % n % n % n %

FAT3 48 21% 50 10% 26 15% 48 5% 13 10%

NFASC 28 12% 46 9% 9 5% 132 14% 5 4%

SLIT2 21 9% 25 5% 19 11% 20 2.10% 1 0.80%

FMO2 21 9% 37 7% 15 8% 96 10% 20 16%

ITGB8 18 8% 30 6% 10 6% 26 2.70% 9 7%

SCARA5 19 8% 31 6% 13 7% 60 6% 7 6%

ABCA6 18 8% 28 5% 14 8% 76 8% 7 6%

ABCA8 17 7% 27 5% 14 8% 87 9% 10 8%

MACC1 13 6% 25 5% 10 6% 22 2.30% 10 8%

TACC1 14 6% 28 5% 32 18% 134 14% 16 13%

Table 3. The Cancer Genome Atlas consortium data on the incidence of genetic alterationa of DEGs in HIV-
associated lung cancer by cancer type. aGenetic alterations consist of mutations and/or CNV. bCancer Genome 
Atlas Research Network, Nature, 201415.
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bladder, breast, endometrium, and pancreas cancers, and it was reported to be a predictive marker for good 
response and survival after cisplatin-containing chemotherapy in several cancers37–39. High levels of AP-2α pro-
tein in bladder cancer were associated with good response to cisplatin38, and it was a newly identified prognostic 
marker for chemotherapy40. As a cancer stem cell marker, PROM1 was identified as both a hematopoietic and 
neuroepithelial stem cell marker41,42. PROM1 has been identified in colorectal, hepatocellular, and pancreatic 
cancer43, as one of the most important markers of tumor-initiating cells and an adverse prognostic factor in 
colon cancer, gliomas, and medulloblastoma43,44, and is associated with decreased survival in a variety of human 
tumors, including brain, colorectum, endometrium, gliomas, liver, medulloblastoma, NSCLC, ovary, and stom-
ach45,46. On the other hand, SYNPO2, ADH1B and INMT were found to be repressed in HIV-associated lung 

Figure 1. qRT-PCR analysis of SIX1, PROM1, TFAP2A, TOX3, ADH1B, INMT and SYNPO2, mRNA Relative 
expression in 17 pairs of lung cancer and adjacent non-cancer tissue samples (Cont: adjacent non-cancer tissue; 
Ca: lung cancer tissue). (A) SIX1; (B) PROM1; (C) TFAP2A; (D) TOX3; (E) SOX9; (F) ADH1B; (G) INMT; and 
(H) SYNPO2.
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cancer. SYNPO2 (synaptopodin-2) is a repressor of tumor cell invasion, being predominant in prostate acinar 
epithelial and basal cells, and induces formation of complex stress fiber networks in the cell body47. Kopantzev 
also comfirmed that ADH1B and INMT were down-regulated in NSCLC as compared to adjacent normal tissues 
using qRT-PCR and microarray analyses48. Against this background, there is an opportunity to develop novel 
gene signatures for HIV-associated cancer, which is good for early detection of HIV-associated lung cancer. These 
molecular changes of lung malignancy can offer the hope of early detection as well as tracking disease progres-
sion and recurrence. Therefore, these cancer biomarkers have provided great opportunities for improving the 
management of cancer patients by enhancing the efficiency of early detection, diagnosis, and treatment. Finally, 
we have also realized that our study is exploratory research on the molecular changes of lung malignancy in HIV 
infection, and the current sample size is small. We hope our molecular insights can optimize cancer screening 
and prevention strategies for HIV-infected populations and guide the treatment of HIV-associated lung cancer.

Materials and Methods
Patients and tissue specimens. This prospective study was approved by the Shanghai Public Health 
Clinical Center Institutional Review Board. HIV patients who warranted evaluation by computed tomogra-
phy-guided percutaneous needle biopsy of the lung, cytologic analysis for the evaluation of pleural effusion, and 
later were histologically diagnosed with lung cancer were enrolled. A total of 59 patients were diagnosed with 
HIV-associated lung cancer from Jan 2010 to May 2018. The age of the 59 patients with HIV-associated lung can-
cer varied from 40 to 77 years (median, 56 years), and the clinicopathological features of the patients included age 
at diagnosis, gender, cigarette smoking, complications, HAART, CD4+ count, and TMN stage. Written informed 
consent was obtained from all patients for use of the tissue samples and clinical records. The study protocol was 
performed under approval by the Ethic Committee of Shanghai Public Health Clinical Center and all methods 
were performed in accordance with the relevant guidelines and regulations. All cases were evaluated by two staff 
pathologists (Y.F., and J.Z.) who were blinded to the clinical outcome.

RNA purification and Transcriptomic profiles. RNA was purified from HIV-associated lung cancer 
tumor/adjacent normal tissue samples using Trizol LS reagent (Invitrogen, Carlsbad, CA, USA) and the RNeasy 
mini kit (Qiagen, Valencia, CA, USA). The quality of the purified RNA was assessed using an Agilent 2100 bio-
analyzer (Agilent Technologies, Waldbronn, DE, USA). All the tissue samples came from Shanghai Public Health 
Clinical Center, Fudan University (Shanghai, China). RNA for transcriptomic profile analysis in the HIV lung 

Figure 2. Immunohistochemical analysis of HIV-associated lung tumor tissue samples (squamous cell 
carcinoma (A,C) and invasive adenocarcinoma (B,D) stained with anti-TFAP2A (A,B) and anti-SIX1 
antibodies (C,D) (original magnification ×400). The normal adjacent lung tissue was labelled with yellow 
arrows or tumor with red arrows.
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cancer tumor tissue samples was from 4 pairs of tumor/adjacent normal tissue samples. After quality assessment 
using the Agilent NanoChip Bioanalyzer assay, microarray analyses were performed using 2 μg total RNA from 
each sample with one cycle of complementary RNA amplification according to the Affymetrix (Santa Clara, CA) 
protocol. The complete microarray datasets have been available on the NCBI Gene Expression Omnibus (GEO) 
Accession Number: GSE 106937.

Microarray data analysis and pathway analysis. The subsequent gene lists and associated expression 
values were uploaded into Partek Pro 6.0 software (Partek, MO), and expression levels were clustered and dis-
played by GeneSpring 7.3 (Silicon). When appropriate, fold change was calculated as the ratio of the mean of 
gene expression measures in HIV-associated lung cancer and adjacent non-cancer tissue samples gene expres-
sion measures. To determine the potential specific pathways based on changes in gene expression, we used the 
Ingenuity Pathway Analysis (IPA) software program (Ingenuity, Redwood City, CA) as described previously49.

cBioPortal analysis of the Cancer Genome Atlas data on multiple types of cancer to determine 
the probability of gene expression alteration. We investigated our candidate genes in the TCGA data 
via cBioPortal50 and generated the probability of alteration of differentially expressed genes for four different types 
of cancer: lung adenocarcinoma (TCGA nature 2014, n = 230)51. TCGA, Provisional, n = 522), lung squamous 
cell carcinoma (n = 177), breast invasive carcinoma (n = 963), and bladder urothelial carcinoma (n = 127).

Quantitative real-time polymerase chain reaction analysis. Thirty-four RNA samples were used for 
qRT-PCR analysis in the HIV lung cancer tumor tissue samples from 13 patients with AC, 3 patients with SCC, 
and 1 patient with neuroendocrine tumors (NETs) including 7 pairs of tumor/adjacent normal tissue paraffin 
specimens and 10 pairs of tumor/adjacent normal fresh tissue samples. Total RNA (1 μg) was reverse transcribed 
to cDNA using the First Strand cDNA synthesis kit (Invitrogen). qRT-PCR was performed using the ABI Prism 
7900 HT sequence detection system and Taqman Universal PCR master mix (both from Applied Biosystems, 
Foster City, CA, USA). Seventeen pairs of lung cancer and adjacent non-cancer tissue samples were used for 
qRT-PCR analysis. Relative expression of the mRNAs was calculated utilizing the comparative Ct (2−ΔΔCt) 
method with 18S as the endogenous control to normalize the data.

Figure 3. HE staining of lung squamous cell carcinoma tumor tissue samples (Grade II (A) and Grade III (B) 
(original magnification ×200). Staining of variably differentiated squamous cell carcinoma (Grade II (C) and 
Grade III (D) with an anti-SIX1 (original magnification ×400). The normal adjacent lung tissue was labelled 
with yellow arrows or tumor with red arrows.
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Immunohistochemical staining. IHC staining for TFAP2A, TTF-1, p63 and SIX1 was performed in 14 
formalin-fixed, paraffin-embedded tissue samples from the Shanghai Public Health Clinical Center. The study 
was approved by the Institutional Review Boards. Paraffin-embedded tissues were dewaxed in xylene, rehy-
drated in serial concentrations of ethanol, and then rinsed in PBS followed by treatment with 3% H2O2 to inhibit 
endogenous peroxidase. After being heated at 60 °C overnight, the sections were incubated with 10% normal 
goat serum at room temperature for 10 min to block non-specific reactions. This was followed by a PBS wash and 
incubation with Anti-TFAP2A (Abcam, ab108311), Anti-TTF-1 (Dako Corporation, CA), Anti-p63 (Novocastra 
Laboratories Ltd, UK), or Anti-SIX1 (Cell Signaling Technology, #16960, Danvers, MA) antibodies for IHC anal-
ysis. Fourteen paraffin-embedded tissues were retrieved for IHC analysis. SIX1, TTF-1, p63 and TFAP2A proteins 
appeared as brownish granules after staining. The expression status of SIX1, TTF-1, p63 and TFAP2A was scored 
using a 5-point scale based on the intensity of positive staining and the distribution of positive cells under 5 ran-
dom high-power fields.

Statistical analysis. Data analyses were performed using SPSS statistical package 17.0 (SPSS Inc., Chicago, 
IL, USA). Statistical values are presented as the mean ± standard deviation. The Student t-test was used to assess 
differences between groups. A univariate analysis was performed using the Kaplan-Meier estimator method and 
a log-rank test. The median survival time was calculated using SPSS. p < 0.05 was considered to indicate a statis-
tically significant difference.

References
 1. Rosen, M. J. Pulmonary complications of HIV infection. Respirology 13, 181–190, https://doi.org/10.1111/j.1440-1843.2007.01167.x 

(2008).
 2. Schneider, E. et al. Revised surveillance case definitions for HIV infection among adults, adolescents, and children aged <18 months 

and for HIV infection and AIDS among children aged 18 months to <13 years–United States, 2008. MMWR Recomm Rep 57, 1–12 
(2008).

 3. Bunn, B. K. & van Heerden, W. F. HIV/AIDS associated malignancies of the head and neck. Sadj 67, 590–592 (2012).
 4. Hleyhel, M. et al. Trends in survival after cancer diagnosis among HIV-infected individuals between 1992 and 2009. Results from 

the FHDH-ANRS CO4 cohort. Int J Cancer 137, 2443–2453, https://doi.org/10.1002/ijc.29603 (2015).
 5. Pakkala, S. & Ramalingam, S. S. Lung cancer in HIV-positive patients. J Thorac Oncol 5, 1864–1871, https://doi.org/10.1097/

JTO.0b013e3181f387fd (2010).

Figure 4. Immunohistochemical analysis of HIV-associated lung tumor tissue samples (squamous cell 
carcinoma (A,C) and invasive adenocarcinoma (B,D) stained with anti-p63 (A,B) anti-TFF-1 antibodies (C,D) 
(original magnification ×200). The normal adjacent lung tissue was labelled with yellow arrows or tumor with 
red arrows.

http://dx.doi.org/10.1111/j.1440-1843.2007.01167.x
http://dx.doi.org/10.1002/ijc.29603
http://dx.doi.org/10.1097/JTO.0b013e3181f387fd
http://dx.doi.org/10.1097/JTO.0b013e3181f387fd


www.nature.com/scientificreports/

1 0Scientific RePoRtS |  (2018) 8:13128  | DOI:10.1038/s41598-018-31572-6

 6. Sigel, K., Pitts, R. & Crothers, K. Lung Malignancies in HIV Infection. Semin Respir Crit Care Med 37, 267–276, https://doi.
org/10.1055/s-0036-1578803 (2016).

 7. Malfitano, A., Barbaro, G., Perretti, A. & Barbarini, G. Human immunodeficiency virus-associated malignancies: a therapeutic 
update. Curr HIV Res 10, 123–132 (2012).

 8. Engels, E. A. et al. Trends in cancer risk among people with AIDS in the United States 1980–2002. Aids 20, 1645–1654, https://doi.
org/10.1097/01.aids.0000238411.75324.59 (2006).

 9. Mani, D., Haigentz, M. Jr. & Aboulafia, D. M. Lung cancer in HIV Infection. Clin Lung Cancer 13, 6–13, https://doi.org/10.1016/j.
cllc.2011.05.005 (2012).

 10. Cadranel, J. et al. Lung cancer in HIV infected patients: facts, questions and challenges. Thorax 61, 1000–1008, https://doi.
org/10.1136/thx.2005.052373 (2006).

 11. Fraire, A. E. & Awe, R. J. Lung cancer in association with human immunodeficiency virus infection. Cancer 70, 432–436 (1992).
 12. Karp, J., Profeta, G., Marantz, P. R. & Karpel, J. P. Lung cancer in patients with immunodeficiency syndrome. Chest 103, 410–413 

(1993).
 13. Ruiz, M. & Ramirez, R. A. Lung cancer in HIV-infected patients and the role of targeted therapy. J Community Support Oncol 13, 

282–287, https://doi.org/10.12788/jcso.0152 (2015).
 14. Grulich, A. E., van Leeuwen, M. T., Falster, M. O. & Vajdic, C. M. Incidence of cancers in people with HIV/AIDS compared with 

immunosuppressed transplant recipients: a meta-analysis. Lancet 370, 59–67, https://doi.org/10.1016/s0140-6736(07)61050-2 
(2007).

 15. Tokheim, C. J., Papadopoulos, N., Kinzler, K. W., Vogelstein, B. & Karchin, R. Evaluating the evaluation of cancer driver genes. Proc 
Natl Acad Sci USA 113, 14330–14335, https://doi.org/10.1073/pnas.1616440113 (2016).

 16. Yaman, B., Nart, D., Ekren, P. K., Cok, G. & Veral, A. Expression of p63, TTF-1 and Maspin in Non-Small Cell Lung Carcinoma and 
Their Effect on the Prognosis and Differential Diagnosis. Turk Patoloji Derg 31, 163–174, https://doi.org/10.5146/tjpath.2015.01305 
(2015).

 17. Blot, W. J. & McLaughlin, J. K. Are women more susceptible to lung cancer? J Natl Cancer Inst 96, 812–813 (2004).
 18. A. Surveillance, E., and End Results (SEER) Program. SEER Cancer Statistics Review, 1975–2001, http://www.seer.cancer.gov (Last 

accessed: May 3, 2004).
 19. Gill, R. R., Jaklitsch, M. T. & Jacobson, F. L. Controversies in lung cancer screening. J Am Coll Radiol 10, 931–936, https://doi.

org/10.1016/j.jacr.2013.09.013 (2013).
 20. Brock, M. V. et al. Delayed diagnosis and elevated mortality in an urban population with HIV and lung cancer: implications for 

patient care. J Acquir Immune Defic Syndr 43, 47–55, https://doi.org/10.1097/01.qai.0000232260.95288.93 (2006).
 21. Zhao, Y., Butler, E. B. & Tan, M. Targeting cellular metabolism to improve cancer therapeutics. Cell Death Dis 4, e532, https://doi.

org/10.1038/cddis.2013.60 (2013).
 22. Pacher, P., Batkai, S. & Kunos, G. The endocannabinoid system as an emerging target of pharmacotherapy. Pharmacol Rev 58, 

389–462, https://doi.org/10.1124/pr.58.3.2 (2006).
 23. Emmanuel, N. et al. Purine Nucleotide Availability Regulates mTORC1 Activity through the Rheb GTPase. Cell Rep 19, 2665–2680, 

https://doi.org/10.1016/j.celrep.2017.05.043 (2017).
 24. Moran, D. M. et al. KRAS mutation status is associated with enhanced dependency on folate metabolism pathways in non-small cell 

lung cancer cells. Mol Cancer Ther 13, 1611–1624, https://doi.org/10.1158/1535-7163.mct-13-0649 (2014).
 25. Field, M. S., Anguera, M. C., Page, R. & Stover, P. J. 5,10-Methenyltetrahydrofolate synthetase activity is increased in tumors and 

modifies the efficacy of antipurine LY309887. Arch Biochem Biophys 481, 145–150, https://doi.org/10.1016/j.abb.2008.11.001 (2009).
 26. Dhayade, S. et al. Sildenafil Potentiates a cGMP-Dependent Pathway to Promote Melanoma Growth. Cell Rep 14, 2599–2610, https://

doi.org/10.1016/j.celrep.2016.02.028 (2016).
 27. Kniotek, M. & Boguska, A. Sildenafil Can Affect Innate and Adaptive Immune System in Both Experimental Animals and Patients. 

J Immunol Res 2017, 4541958, https://doi.org/10.1155/2017/4541958 (2017).
 28. Li, Z. et al. Six1 promotes proliferation of pancreatic cancer cells via upregulation of cyclin D1 expression. Plos One 8, e59203, 

https://doi.org/10.1371/journal.pone.0059203 (2013).
 29. Kahlert, C. et al. Overexpression of SIX1 is an independent prognostic marker in stage I-III colorectal cancer. Int J Cancer 137, 

2104–2113, https://doi.org/10.1002/ijc.29596 (2015).
 30. Lv, H. et al. Sineoculis homeobox homolog 1 protein as an independent biomarker for gastric adenocarcinoma. Exp Mol Pathol 97, 

74–80, https://doi.org/10.1016/j.yexmp.2014.05.007 (2014).
 31. Jin, H. et al. Sineoculis homeobox homolog 1 protein is associated with breast cancer progression and survival outcome. Exp Mol 

Pathol 97, 247–252, https://doi.org/10.1016/j.yexmp.2014.07.005 (2014).
 32. Liu, Q. et al. The expression profile and clinic significance of the SIX family in non-small cell lung cancer. J Hematol Oncol 9, 119, 

https://doi.org/10.1186/s13045-016-0339-1 (2016).
 33. Micalizzi, D. S. et al. The Six1 homeoprotein induces human mammary carcinoma cells to undergo epithelial-mesenchymal 

transition and metastasis in mice through increasing TGF-beta signaling. J Clin Invest 119, 2678–2690, https://doi.org/10.1172/
jci37815 (2009).

 34. Xu, H. X. et al. Expression profile of SIX family members correlates with clinic-pathological features and prognosis of breast cancer: 
A systematic review and meta-analysis. Medicine (Baltimore) 95, e4085, https://doi.org/10.1097/md.0000000000004085 (2016).

 35. Kong, J. et al. Overexpression of sineoculis homeobox homolog 1 predicts poor prognosis of hepatocellular carcinoma. Int J Clin Exp 
Pathol 7, 3018–3027 (2014).

 36. Eckert, D., Buhl, S., Weber, S., Jager, R. & Schorle, H. The AP-2 family of transcription factors. Genome Biol 6, 246, https://doi.
org/10.1186/gb-2005-6-13-246 (2005).

 37. Wajapeyee, N., Raut, C. G. & Somasundaram, K. Activator protein 2alpha status determines the chemosensitivity of cancer cells: 
implications in cancer chemotherapy. Cancer Res 65, 8628–8634, https://doi.org/10.1158/0008-5472.can-05-1059 (2005).

 38. Nordentoft, I. et al. Increased expression of transcription factor TFAP2alpha correlates with chemosensitivity in advanced bladder 
cancer. BMC Cancer 11, 135, https://doi.org/10.1186/1471-2407-11-135 (2011).

 39. Wu, Y. et al. A miR-200b/200c/429-binding site polymorphism in the 3′ untranslated region of the AP-2alpha gene is associated with 
cisplatin resistance. Plos One 6, e29043, https://doi.org/10.1371/journal.pone.0029043 (2011).

 40. Ecke, T. H. Biomarker in Cisplatin-Based Chemotherapy for Urinary Bladder Cancer. Adv Exp Med Biol 867, 293–316, https://doi.
org/10.1007/978-94-017-7215-0_18 (2015).

 41. Mehra, N. et al. Progenitor marker CD133 mRNA is elevated in peripheral blood of cancer patients with bone metastases. Clin 
Cancer Res 12, 4859–4866, https://doi.org/10.1158/1078-0432.ccr-06-0422 (2006).

 42. Walker, T. L. et al. Prominin-1 allows prospective isolation of neural stem cells from the adult murine hippocampus. J Neurosci 33, 
3010–3024, https://doi.org/10.1523/jneurosci.3363-12.2013 (2013).

 43. Karim, B. O., Rhee, K. J., Liu, G., Yun, K. & Brant, S. R. Prom1 function in development, intestinal inflammation, and intestinal 
tumorigenesis. Front Oncol 4, 323, https://doi.org/10.3389/fonc.2014.00323 (2014).

 44. Bin, Z. et al. Overexpression of B7-H3 in CD133+ colorectal cancer cells is associated with cancer progression and survival in 
human patients. J Surg Res 188, 396–403, https://doi.org/10.1016/j.jss.2014.01.014 (2014).

 45. Zeppernick, F. et al. Stem cell marker CD133 affects clinical outcome in glioma patients. Clin Cancer Res 14, 123–129, https://doi.
org/10.1158/1078-0432.ccr-07-0932 (2008).

http://dx.doi.org/10.1055/s-0036-1578803
http://dx.doi.org/10.1055/s-0036-1578803
http://dx.doi.org/10.1097/01.aids.0000238411.75324.59
http://dx.doi.org/10.1097/01.aids.0000238411.75324.59
http://dx.doi.org/10.1016/j.cllc.2011.05.005
http://dx.doi.org/10.1016/j.cllc.2011.05.005
http://dx.doi.org/10.1136/thx.2005.052373
http://dx.doi.org/10.1136/thx.2005.052373
http://dx.doi.org/10.12788/jcso.0152
http://dx.doi.org/10.1016/s0140-6736(07)61050-2
http://dx.doi.org/10.1073/pnas.1616440113
http://dx.doi.org/10.5146/tjpath.2015.01305
http://www.seer.cancer.gov
http://dx.doi.org/10.1016/j.jacr.2013.09.013
http://dx.doi.org/10.1016/j.jacr.2013.09.013
http://dx.doi.org/10.1097/01.qai.0000232260.95288.93
http://dx.doi.org/10.1038/cddis.2013.60
http://dx.doi.org/10.1038/cddis.2013.60
http://dx.doi.org/10.1124/pr.58.3.2
http://dx.doi.org/10.1016/j.celrep.2017.05.043
http://dx.doi.org/10.1158/1535-7163.mct-13-0649
http://dx.doi.org/10.1016/j.abb.2008.11.001
http://dx.doi.org/10.1016/j.celrep.2016.02.028
http://dx.doi.org/10.1016/j.celrep.2016.02.028
http://dx.doi.org/10.1155/2017/4541958
http://dx.doi.org/10.1371/journal.pone.0059203
http://dx.doi.org/10.1002/ijc.29596
http://dx.doi.org/10.1016/j.yexmp.2014.05.007
http://dx.doi.org/10.1016/j.yexmp.2014.07.005
http://dx.doi.org/10.1186/s13045-016-0339-1
http://dx.doi.org/10.1172/jci37815
http://dx.doi.org/10.1172/jci37815
http://dx.doi.org/10.1097/md.0000000000004085
http://dx.doi.org/10.1186/gb-2005-6-13-246
http://dx.doi.org/10.1186/gb-2005-6-13-246
http://dx.doi.org/10.1158/0008-5472.can-05-1059
http://dx.doi.org/10.1186/1471-2407-11-135
http://dx.doi.org/10.1371/journal.pone.0029043
http://dx.doi.org/10.1007/978-94-017-7215-0_18
http://dx.doi.org/10.1007/978-94-017-7215-0_18
http://dx.doi.org/10.1158/1078-0432.ccr-06-0422
http://dx.doi.org/10.1523/jneurosci.3363-12.2013
http://dx.doi.org/10.3389/fonc.2014.00323
http://dx.doi.org/10.1016/j.jss.2014.01.014
http://dx.doi.org/10.1158/1078-0432.ccr-07-0932
http://dx.doi.org/10.1158/1078-0432.ccr-07-0932


www.nature.com/scientificreports/

1 1Scientific RePoRtS |  (2018) 8:13128  | DOI:10.1038/s41598-018-31572-6

 46. Qiu, Z. X., Zhao, S., Mo, X. M. & Li, W. M. Overexpression of PROM1 (CD133) confers poor prognosis in non-small cell lung cancer. 
Int J Clin Exp Pathol 8, 6589–6595 (2015).

 47. Kai, F., Fawcett, J. P. & Duncan, R. Synaptopodin-2 induces assembly of peripheral actin bundles and immature focal adhesions to 
promote lamellipodia formation and prostate cancer cell migration. Oncotarget 6, 11162–11174, https://doi.org/10.18632/
oncotarget.3578 (2015).

 48. Kopantzev, E. P. et al. Differences in gene expression levels between early and later stages of human lung development are opposite 
to those between normal lung tissue and non-small lung cell carcinoma. Lung cancer (Amsterdam, Netherlands) 62, 23–34, https://
doi.org/10.1016/j.lungcan.2008.02.011 (2008).

 49. Pei, Z., Zhang, X., Ji, C., Liu, S. M. & Wang, J. Transcriptomic and functional pathways analysis of ascorbate-induced cytotoxicity and 
resistance of Burkitt lymphoma. Oncotarget 7, 63950–63959, https://doi.org/10.18632/oncotarget.11740 (2016).

 50. Huang, J. T., Wang, J., Srivastava, V., Sen, S. & Liu, S. M. MicroRNA Machinery Genes as Novel Biomarkers for Cancer. Front Oncol 
4, 113, https://doi.org/10.3389/fonc.2014.00113 (2014).

 51. Cancer Genome Atlas Research Network. Comprehensive molecular profiling of lung adenocarcinoma. Nature 511, 543–550, 
https://doi.org/10.1038/nature13385 (2014).

Acknowledgements
This research was supported by a grant (201740194) from Shanghai Municipal Health and Family Planning 
Commission, Shanghai, China, a grant from the National Natural Science Foundation of China (81672383, 
81372318), a grant (16PJ1408800) from the Shanghai Pujiang Program, Shanghai, a grant (SHDC12014104) 
supported by Shanghai ShenKang Hospital Development Center for the establishment of early warning and 
emergency treatment technology for high pathogenic respiratory diseases, and a grant (15DZ2290200) from 
Shanghai Science and Technology Commission, China.

Author Contributions
J.W. and J.Z. planned overall concepts and designed experiments; L.W., Z.C., Z.P., Z.L., X.Z., D.Y., Q.X. and Y.F. 
performed experiments; Z.Z., Y.F., Y.S., W.C., X.Y.Z., J.X. and J.W. interpreted data; J.W. wrote the paper.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-31572-6.
Competing Interests: The authors declare no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2018

http://dx.doi.org/10.18632/oncotarget.3578
http://dx.doi.org/10.18632/oncotarget.3578
http://dx.doi.org/10.1016/j.lungcan.2008.02.011
http://dx.doi.org/10.1016/j.lungcan.2008.02.011
http://dx.doi.org/10.18632/oncotarget.11740
http://dx.doi.org/10.3389/fonc.2014.00113
http://dx.doi.org/10.1038/nature13385
http://dx.doi.org/10.1038/s41598-018-31572-6
http://creativecommons.org/licenses/by/4.0/

	Molecular Changes of Lung Malignancy in HIV Infection
	Results
	Patient characteristics. 
	Transcriptomic profiles in HIV-associated lung cancer. 
	Quantitative real-time polymerase chain reaction analysis (qRT-PCR) and immunohistochemical (IHC) staining analyses for val ...
	Functional networks and pathways of HIV lung cancer. 

	Discussion
	Materials and Methods
	Patients and tissue specimens. 
	RNA purification and Transcriptomic profiles. 
	Microarray data analysis and pathway analysis. 
	cBioPortal analysis of the Cancer Genome Atlas data on multiple types of cancer to determine the probability of gene expres ...
	Quantitative real-time polymerase chain reaction analysis. 
	Immunohistochemical staining. 
	Statistical analysis. 

	Acknowledgements
	Figure 1 qRT-PCR analysis of SIX1, PROM1, TFAP2A, TOX3, ADH1B, INMT and SYNPO2, mRNA Relative expression in 17 pairs of lung cancer and adjacent non-cancer tissue samples (Cont: adjacent non-cancer tissue Ca: lung cancer tissue).
	Figure 2 Immunohistochemical analysis of HIV-associated lung tumor tissue samples (squamous cell carcinoma (A,C) and invasive adenocarcinoma (B,D) stained with anti-TFAP2A (A,B) and anti-SIX1 antibodies (C,D) (original magnification ×400).
	Figure 3 HE staining of lung squamous cell carcinoma tumor tissue samples (Grade II (A) and Grade III (B) (original magnification ×200).
	Figure 4 Immunohistochemical analysis of HIV-associated lung tumor tissue samples (squamous cell carcinoma (A,C) and invasive adenocarcinoma (B,D) stained with anti-p63 (A,B) anti-TFF-1 antibodies (C,D) (original magnification ×200).
	Table 1 Clinicopathological characteristics of the patients with HIV-associated lung cancer.
	Table 2 The 52 differentially expressed genes in HIV lung cancer.
	Table 3 The Cancer Genome Atlas consortium data on the incidence of genetic alterationa of DEGs in HIV-associated lung cancer by cancer type.




