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Non-small Cell Lung Cancer Cells Modulate the Development of Human CD1c+ Conventional Dendritic Cell Subsets Mediated by CD103 and CD205
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Advanced non-small cell lung cancer (NSCLC) leads to a high death rate in patients and is a major threat to human health. NSCLC induces an immune suppressive microenvironment and escapes from immune surveillance in vivo. At present, the molecular mechanisms of NSCLC immunopathogenesis and the immune suppressive microenvironment induced by NSCLC have not been fully elucidated. Here, we focus on the effect of NSCLC cells on the development and differentiation of human CD1c+ conventional dendritic cell (DC) subsets mediated by CD205 and CD103. The peripheral blood mononuclear cells (PBMCs) were isolated from NSCLC patients and healthy donors. DCs were induced and cocultured with primary NSCLC cells or tumor cell line H1299. DCs without incubation with tumor cells are control. The protein expression of costimulatory molecules such as CD80 and CD86, HLA-DR, pro-/anti-inflammatory cytokines such as IL-10 and IL-12, and CD205 and CD103 on CD1c+ DCs was detected by flow cytometry. Our data revealed two new subpopulations of human CD1c+ DCs (CD1c+CD205+CD103+ and CD1c+CD205+CD103− DC) in healthy donors and NSCLC patients. NSCLC cells modulate the development of the CD1c+CD205+CD103+ DC and CD1c+CD205+CD103− DC subpopulations in vitro and ex vivo. NSCLC cells also suppress the expression of signal molecules such as CD40, CD80, CD86, and HLA-DR on CD1c+ DCs. In addition, the production of pro-inflammatory cytokines, including IL-12 and IL-23, is downregulated by NSCLC cells; however, the secretion of anti-inflammatory cytokines, such as IL-10 and IL-27, by CD1c+ DCs is upregulated by NSCLC cells. Our results suggest that NSCLC cells may induce immune tolerogenic DCs, which block DC-mediated anti-tumor immunity in NSCLC patients. Our data may be helpful in revealing new cellular mechanisms related to the induction of tolerogenic CD1c+ DCs by NSCLCs and the development of an immune suppressive microenvironment that causes tumor cells to escape immune surveillance. Our results indicate a potential role for CD1c+ DC subsets mediated by CD205 and CD103 in DC-mediated immunotherapy to target NSCLC in the future.
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INTRODUCTION

Non-small cell lung cancer (NSCLC) is a major type of lung cancer (1–3). The survival rate of late-stage NSCLC is very low (4). At present, the immunopathogenesis of NSCLC has not been fully elucidated (5). NSCLC cells escape from immune surveillance in vivo and induce a tumor immune suppressive microenvironment (6). The molecular mechanisms involved in the NSCLC-induced tumor immune suppressive microenvironment are still unknown (7). We focused on the effect of NSCLC cells on dendritic cell (DC)-mediated immune function in this research project. We propose that NSCLC cells may induce specific immune tolerogenic DCs and suppress DC-mediated immune responses in vivo. Our results will show that NSCLC cells inhibit the expression of signal molecules such as CD40, CD80, and CD86 on DCs. In addition, NSCLC cells also regulate the production of multiple pro- and anti-inflammatory cytokines, such as IL-6, IL-10, IL-12, IL-23, IL-27, and TGF-β, in DCs. NSCLC cells may affect the immune function of DCs mediated by these signal molecules and cytokines in vivo.

DCs are major regulatory immune cells that are necessary for adaptive and innate immunity (8, 9). DCs comprise at least two typical types: conventional DCs (cDCs) and plasmacytoid DCs (pDCs) (10, 11). In addition, DCs can also be divided into inflammatory and tolerogenic DCs according to their different immune functions (12, 13). There are at least three subsets of DCs in human peripheral blood mononuclear cells (PBMCs): CD1c+ (cDCs), CD141+ (cDCs), and CD303+ DCs (pDCs) (14). Their immune functions have not yet been fully elucidated. In this project, the effect of NSCLC cells on the expression of signal molecules and cytokine production in CD1c+ DCs was investigated. Our results suggest that NSCLC cells may induce immune tolerogenic DCs through modulating the expression and production of signal molecules and cytokines in CD1c+ DCs, which play an important role in anti-tumor immunity and immune tolerance in vivo.

CD1c+ DCs are cDCs in human peripheral blood (15). At present, the functions of the CD1c+ DC subsets in humans have not been fully elucidated (16). It is still unknown whether NSCLC cells can modulate the development and differentiation of CD1c+ DC subsets, although Stankovic et al. investigated DC composition in NSCLC patients (17). Tabarkiewicz et al. reported that the percentage of CD1c+ DCs in NSCLC patients is lower than that in healthy donors (18). It is unclear whether NSCLC cells affect the development and differentiation of CD1c+ DC subpopulations. In this study, two new subsets of CD1c+ DCs with activity mediated by CD205 and CD103 were found in both healthy donors and NSCLC patients. NSCLC cells modulate the development and differentiation of CD1c+ DC subpopulations, and this is mediated by CD205 and CD103. Our results imply that NSCLC cells may affect the immune function of CD1c+ DC subsets via regulating the expression of CD205 and CD103 on CD1c+ DCs. This is likely one aspect of the cellular mechanisms involved in the NSCLC-induced immune suppressive microenvironment in vivo.



MATERIALS AND METHODS


Patients and Healthy Donors

All patients and healthy donors were recruited via the CAS Lamvac Biotech Co., Ltd. registry and provided informed consent. PBMCs were obtained from seven patients and seven healthy donors. The cells have been collected and studied since 2017. The details of the characteristics of the NSCLC patients and healthy donors are summarized in Supplementary Table 1. All samples were tested in the CAS Lamvac Biotech Co., Ltd. Animal and Human Care facilities, and all experimental procedures were approved by the Institutional Animal and Human Care and Use Committee of Cas Lamvac Biotech Co., Ltd.



Isolation of Human PBMCs

Human blood samples (5 ml blood obtained from each person) were centrifuged at 300 g for 20 min at room temperature (RT). The plasma was transferred into a clean, labeled 15-ml conical tube for each sample with a 5-ml pipet after centrifugation. The buffy coat, including lymphocytes, was then transferred into a new clean 15-ml conical tube with a 2-ml pipet using a circular motion. The buffy coat was diluted 1:3 with 1× sterilized PBS and inverted at RT. The diluted buffy coat was then slowly and carefully transferred into 3 ml of Lympholyte-H (Cedarlane Laboratories Limited, Burlington, ON, Canada) with a 10-ml pipet at RT. The cells were then centrifuged at 800 g for 20 min at RT. The cells in the lymphocyte layer were transferred into a new 50-ml conical tube by using a 2-ml serological pipet. The lymphocytes were then diluted with 40 ml staining buffer (5% fetal bovine serum, FCS, Gibco, Grand Island, NY, USA, and 0.1% azide in 1 × sterilized PBS). The cells were then centrifuged twice at 500 g for 10 min at RT. The supernatant was decanted. The PBMCs were then diluted with 5 ml of media A (40% heated inactive human AB serum in RPMI 1640 medium, Sigma, St. Louis, MO, USA) for the FACS assay.



Freezing and Thawing of PBMCs

The total PBMCs were counted, and 3 × 106 cells were placed into each cryo-vial tube along with 0.5 ml of media A. Then, 0.5 ml of media B (20% DMSO in RPMI 1640 medium, Sigma) was added to each cryo-vial tube. The cryo-vial tubes were then sealed and placed into a cell freezing container containing isopropanol. The cells were kept at −80°C for 24 h and then put into a liquid nitrogen (LN2) canister with LN2.

When thawing frozen PBMCs, the frozen cells were quickly thawed at 37°C for 1 min. Cells were resuspended in RPMI 1640 complete medium with benzonase (25 U/ml) (Sigma). The PBMCs were then centrifuged twice at 300 g for 8 min. Finally, the cells were resuspended in 1 ml of complete RPMI 1640 medium (Gibco) without benzonase for counting, and the cell concentration was adjusted with complete RPMI 1640 medium without benzonase for the flow cytometry assay.



Human DC Culture

A total of 1 × 107 PBMCs in 5 ml of RPMI 1640 complete medium were placed into T25 flasks and incubated at 37°C with 5% CO2 for 4 h. The floating cells were removed, and the attached mononuclear cells were incubated with DC culture medium (complete medium with 1,000 IU/ml GM-CSF and 500 IU/ml IL-4, PeproTech, Rocky Hill, NJ, USA) at day 0. Half of the DC culture medium was removed on days 3 and 6. The DCs were then centrifuged twice at 300 g for 5 min. The supernatant was decanted, and the cells were resuspended in the same amount of fresh DC culture medium and placed into the same DC culture flask. The DCs were harvested at day 8 for the flow cytometry assay.



Tumor Cell Line and Primary NSCLC Cell Culture

Tumor tissues and para-carcinoma tissues were resected and sterilized. The histologically malignant tissue and para-cancerous tissue were washed with PBS three times. The tissues were cut and ground using a sterilized sieve (d = 0.075 mm). The primary human tumor cells and human H-1299 non-small lung cancer cells (Cell Bank, Chinese Academy of Sciences, P.R. China) were resuspended in RPMI 1640 complete medium for the flow cytometry assay.



Flow Cytometry Assay

For surface staining, 5 × 105 DCs were either incubated with living tumor cells or were not cocultured with tumor cells, and all cells were stained with BV 480-human CD40 (Becton Dickinson, BD; Franklin Lakes, NJ, USA), BV 650-human CD80 (Biolegend, San Diego, CA, USA), BV 605-human CD86 (BD), APC-Cy7-human CD1c (Biolegend), BV 711-human CD103 (Biolegend), BV 421-human CD205 (BD), AF 700-human HLA-DR (eBiosciences, Grand Island, NY, USA), and BV 510 lineage antibodies (Lin) (Biolegend) for 24 h at 4°C. The cells were washed twice with staining buffer (Biolegend) at 300 g for 5 min. The DCs were fixed with 0.3 ml of fixation buffer (Biolegend) per sample for 15 min in a dark room at RT. The cells were then centrifuged twice with a permeabilization buffer (Biolegend) at 800 g for 10 min. Finally, the cells were resuspended in 0.1 ml of permeabilization buffer per sample for intracellular staining.

For intracellular staining, DCs were incubated with FITC-human IL-6 (Biolegend), Pacific Blue-human IL-12 (Biolegend), BV 786-human IL-10 (BD), PE-CF594-human TGF-beta1 (BD), PE-human IL-27 (Biolegend), and eFluor 660-human IL-23p19 antibodies (eBiosciences) for 24 h at 4°C. The cells were centrifuged twice with permeabilization buffer at 800 g for 5 min and resuspended in 0.3 ml of staining buffer per sample. The cells were analyzed by a Cytek Aurora flow cytometry instrument (Cytek Biosciences Inc., Fremont, CA, USA). The flow cytometry assay data were analyzed using Flow Jo software (TreeStar, Ashland, OR, USA).



Statistical Analysis

Experimental data were analyzed by Prism software 6.0 (GraphPad Software, San Diego, CA, USA), and t-tests were conducted. The results were regarded as indicating a significant difference if the P-value was <0.05.




RESULTS

1. The development of the CD1c+CD103+CD205+ DC subset is suppressed in NSCLC patients.

Since CD103 and CD205 expression on DCs play an important role in DC-mediated immune function, NSCLC cells may affect the biological function of DCs through modulating the expression of CD103 and CD205 on DCs. To investigate whether NSCLC cells regulate the expression of CD103 and CD205 on CD1c+ DCs, PBMCs were isolated from NSCLC patients and healthy donors. The expression of CD103 and CD205 on CD1c+ DCs was detected by flow cytometry. Our experimental results demonstrated that the number of CD1c+CD205+ DCs obtained from NSCLC patients was less than the number of CD1c+CD205+ DCs isolated from healthy donors (Figure 1A). In contrast, the number of CD1c+CD103+ DCs in NSCLC patients was similar to the number of CD1c+CD103+ DCs in healthy donors (Figure 1B). In addition, the population of the CD1c+CD103+CD205+ DC subset in NSCLC patients was also less than the population of the CD1c+CD103+CD205+ DC subset in healthy donors (Figure 1C). In contrast, there was no significant difference between healthy donors and NSCLC patients in the CD1c+CD205+CD103− DC subpopulation (Figure 1D). This implies that NSCLC cells may modulate the development of the CD1c+ DC subset mediated by CD205 and CD103 in vivo.


[image: Figure 1]
FIGURE 1. The phenotypes of CD1c+ DC subsets mediated by CD103 and CD205 in NSCLC patients and healthy donors. PBMCs from NSCLC patients and healthy donors were collected and stained with human CD1c, CD103, CD205, and lineage (Lin) antibodies. Lin−CD1c+ cells were gated like those shown in Supplementary Figure 1. Protein expression of CD205 (A) and CD103 (B) on CD1c+ DCs and the frequencies of CD1c+CD205+CD103+ DCs (C) and CD1c+CD205+CD103− DCs (D) were determined. The error bars shown in this figure represent the mean and SD of quadruplicate determinations from one experiment (*P < 0.05, n = 4, t-test).


2. H-1299 tumor cells regulate the development of CD1c+ DC subsets derived from NSCLC patients mediated by CD205 and CD103.

Our data indicated that co-culture with H-1299 tumor cells modulates the development of CD1c+ DC subpopulations, which is mediated by CD205 and CD103, derived from healthy donors (Supplementary Figure 6). We proposed that H-1299 tumor cells may also regulate the differentiation of CD1c+ DC subsets isolated from NSCLC patients. To investigate this hypothesis, DCs isolated from three NSCLC patients were incubated with H-1299 tumor cells or were incubated without tumor cells as a control. The protein expression of CD205 (Figure 2A) and CD103 (Figure 2B) on CD1c+ DCs was detected by flow cytometry. Our data show that coculture with H-1299 cells upregulated the expression of CD205 but downregulated the expression of CD103 on CD1c+ DCs compared with that of those on CD1c+ DCs that were not cocultured with H-1299 tumor cells (Figures 2A,B). In addition, incubation with H-1299 tumor cells suppressed the development of the CD1c+CD205+CD103+ DC subset, but it facilitated the differentiation of the CD1c+CD205+CD103− DC subpopulation when compared with that of DCs that were not cocultured with H-1299 cells (Figures 2C,D). It can be concluded that coculture with H-1299 tumor cells modulates the development of CD1c+ DC subsets derived from NSCLC patients mediated by CD205 and CD103.


[image: Figure 2]
FIGURE 2. H-1299 tumor cells regulate the development of CD1c+ DC subpopulations derived from NSCLC patients mediated by CD205 and CD103. PBMCs from three NSCLC patients were collected and stained with human CD1c, CD103, CD205, and lineage antibodies. Lin−CD1c+ cells were gated. Protein expression of CD205 (A) and CD103 (B) on CD1c+ DCs was tested by flow cytometry. The frequencies of the CD1c+CD205+CD103+ DCs (C) and CD1c+CD205+CD103− DCs (D) were determined. The error bars shown in this figure represent the mean and SD of triplicate determinations of the frequency of CD1c+ subpopulations in three independent experiments (*P < 0.05, n = 3, t-test).


3. Primary NSCLC cells modulate the development and differentiation of CD1c+ DC subsets derived from NSCLC patients mediated by CD205 and CD103.

Our data showed that the NSCLC cell line H-1299 can modulate CD1c+ DC subset development mediated by CD205 and CD103 when they are cocultured with DCs derived from NSCLC patients (Figure 2). We hypothesized that primary NSCLC cells may also regulate the development of CD1c+ DC subpopulations through modulating the expression of CD205 and CD103 on DCs. To investigate this hypothesis, primary NSCLC cells were isolated from the cancer tissue from two NSCLC patients and cocultured with DCs derived from the same patients. The protein expression of CD205 (Figure 3A) and CD103 (Figure 3B) on CD1c+ DCs treated with primary tumor cells or without incubation with primary NSCLC cells was detected by flow cytometry. The experimental data indicate that the expression of CD205 on CD1c+ DCs was increased after coculture with primary tumor cells compared with that on CD1c+ DCs without incubation with primary NSCLC cells (Figure 3A). In contrast, CD103 expression on CD1c+ DCs incubated with primary NSCLC cells was downregulated compared with that on CD1c+ DCs without coculture with primary tumor cells (Figure 3B). In addition, coculture with primary NSCLC cells downregulated the differentiation of the CD1c+CD205+CD103+ DC subset compared with that of DCs without incubation with primary tumor cells (Figure 3C); however, incubation with primary tumor cells facilitates the development of the CD1c+CD205+CD103− DC subpopulation compared with that without coculture with primary NSCLC cells (Figure 3D). It can be concluded that primary NSCLC cells also modulate the development and differentiation of CD1c+ DC subsets derived from NSCLC patients mediated by CD205 and CD103.
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FIGURE 3. Primary NSCLC cells regulate the development of CD1c+ DC subpopulations derived from NSCLC patients mediated by CD205 and CD103. Primary tumor cells and PBMCs from two NSCLC patients were collected and stained with human CD1c, CD103, CD205, and lineage antibodies. Lin−CD1c+ cells were gated. Protein expression of CD205 (A) and CD103 (B) on CD1c+ DCs was detected by flow cytometry. The frequencies of the CD1c+CD205+CD103+ DC subset (C) and the CD1c+CD205+CD103− DC subpopulations (D) were determined. The statistical figure shows the mean of determinations of the frequency of the CD1c+ subpopulations in two independent experiments (n = 2).


4. H-1299 tumor cells suppress the expression of signal molecules on CD1c+ DCs derived from NSCLC patients.

Since our results indicate that H-1299 tumor cells downregulate the expression of CD40, CD80, CD86, and HLA-DR on CD1c+ DCs isolated from healthy donors (Supplementary Figure 4), we proposed that H-1299 cells may also block the expression of costimulatory molecules on CD1c+ DCs derived from NSCLC patients. To investigate this hypothesis, DCs isolated from three NSCLC patients were incubated with H-1299 tumor cells or were not cocultured with H-1299 cells as a control. The protein expression of CD40 (Figure 4A), CD80 (Figure 4B), CD86 (Figure 4C), and HLA-DR (Figure 4D) was detected by flow cytometry. Our results demonstrated that the expression of CD40, CD80, CD86, and HLA-DR was downregulated after coculture with H-1299 tumor cells compared with that on CD1c+ DCs that were not incubated with H-1299 cells (Figure 4). It can be concluded that H-1299 tumor cells also suppress the expression of signal molecules on CD1c+ DCs derived from NSCLC patients, similar to their effect on CD1c+ DCs isolated from healthy donors (Supplementary Figure 4).


[image: Figure 4]
FIGURE 4. H-1299 tumor cells suppress the expression of signal molecules on CD1c+ DCs derived from NSCLC patients. PBMCs were isolated from three NSCLC patients and induced the development of DCs in vitro. DCs were incubated with H-1299 tumor cells for 24 h or were not cocultured with H-1299 cells as a control. DCs were stained with human CD1c, CD40, CD80, CD86, HLA-DR, and lineage antibodies. A flow cytometry assay was conducted, and Lin−CD1c+ cells were gated. Protein expression of CD40 (A), CD80 (B), CD86 (C), and HLA-DR (D) on CD1c+ DCs is shown. The error bars indicated in this figure represent the mean and SD of triplicate determinations of the mean fluorescence identities (MFI) in three independent experiments (*P < 0.05, n = 3, t-test).


5. Primary NSCLC cells also inhibit the protein expression of signal molecules on CD1c+ DCs derived from NSCLC patients.

Our results demonstrated that coculture with H-1299 NSCLC cells leads to the downregulation of the expression of signal molecules, such as CD40, CD80, CD86, and HLA-DR, on CD1c+ DCs (Figure 4); however, H-1299 is a tumor cell line, and we are not certain whether primary NSCLC cells also suppress the expression of costimulatory molecules on DCs. To investigate whether primary NSCLC cells modulate the expression of signal molecules on CD1c+ DCs, primary tumor cells were isolated from tumor tissues of two NSCLC patients, and the primary tumor cells were incubated with DCs induced with PBMCs derived from the same patients. DCs without coculture with primary tumor cells served as a control. The protein expression of CD40 (Figure 5A), CD80 (Figure 5B), CD86 (Figure 5C), and HLA-DR (Figure 5D) on CD1c+ DCs was detected by flow cytometry. The experimental data showed that the protein expression of CD40, CD80, CD86, and HLA-DR on CD1c+ DCs was downregulated after co-culture with primary NSCLC cells compared with that on CD1c+ DCs that were not cocultured with tumor cells (Figures 5A–D). It can be concluded that primary NSCLC cells are able to downregulate the expression of CD40, CD80, CD86, and HLA-DR on CD1c+ DCs after incubation with DCs derived from the same NSCLC patients.


[image: Figure 5]
FIGURE 5. Primary NSCLC cells suppress the expression of signal molecules on CD1c+ DCs derived from NSCLC patients. Primary tumor cells were separated from tumor tissue of two NSCLC patients. PBMCs were also isolated from the same patients and induced the development of DCs in vitro. DCs were incubated with primary NSCLC cells for 24 h or were not cultured with primary tumor cells as a control. DCs were stained with human CD1c, CD40, CD80, CD86, HLA-DR, and lineage antibodies. A flow cytometry assay was conducted, and Lin−CD1c+ cells were gated. Protein expression of CD40 (A), CD80 (B), CD86 (C), and HLA-DR (D) on CD1c+ DCs is shown. The statistical figure shows the mean of duplicate determinations of the mean fluorescence identities in two independent experiments (n = 2).


6. H-1299 tumor cells modulate the production of pro- and anti-inflammatory cytokines in CD1c+ DCs isolated from NSCLC patients.

Our data showed that H-1299 cells regulate the secretion of pro- and anti-inflammatory cytokines in CD1c+ DCs derived from healthy donors compared with those that were not cocultured with H-1299 cells (Supplementary Figure 5). We hypothesized that H-1299 cells may also affect the production of pro- and anti-inflammatory cytokines in CD1c+ DCs isolated from NSCLC patients. To test this hypothesis, DCs derived from three NSCLC patients were incubated with H-1299 tumor cells. DCs without incubation with H-1299 cells served as a control. Our results demonstrate that coculture with H-1299 tumor cells leads to the upregulation of IL-6, IL-10, and IL-27 production by CD1c+ DCs compared with that by CD1c+ DCs that were not cocultured with H-1299 cells (Figures 6A,B,E). In contrast, incubation with H-1299 cells causes the downregulation of IL-12 and IL-23 production by CD1c+ DCs compared with that by CD1c+ DCs that were not cocultured with H-1299 cells (Figures 6C,D). Moreover, H-1299 cells do not affect the production of TGF-β in CD1c+ DCs compared with that in CD1c+ DCs that were not cocultured with H-1299 cells (Figure 6F). These results are the same as those obtained with CD1c+ DCs derived from healthy donors, as shown in Supplementary Figure 5. It can be concluded that H-1299 tumor cells can modulate the production of pro- and anti-inflammatory cytokines by CD1c+ DCs derived from both healthy donors and NSCLC patients.
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FIGURE 6. H-1299 tumor cells modulate the production of pro- and anti-inflammatory cytokines by CD1c+ DCs derived from NSCLC patients. PBMCs were obtained from three NSCLC patients. PBMCs were cultured in DC medium for 8 days to induce the development of DCs. DCs were stained with human CD1c, lineage, IL-6, IL-10, IL-12, IL-23 (p19), IL-27, and TGF-β antibodies. A flow cytometry assay was carried out and lin−CD1c+ cells were gated. Cytokine production, including IL-6 (A), IL-10 (B), IL-12 (C), IL-23p19 (D), IL-27 (E), and TGF-β (F), by CD1c+ DCs was determined. The error bars shown in this figure represent the mean and SD of triplicate determinations of the frequency of cytokine production by CD1c+ DCs in three independent experiments (*P < 0.05, n = 3, t-test).


7. Primary NSCLC cells modulate the production of pro- and anti-inflammatory cytokines by CD1c+ DCs derived from NSCLC patients.

Since our data show that the NSCLC cell line H-1299 regulates the secretion of multiple cytokines by CD1c+ DCs (Figure 6), we propose that primary NSCLC cells may also affect the production of pro- and anti-inflammatory cytokines by DCs in vivo. To test this hypothesis, primary NSCLC cells were isolated from tumor tissue and cocultured with DCs derived from the same NSCLC patients. DCs that are not cocultured with primary tumor cells served as a control. The production of the cytokines IL-6 (Figure 7A), IL-10 (Figure 7B), IL-12 (Figure 7C), IL-23 (Figure 7D), IL-27 (Figure 7E), and TGF-β (Figure 7F) by CD1c+ DCs was detected by flow cytometry. Our results indicate that coculture with primary NSCLC cells downregulates the production of IL-6, IL-12, and IL-23 by CD1c+ DCs compared with that of CD1c+ DCs that are not cocultured with primary tumor cells (Figures 7A,C,D). In contrast, the secretion of IL-10 and IL-27 by CD1c+ DCs is enhanced after coculture with primary NSCLC cells compared with that by DCs that are not cocultured with primary NSCLC cells (Figures 7B,E). In addition, the experimental data demonstrate that the production of TGF-β by CD1c+ DCs incubated with primary tumor cells is similar to that by CD1c+ DCs that are not cocultured with primary tumor cells (Figure 7F). Since pro- and anti-inflammatory cytokines produced by DCs play an important role in regulating innate and adaptive immunity, our results suggest that primary NSCLC cells may affect DC-mediated immune function via modulating the production of pro- and anti-inflammatory cytokines in vivo. In addition, we also observed the expression of costimulatory molecules and production of pro-/anti-inflammatory cytokines by DCs derived from healthy donors and NSCLC patients (Supplementary Figures 2, 3). The data of absolute numbers of DC subsets mediated by CD103 and CD205 were shown in Supplementary Figure 7 (Supplementary Results).
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FIGURE 7. Primary NSCLC cells modulate the production of pro- and anti-inflammatory cytokines by CD1c+ DCs derived from two NSCLC patients. Primary tumor cells and PBMCs were isolated from the same NSCLC patients. PBMCs were cultured in DC medium for 8 days to induce the development of DCs. DCs were stained with human CD1c, lineage, IL-6, IL-10, IL-12, IL-23 (p19), IL-27, and TGF-β antibodies. A flow cytometry assay was carried out, and lin−CD1c+ cells were gated. The cytokine production of IL-6 (A), IL-10 (B), IL-12 (C), IL-23 (p19) (D), IL-27 (E), and TGF-β (F) by CD1c+ DCs was determined. The statistical figure shows the mean of duplicate determinations of cytokine production by CD1c+ DCs in two independent experiments (n = 2).




DISCUSSION

We investigated the effect of NSCLC cells on development of CD1c+ cDCs that are reported as one of three DC populations in human peripheral blood in Ziegler-Heitbrock et al. (14). Granot et al. reported that CD1c+ DCs are the major typical DCs in lung-draining lymph nodes. CD1c+ DCs play an important role in immune surveillance in local lung tissue (19). It is unclear whether NSCLC cells affect the immune function of CD1c+ DCs in vivo. Recent research has indicated that there are multiple subsets of CD1c+ DCs in humans. For example, Borriello et al. found that human CD14+CD1c+ DCs were induced by lipopolysaccharide (LPS) stimulation (20). De Monte et al. found that CD1c+ CD207+ DCs were present in human tonsils (21). Data from Zaba demonstrated that CD11c+ CD1c+ DCs were found in the upper dermis and could activate T cells (22). Since CD1c+ DCs play an important role in innate and adaptive immunity (15, 23), it is necessary to reveal the effect of NSCLC on the differentiation of CD1c+ DC subsets.

Two new CD1c+ DC subsets (lin−CD1c+CD205+CD103+ DCs and lin−CD1c+CD205+CD103− DCs) were identified in healthy donors and NSCLC patients (Figures 1C,D). Coculture with NSCLC cells led to the suppression of the development of the lin−CD1c+CD205+CD103+ DC subset (Figure 2C). At present, the immune function of lin−CD1c+CD205+CD103+ DCs is still unknown. CD205 is expressed on DCs and is a recognition receptor for necrotic and apoptotic cells (24). CD205+ DCs engulf target cells through the CD205-mediated endocytosis pathway and present antigen epitopes to CD4+ and CD8+ T cells for recognition (25–27). The number of lin−CD1c+CD205+ DCs in NSCLC patients was lower than that in healthy donors (Figure 1A). Our results imply that there are fewer CD205+ DCs in NSCLC patients. This may decrease the efficiency of the endocytosis of apoptotic and necrotic tumor cells by DCs, which may reduce antigen presentation that induces CD4+/CD8+ T cell-mediated anti-tumor immunity.

Interestingly, Yamazaki et al. reported that CD8+CD205+ splenic DCs facilitate the development of regulatory T cells (Tregs) (28). Since there are more Tregs in NSCLC patients than in healthy people (29) and our data indicate that coculture with NSCLC cells elicits the development of lin−CD1c+CD205+ DCs (Figure 2A), NSCLC cells may facilitate the differentiation of Tregs via modulating the development of lin−CD1c+CD205+ DCs in vivo.

CD103+ DCs play an important role in the induction of anti-tumor immunity. For instance, Mittal et al. found that CD103+ DCs produce IL-12 via a basic leucine zipper ATF-like transcription factor 3 (BATF3)-mediated pathway to activate NK cells and inhibit tumor metastasis (30). Our results demonstrated that coculture with NSCLC cells blocks the development of lin−CD1c+CD103+ DCs (Figure 2B). These results suggest that NSCLC cells may inhibit NK cell-mediated anti-tumor immunity through suppressing the immune function of lin−CD1c+CD103+ DCs in vivo.

Interestingly, NSCLC cells elicit the development of lin−CD1c+CD205+CD103+ DCs derived from healthy donors (Supplementary Figure 2C) but inhibit the differentiation of lin−CD1c+CD205+CD103+ DCs derived from NSCLC patients (Figures 2C, 3C). Our results imply that DCs in NSCLC patients may be different from those isolated from healthy donors. Their biological function may be blocked due to the NSCLC-induced immune suppressive microenvironment. Future work needs to be conducted to determine the reason why NSCLC cells have different effects on the development of the CD1c+ DC subsets isolated from NSCLC patients and healthy donors.

DCs regulate immune function via the Signal 1, 2, and 3 transduction pathways. MHC I and II molecules on DCs bind to CTL epitopes and associate with T cell receptors (TCRs) for target cell recognition (Signal 1) (31). Furthermore, there are multiple costimulatory molecules, such as CD80 and CD86, expressed on DCs. These signal molecules bind to ligands expressed on T cells to modulate T cell activation (Signal 2) (32). For example, CD40 expressed on DCs binds to CD40L presented on T cells to initiate T cell-mediated immune responses. CD80 and CD86 expressed on DCs bind to CD28 and CD152 presented on T cells to induce T cell proliferation and are necessary for T cell survival (32, 33). In addition, DCs also produce cytokines to modulate the activation of immune cells (Signal 3) (34, 35). These are the molecular basis of the central role played by DCs in regulating the biological function of the immune system.

It is still unclear whether NSCLC cells can affect DC-mediated immune responses through regulating the protein expression of signal molecules expressed on DCs. We systemically investigated the effect of NSCLC cells on the expression of Signal 1-, 2-, and 3-associated molecules on CD1c+ DCs (Figures 4–7). Coculture with NSCLC cells leads to the downregulation of the expression of CD40, CD80, CD86, and HLA-DR on human CD1c+ DCs (Figures 4, 5). The biological features of NSCLC-incubated DCs are similar to those of tolerogenic DCs, which have been previously used for DC-mediated immunotherapy to target autoimmune diseases (36–43). Our results suggest that NSCLC cells may be able to induce tolerogenic DCs with the low expression of costimulatory molecules and MHCs so that DC-mediated immune responses that are dependent on Signal 1-, 2-, and 3-associated molecules expressed on DCs are inhibited. NSCLC-induced tolerogenic DC subsets may function as part of the cellular mechanism involved in the NSCLC-mediated immune suppressive microenvironment in vivo.

DCs also produce multiple cytokines to modulate immune responses (44). For example, DCs secrete several pro-inflammatory cytokines, including IL-6, IL-12, and IL-23, to facilitate T cell-mediated immune responses (45). Nizzoli et al. reported that human CD1c+ DCs activate cytotoxic T lymphocytes via IL-12 produced by CD1c+ DCs (46). Aliahmadi et al. found that human Langerhans cells with activation of the Toll-like receptor 2-mediated signal transduction pathway facilitate the development of T helper 17 (Th17) cells through the IL-1-beta, IL-23, and TGF-beta-mediated signal transduction pathways (47). Since NSCLC cells downregulate the production of IL-12 and IL-23 in CD1c+ DCs (Figures 6C,D), tolerogenic CD1c+ DCs may block T cell-mediated anti-tumor immunity via suppressing the production of IL-12 and IL-23 by CD1c+ DCs, which are necessary for T cell activation in vivo.

Both pro-inflammatory cytokines and anti-inflammatory cytokines can be produced by DCs (45). For example, DCs secrete IL-10, IL-27, and TGF-beta to modulate CD8+ and CD4+ T cell-mediated immune responses (34). Nizzoli et al. reported that CD1c+ DCs shape naive CD8+ T cell priming via IL-10-mediated signaling produced by CD1c+ DCs (48). Tsoumakidou et al. found that tolerogenic CD1c+ DCs derived from chronic obstructive pulmonary diseases (COPD) induce the generation of CD4+ Tregs through IL-10- and IL-27-induced costimulatory ligands (49). It is known that there are more Tregs in NSCLC patients (29). Since NSCLC cells facilitate the production of IL-10 and IL-27 in CD1c+ DCs (Figures 6B,E), NSCLC cells may block the activity of CD8+ T cells and elicit the development of CD4+ Tregs through IL-10 and IL-27 produced by CD1c+ DCs in vivo. This may be one aspect of the cellular and molecular mechanisms involved in the NSCLC-mediated immune suppressive microenvironment in NSCLC patients. We will conduct further studies of CD1c+ DC subset-mediated T cell responses in the future.

It is still unclear how NSCLC cells modulate the development of CD1c+ cDC subsets mediated by CD103 and CD205. It has been known that NSCLC cells can produce anti-inflammatory cytokines such as IL-10 and TGF-β, which may lead to tumor tolerance in NSCLC patients. In addition, NSCLC cells facilitate the production of TGF-β by DCs and elicit the development of Treg in NSCLC patients so that the immune function of patients is inhibited. This probably is one of the mechanisms of immune suppressive microenvironment mediated by NSCLC in vivo. We will continue to investigate the molecular mechanisms of NSCLC-induced immune tolerogenic CD1c+ DC subsets mediated by CD103 and CD205 in the future so that the cellular mechanisms of NSCLC-mediated immune suppressive micro-environment can be further elucidated.

In summary, we investigated the effect of NSCLC on the development of CD1c+ DC subsets mediated by CD205 and CD103 in this project. We identified two new subpopulations of CD1c+ DCs: lin−CD1c+CD205+CD103+ DCs and lin−CD1c+CD205+CD103− DCs. NSCLC cells specifically suppress the development of lin−CD1c+CD205+CD103+ DCs. In addition, NSCLC cells downregulate the expression of costimulatory molecules (CD80 and CD86) and pro-inflammatory cytokines (IL-12 and IL-23); however, NSCLC cells facilitate the secretion of anti-inflammatory cytokines (IL-10) in CD1c+ DCs. It can be concluded that NSCLC cells may induce the production of a tolerogenic CD1c+ DC subset and thereby block anti-tumor immunity in vivo. Tolerogenic CD1c+ DC subsets mediated by CD205 and CD103 may play an important role in the NSCLC-induced immune suppressive microenvironment.



DATA AVAILABILITY STATEMENT

The datasets generated for this study are available on request to the corresponding author.



ETHICS STATEMENT

The studies involving human participants were reviewed and approved by Cas-lamvac Biotech Co., Ltd. The patients/participants provided their written informed consent to participate in this study.



AUTHOR CONTRIBUTIONS

YL, WX, YG, XChang, GW, and ZR conducted the experiments. LQ and XChen analyzed data and supervised project. FZ designed the experiments, supervised the research, and wrote the manuscript.



FUNDING

This research was sponsored by the Open Project of the State Key Laboratory of Respiratory Disease (Grant No. SKLRD-OP-201806). The source of this grant was applied to the design of the study, collection, analysis, and interpretation of data and the manuscript pencraft. FZ, XChen, and LQ were funded by the Program Grant of Guangzhou Innovation Leading Team in Sciences and Technologies (2018). The source of this grant was applied to the living allowance; the design of the study; collection, analysis, and interpretation of data; and the manuscript penmanship.



ACKNOWLEDGMENTS

We kindly appreciate Dr. Yongbin Ge, Dr. Suyi Zhang, and Mrs. Xiaojing Hu in the clinical trial team of CAS Lamvac Biotech Co., Ltd. for providing clinical samples.



SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fimmu.2019.02829/full#supplementary-material



ABBREVIATIONS

APC, Allophycocyanin; CD, Cluster of differentiation; COPD, Chronic obstructive pulmonary diseases; DC, Dendritic cell; FCS, Fetal Calf Serum; Fig, Figure; GM–CSF, Granulocyte-macrophage colony-stimulating factor; IL, Interleukin; Lin, Lineage; LPS, Lipopolysaccharide; 2-ME, 2-mercaptoethanol; NSCLC, Non-small cell lung cancer; PBS, Phosphate-buffered saline; PBMCs, Peripheral blood mononuclear cells; SD, Standard deviation; SEM, Standard error of arithmetic mean; Th, Helper T cells; Tregs, Regulatory T cells.



REFERENCES

 1. O'Callaghan DS, O'Donnell D, O'Connell F, O'Byrne KJ. The role of inflammation in the pathogenesis of non-small cell lung cancer. J Thorac Oncol. (2010) 5:2024–36. doi: 10.1097/JTO.0b013e3181f387e4

 2. Raso MG, Wistuba II. Molecular pathogenesis of early-stage non-small cell lung cancer and a proposal for tissue banking to facilitate identification of new biomarkers. J Thorac Oncol. (2007) 2:S128–35. doi: 10.1097/JTO.0b013e318074fe42

 3. Rudin CM, Poirier JT, Byers LA, Dive C, Dowlati A, George J, et al. Molecular subtypes of small cell lung cancer: a synthesis of human and mouse model data. Nat Rev Cancer. (2019) 19:289–97. doi: 10.1038/s41568-019-0133-9

 4. Hu-Lieskovan S, Lisberg A, Zaretsky JM, Grogan TR, Rizvi H, Wells DK, et al. Tumor characteristics associated with benefit from pembrolizumab in advanced non-small cell lung cancer. Clin Cancer Res. (2019) 25:5061–68. doi: 10.1158/1078-0432.CCR-18-4275

 5. Dong J, Li B, Zhou Q, Huang D. Advances in evidence-based medicine for immunotherapy of non-small cell lung cancer. J Evid Based Med. (2018) 11:278–87. doi: 10.1111/jebm.12322

 6. Bouillez A, Adeegbe D, Jin C, Hu X, Tagde A, Alam M, et al. MUC1-C promotes the suppressive immune microenvironment in non-small cell lung cancer. Oncoimmunology. (2017) 6:e1338998. doi: 10.1080/2162402X.2017.1338998

 7. Schneider T, Hoffmann H, Dienemann H, Schnabel PA, Enk AH, Ring S, et al. Non-small cell lung cancer induces an immunosuppressive phenotype of dendritic cells in tumor microenvironment by upregulating B7-H3. J Thorac Oncol. (2011) 6:1162–8. doi: 10.1097/JTO.0b013e31821c421d

 8. Patente TA, Pelgrom LR, Everts B. Dendritic cells are what they eat: how their metabolism shapes T helper cell polarization. Curr Opin Immunol. (2019) 58:16–23. doi: 10.1016/j.coi.2019.02.003

 9. Patente TA, Pinho MP, Oliveira AA, Evangelista GCM, Bergami-Santos PC, Barbuto JAM. Human dendritic cells: their heterogeneity and clinical application potential in cancer immunotherapy. Front Immunol. (2018) 9:3176. doi: 10.3389/fimmu.2018.03176

 10. Cancel JC, Crozat K, Dalod M, Mattiuz R. Are conventional type 1 dendritic cells critical for protective antitumor immunity and how? Front Immunol. (2019) 10:9. doi: 10.3389/fimmu.2019.00009

 11. Reizis B. Plasmacytoid dendritic cells: development, regulation, and function. Immunity. (2019) 50:37–50. doi: 10.1016/j.immuni.2018.12.027

 12. Eidsmo L, Martini E. Human langerhans cells with pro-inflammatory features relocate within psoriasis lesions. Front Immunol. (2018) 9:300. doi: 10.3389/fimmu.2018.00300

 13. Phillips BE, Garciafigueroa Y, Engman C, Trucco M, Giannoukakis N. Tolerogenic dendritic cells and T-regulatory cells at the clinical trials crossroad for the treatment of autoimmune disease; emphasis on type 1 diabetes therapy. Front Immunol. (2019) 10:148. doi: 10.3389/fimmu.2019.00148

 14. Ziegler-Heitbrock L, Ancuta P, Crowe S, Dalod M, Grau V, Hart DN, et al. Nomenclature of monocytes and dendritic cells in blood. Blood. (2010) 116:e74–80. doi: 10.1182/blood-2010-02-258558

 15. Jin JO, Zhang W, Du JY, Yu Q. BDCA1-positive dendritic cells (DCs) represent a unique human myeloid DC subset that induces innate and adaptive immune responses to Staphylococcus aureus infection. Infect Immun. (2014) 82:4466–76. doi: 10.1128/IAI.01851-14

 16. Woodberry T, Loughland JR, Minigo G, Burel JG, Amante FH, Piera KA, et al. Early immune regulatory changes in a primary controlled human plasmodium vivax infection: CD1c(+) myeloid dendritic cell maturation arrest, induction of the kynurenine pathway, and regulatory T cell activation. Infect Immun. (2017) 85:e00986–16. doi: 10.1128/IAI.00986-16

 17. Stankovic B, Bjorhovde HAK, Skarshaug R, Aamodt H, Frafjord A, Muller E, et al. Immune cell composition in human non-small cell lung cancer. Front Immunol. (2018) 9:3101. doi: 10.3389/fimmu.2018.03101

 18. Tabarkiewicz J, Rybojad P, Jablonka A, Rolinski J. CD1c+ and CD303+ dendritic cells in peripheral blood, lymph nodes and tumor tissue of patients with non-small cell lung cancer. Oncol Rep. (2008) 19:237–43. doi: 10.3892/or.19.1.237

 19. Granot T, Senda T, Carpenter DJ, Matsuoka N, Weiner J, Gordon CL, et al. Dendritic cells display subset and tissue-specific maturation dynamics over human life. Immunity. (2017) 46:504–15. doi: 10.1016/j.immuni.2017.02.019

 20. Borriello F, Iannone R, Di Somma SommaS, Vastolo V, Petrosino G, Visconte F, et al. Lipopolysaccharide-elicited TSLPR expression enriches a functionally discrete subset of human CD14(+) CD1c(+) monocytes. J Immunol. (2017) 198:3426–35. doi: 10.4049/jimmunol.1601497

 21. De Monte A, Olivieri CV, Vitale S, Bailleux S, Castillo L, Giordanengo V, et al. CD1c-related DCs that express CD207/langerin, but are distinguishable from langerhans cells, are consistently present in human tonsils. Front Immunol. (2016) 7:197. doi: 10.3389/fimmu.2016.00197

 22. Zaba LC, Fuentes-Duculan J, Steinman RM, Krueger JG, Lowes MA. Normal human dermis contains distinct populations of CD11c+BDCA-1+ dendritic cells and CD163+FXIIIA+ macrophages. J Clin Invest. (2007) 117:2517–25. doi: 10.1172/JCI32282

 23. Heger L, Balk S, Luhr JJ, Heidkamp GF, Lehmann CHK, Hatscher L, et al. CLEC10A Is a specific marker for human CD1c(+) dendritic cells and enhances their toll-like receptor 7/8-induced cytokine secretion. Front Immunol. (2018) 9:744. doi: 10.3389/fimmu.2018.00744

 24. Cao L, Chang H, Shi X, Peng C, He Y. Keratin mediates the recognition of apoptotic and necrotic cells through dendritic cell receptor DEC205/CD205. Proc Natl Acad Sci USA. (2016) 113:13438–43. doi: 10.1073/pnas.1609331113

 25. Dhodapkar MV, Sznol M, Zhao B, Wang D, Carvajal RD, Keohan ML, et al. Induction of antigen-specific immunity with a vaccine targeting NY-ESO-1 to the dendritic cell receptor DEC-205. Sci Transl Med. (2014) 6:232ra251. doi: 10.1126/scitranslmed.3008068

 26. Njongmeta LM, Bray J, Davies CJ, Davis WC, Howard CJ, Hope JC, et al. CD205 antigen targeting combined with dendritic cell recruitment factors and antigen-linked CD40L activation primes and expands significant antigen-specific antibody and CD4(+) T cell responses following DNA vaccination of outbred animals. Vaccine. (2012) 30:1624–35. doi: 10.1016/j.vaccine.2011.12.110

 27. Shrimpton RE, Butler M, Morel AS, Eren E, Hue SS, Ritter MA. CD205 (DEC-205): a recognition receptor for apoptotic and necrotic self. Mol Immunol. (2009) 46:1229–39. doi: 10.1016/j.molimm.2008.11.016

 28. Yamazaki S, Dudziak D, Heidkamp GF, Fiorese C, Bonito AJ, Inaba K, et al. CD8+ CD205+ splenic dendritic cells are specialized to induce Foxp3+ regulatory T cells. J Immunol. (2008) 181:6923–33. doi: 10.4049/jimmunol.181.10.6923

 29. Qiu J, Che G, Liu F, Sha X, Ju S, Ma H, et al. The detection and clinical significance of peripheral regulatory CD4(+)CD25(hi)CD127(low) T cells in patients with non-small cell lung cancer. Clin Transl Oncol. (2019) 21:1343–7. doi: 10.1007/s12094-019-02063-5

 30. Mittal D, Vijayan D, Putz EM, Aguilera AR, Markey KA, Straube J, et al. Interleukin-12 from CD103(+) Batf3-dependent dendritic cells required for NK-cell suppression of metastasis. Cancer Immunol Res. (2017) 5:1098–108. doi: 10.1158/2326-6066.CIR-17-0341

 31. Joffre OP, Segura E, Savina A, Amigorena S. Cross-presentation by dendritic cells. Nat Rev Immunol. (2012) 12:557–69. doi: 10.1038/nri3254

 32. Bordon Y. T cell responses: a dendritic cell designed for two. Nat Rev Immunol. (2013) 13:844–5. doi: 10.1038/nri3560

 33. David R. Dendritic cells: the true face of migratory DCs. Nat Rev Immunol. (2014) 14:649. doi: 10.1038/nri3741

 34. Eisenbarth SC. Dendritic cell subsets in T cell programming: location dictates function. Nat Rev Immunol. (2019) 19:89–103. doi: 10.1038/s41577-018-0088-1

 35. Worbs T, Hammerschmidt SI, Forster R. Dendritic cell migration in health and disease. Nat Rev Immunol. (2017) 17:30–48. doi: 10.1038/nri.2016.116

 36. Zhou F, Ciric B, Li H, Yan Y, Li K, Cullimore M, et al. IL-10 deficiency blocks the ability of LPS to regulate expression of tolerance-related molecules on dendritic cells. Eur J Immunol. (2012) 42:1449–58. doi: 10.1002/eji.201141733

 37. Zhou F, Ciric B, Zhang GX, Rostami A. Immune tolerance induced by intravenous transfer of immature dendritic cells via up-regulating numbers of suppressive IL-10(+) IFN-γ(+)-producing CD4(+) T cells. Immunol Res. (2013) 56:1–8. doi: 10.1007/s12026-012-8382-7

 38. Zhou F, Ciric B, Zhang GX, Rostami A. Immunotherapy using lipopolysaccharide-stimulated bone marrow-derived dendritic cells to treat experimental autoimmune encephalomyelitis. Clin Exp Immunol. (2014) 178:447–58. doi: 10.1111/cei.12440

 39. Zhou F, Lauretti E, di Meco A, Ciric B, Gonnella P, Zhang GX, et al. Intravenous transfer of apoptotic cell-treated dendritic cells leads to immune tolerance by blocking Th17 cell activity. Immunobiology. (2013) 218:1069–76. doi: 10.1016/j.imbio.2013.02.003

 40. Zhou F, Zhang GX, Rostami A. 3G11 expression in CD4+ T cell-mediated autoimmunity and immune tolerance. Int Immunopharmacol. (2011) 11:593–6. doi: 10.1016/j.intimp.2010.11.005

 41. Zhou F, Zhang GX, Rostami A. Apoptotic cell-treated dendritic cells induce immune tolerance by specifically inhibiting development of CD4(+) effector memory T cells. Immunol Res. (2016) 64:73–81. doi: 10.1007/s12026-015-8676-7

 42. Zhou F, Zhang GX, Rostami A. LPS-treated bone marrow-derived dendritic cells induce immune tolerance through modulating differentiation of CD4(+) regulatory T cell subpopulations mediated by 3G11 and CD127. Immunol Res. (2017) 65:630–8. doi: 10.1007/s12026-016-8881-z

 43. Zhou F, Zhang GX, Rostami A. Distinct role of IL-27 in immature and LPS-induced mature dendritic cell-mediated development of CD4(+) CD127(+)3G11(+) regulatory T cell subset. Front Immunol. (2018) 9:2562. doi: 10.3389/fimmu.2018.02562

 44. Trombetta ES, Mellman I. Cell biology of antigen processing in vitro and in vivo. Annu Rev Immunol. (2005) 23:975–1028. doi: 10.1146/annurev.immunol.22.012703.104538

 45. Steinman RM. Decisions about dendritic cells: past, present, and future. Annu Rev Immunol. (2012) 30:1–22. doi: 10.1146/annurev-immunol-100311-102839

 46. Nizzoli G, Krietsch J, Weick A, Steinfelder S, Facciotti F, Gruarin P, et al. Human CD1c+ dendritic cells secrete high levels of IL-12 and potently prime cytotoxic T-cell responses. Blood. (2013) 122:932–42. doi: 10.1182/blood-2013-04-495424

 47. Aliahmadi E, Gramlich R, Grutzkau A, Hitzler M, Kruger M, Baumgrass R, et al. TLR2-activated human langerhans cells promote Th17 polarization via IL-1beta, TGF-beta and IL-23. Eur J Immunol. (2009) 39:1221–30. doi: 10.1002/eji.200838742

 48. Nizzoli G, Larghi P, Paroni M, Crosti MC, Moro M, Neddermann P, et al. IL-10 promotes homeostatic proliferation of human CD8(+) memory T cells and, when produced by CD1c(+) DCs, shapes naive CD8(+) T-cell priming. Eur J Immunol. (2016) 46:1622–32. doi: 10.1002/eji.201546136

 49. Tsoumakidou M, Tousa S, Semitekolou M, Panagiotou P, Panagiotou A, Morianos I, et al. Tolerogenic signaling by pulmonary CD1c+ dendritic cells induces regulatory T cells in patients with chronic obstructive pulmonary disease by IL-27/IL-10/inducible costimulator ligand. J Allergy Clin Immunol. (2014) 134:944–54.e8. doi: 10.1016/j.jaci.2014.05.045

Conflict of Interest: YL, WX, YG, XChang, GW, ZR, LQ, XChen, and FZ were employed by the CAS Lamvac Biotech Co., Ltd.

Copyright © 2019 Lu, Xu, Gu, Chang, Wei, Rong, Qin, Chen and Zhou. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.



OPS/images/fimmu-10-02829-g005.gif





OPS/images/fimmu-10-02829-g006.gif





OPS/images/fimmu-10-02829-g003.gif





OPS/images/fimmu-10-02829-g004.gif
ks
e





OPS/images/fimmu-10-02829-g007.gif





OPS/xhtml/Nav.xhtml




Contents





		Cover



		Non-small Cell Lung Cancer Cells Modulate the Development of Human CD1c+ Conventional Dendritic Cell Subsets Mediated by CD103 and CD205



		Introduction



		Materials and Methods



		Patients and Healthy Donors



		Isolation of Human PBMCs



		Freezing and Thawing of PBMCs



		Human DC Culture



		Tumor Cell Line and Primary NSCLC Cell Culture



		Flow Cytometry Assay



		Statistical Analysis







		Results



		Discussion



		Data Availability Statement



		Ethics Statement



		Author Contributions



		Funding



		Acknowledgments



		Supplementary Material



		Abbreviations



		References

















OPS/images/cover.jpg
’ frontiers
in Immunology

Non-small Cell Lung Cancer Cells
Modulate the Development of
Human CD1c* Conventional
Dendritic Cell Subsets Mediated by
CD103 and CD205





OPS/images/fimmu-10-02829-g001.gif





OPS/images/fimmu-10-02829-g002.gif









OPS/images/crossmark.jpg
©

2

i

|





OPS/images/logo.jpg
, frontiers
in Immunology





