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Background

FAS-associated death structural domain (FADD) proteins are important proteins that regulate apoptosis and are also involved in many nonapoptotic pathways in tumors. However, how dysregulated FADD affects the development of lung adenocarcinoma (LUAD) remains unknown.





Method

Transcriptome profiles and corresponding clinical information of LUAD patients were convened from different databases, and the results were validated by qRT−PCR and cell counting kit-8 using LUAD cell lines. Potential associations between FADD and tumor malignancy, the immune microenvironment, genomic stability, and treatment sensitivity in LUAD patients were revealed by systematic bioinformatics analysis.





Results

FADD was significantly overexpressed in LUAD, and patients with higher expression levels of FADD had a worse prognosis and more advanced tumor stage. Functional analysis revealed that elevated expression of FADD was associated with cell cycle dysregulation, angiogenesis, and metabolic disturbances. In addition, overexpression of FADD was associated with a higher infiltration of suppressive immune cells. From a single-cell perspective, cells with lower FADD expression are more active in immune-related pathways. FADD was associated with more genomic mutations, especially TP53. Patients with high FADD expression are more likely to benefit from conventional chemotherapy, while those with low FADD expression are more suitable for immunotherapy.





Conclusions

Upregulated FADD is associated with worse prognosis, immune exhaustion, and tumor malignancy in LUAD patients. In addition, FADD can be an efficient indicator for assessing sensitivity to chemotherapy and immunotherapy. Therefore, FADD has the potential to serve as a new target for precision medicine and targeted therapy for LUAD.
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Introduction

Lung cancer is currently one of the most common malignancies worldwide and is the leading cause of death due to cancer (1). In particular, lung adenocarcinoma (LUAD) is the most common histopathological type of lung cancer, accounting for approximately more than half of all diagnosed lung cancer cases (2). In recent years, the incidence and mortality rates of LUAD have remained elevated, although advances in medical technology and clinical protocols have driven advances in diagnostic and therapeutic approaches (2). One of the biggest existing challenges is that the symptoms of early-stage LUAD are not obvious, resulting in many patients being diagnosed at an advanced stage and unfortunately missing the best opportunity for treatment. Fortunately, the development of molecularly targeted drugs and immunotherapies has led to more possibilities for the treatment of advanced LUAD (3). In addition, big data approaches and technologies of whole genome precision sequencing have provided breakthrough tools for the study of the pathogenesis and progression of LUAD, offering the possibility of individualized precision medicine (4). However, despite some advances, prevention, early diagnosis and treatment of LUAD still face great challenges due to its complexity and heterogeneity.

FADD (Fas-associated death domain protein) is an intracellular protein that plays a key role in the process of programmed cell death or apoptosis (5). FADD interacts with various proteins through its death domain (DD) and death effector domain (DED), leading to the activation of the caspase protein family and ultimately inducing apoptosis (6). In many cases, excessive activity or inhibition of FADD can have an effect on cell survival, especially in cases of cancer, immune diseases, and viral infections (7). For example, FADD expression may be increased in certain types of solid tumors (such as LUAD, glioma, and hepatocellular carcinoma), which may lead to enhanced cell death signaling and prevent the growth of cancer cells (8). Conversely, deletion or decreased expression of FADD may lead to cellular resistance to apoptotic signaling, which can lead to tumor development and growth (8). For example, FADD expression levels may be decreased in certain types of cancer, which may lead to resistance of tumor cells to apoptotic signaling (5). In these cases, restoring or increasing the expression of FADD may help restore sensitivity to apoptotic signals and stop further tumor development (5).

Immunotherapy is a revolutionary approach to cancer treatment designed to attack cancer cells by enhancing or altering the patient’s own immune system (9). FADD may influence the immune system’s response to cancer by regulating T-cell activity and viability (10). For example, the absence or loss of function of FADD may lead to reduced T-cell activity, which in turn may affect the effectiveness of immunotherapy (10, 11). In other studies, FADD activity has also been found to be associated with the immune escape mechanism of cancer cells. For example, certain types of cancer may resist apoptosis mediated by cytotoxic T cells or natural killer cells by reducing FADD activity (12). In recent years, studies targeting FADD have provided many important insights into its function and regulatory mechanisms, as well as the possibility of designing potential therapeutic strategies for cancer and other diseases (8). However, further studies are still needed to fully understand the specific role of FADD in cellular physiological and pathological processes.

Based on multiple LUAD datasets and a pancancer database, this study systematically explored the potential of FADD as an oncogene and prognostic marker. The correlation of FADD expression with the prognosis of LUAD patients, potential pathogenic mechanisms, dysregulated biological pathways, immune exhaustion, genomic instability, and therapeutic sensitivity was further evaluated. Our study aims to provide potential evidence to support novel precision medicine and targeted therapies for LUAD.





Material and methods




Data access and processing

We collected compliant LUAD sequencing datasets from two different databases. First, the count matrix of the TCGA-LUAD dataset, the maf format files of genomic mutant sites, and the corresponding clinical information were collected from the UCSC-Xena database (https://xena.ucsc.edu/). We included only patients without missing clinical information, containing a total of 492 LUAD patients, and used the count matrix as a development cohort after normalizing it to a transcripts per kilobase million (TPM) matrix. In addition, we collected the pancancer dataset from UCSC Xena. Three compliant LUAD datasets were retrieved from the GEO database (http://www.ncbi.nlm.nih.gov/geo/) and convened: GSE30219 (GPL570 Platform), GSE42127 (GPL6884 Platform), and GSE72094 (GPL15048 Platform). After including patients diagnosed with LUAD among them, the “sva” package was used to integrate the three datasets to remove batch effects between platforms (13), resulting in a meta-GEO dataset of 615 patients with LUAD for external validation. Finally, the single-cell dataset GSE131907 of LUAD was collected without additional processing and analyzed according to the original parameters (14). We used the “seurat” package to preprocess and analyze the single-cell data. In short, we log-normalized the data by “NormalizeData”. Subsequently, 1500 feature variables in the dataset were identified by “FindVariableFeatures”. PCA analysis was performed on the data set based on the 1500 feature variables. Finally, neighbors and cell clusters were identified by the first 40 principal components.





Cell culture and transfection

We obtained two lung cancer cell lines (HCC827 and A849) and a normal lung epithelial cell line (16HBE) from GAINING-Bioscience (China). These cells were cultured in DMEM (Biological, Israel) supplemented with 10% heat-inactivated FBS, 1% penicillin, and 1% streptomycin. The cells were grown at a constant temperature of 37°C and with 5% CO2. We used Lipofectamine 8000 reagent (Invitrogen, USA) for transient transfection of siRNA according to the manufacturer’s instructions, aiming to suppress the expression of specific genes. The siRNAs used and their corresponding blank controls were as follows: si-FADD: GGAAGAAGACCTGTGTGCAGCATTT; siNC: GGAAGAAGTCCGTGTCGACAGATTT.





qRT−PCR

Whole RNA was extracted using TRIzol reagent (Invitrogen, CA, USA) according to the instructions. cDNA of FADD was amplified according to the following primers: Forward: CATCTACCTCCGAAGCGTCC; Reverse: GGGCTACCTTCCTGGAGAGA. The 7500 Fast Real-time PCR system (Thermo Fisher, USA) was used for gene quantification according to the instructions, and the internal reference was GAPDH.





Cell counting Kit-8 assay

Following the operating manual of the kit, we applied the Cell Counting Kit-8 (CCK-8, Bioss, China) to detect the growth activity of various LUAD cell lines. An enzyme-linked immuno-absorbance assay (BioTek, USA) was used to reflect the cell numbers by measuring the absorbance at 450 nm during cell growth.





FADD-related functional enrichment

To assess the significant biological pathways of subgroups with different levels of FADD, we first identified significantly differentially expressed genes (DEGs) among FADD subgroups based on a threshold of fold change>2 and adjusted p value<0.05 utilizing the “limma” package. Functional annotation and enrichment analysis of DEGs were achieved through the Metascape online database (https://metascape.or). The differentially enriched pathways among different FADD subgroups were subsequently analyzed and identified by GSEA software (version 4.0.1) based on the KEGG background database.





Dissecting the immune microenvironment associated with FADD

We systematically analyzed the heterogeneity of the immune microenvironment in different FADD subgroups from different perspectives. First, we evaluated the differences in cell types among different FADD subgroups from a single-cell perspective and assessed the cellular interaction pathways between cells with different FADD levels using the “CellChat” R package (15). The immune scores between different FADD subgroups were generated by the “ESTIMATE” algorithm (16). Subsequently, ssGSEA was executed by the “gsva” package to assess the relative activity of tumor immune-related pathways among different FADD subgroups (17). Finally, the abundance of immune cell infiltration among FADD subgroups was assessed by the “Cibersort” algorithm containing the reference expression profiles of 22 immune cells (18).





Dissecting FADD-associated gene mutations

We collected homologous recombination defect (HRD) scores and MSI scores of different LUAD patients in the TCGA cohort from previous studies and assessed the differences between different FADD subgroups by “ggpubr” (19). We processed the raw maf files using “maftools” and calculated the tumor mutation burden (TMB) of individual patients after excluding nonsense mutated fragments (20). We classified significantly mutated genes according to a threshold of mutation number >45 and evaluated their differences and mutational cooccurrence among different FADD subgroups.





Assessment of treatment sensitivity among FADD subgroups

Based on the ridge regression algorithm in the R package “pRRhetic”, we evaluated the differences in sensitivity of five first-line lung adenocarcinoma chemotherapeutic agents among different FADD subgroups (21). The results were generated as the patient’s half-maximal inhibitory concentration (IC50) values for a given drug, with lower IC50 values being more sensitive to treatment. We then assessed the sensitivity of patients to immunotherapy based on the level of immune cell exhaustion using the TIDE algorithm (22). Finally, we assessed the similarity of the expression profiles of the TCGA and Meta-GEO cohorts to the immunotherapy cohort by the subclass mapping algorithm and generated the sensitivity to anti-PD-1 and anti-CTLA-4 treatments.





Statistical analysis

We used R software (Version 4.1.0) and GraphPad Prism 9.0 to analyze the data and draw figures. Appropriate t tests or Wilcoxon tests were applied to compare differences between the two subgroups according to the data structure. χ2 tests were used to compare differences in percentages. The significance of survival prediction was assessed by the log-rank test and univariate and multivariate Cox regression. The correlation of continuous variables was examined by Pearson’s coefficient. The threshold of significance was set at P<0.05.






Results




The pancancer perspective of FADD

In the TCGA database, the mRNA levels of FADD were significantly overexpressed in 27 solid malignancy tissues, including LUAD (P < 0.05, Figure 1A). Survival analysis from a pancancer perspective showed that FADD was a significant risk indicator for seven malignancies, including LUAD (Figure 1B). We further confirmed by qRT−PCR that the mRNA levels of FADD were significantly higher in two LUAD cell lines (A549 and HCC827) than in the normal lung tissue cell line 16HBE (Figure 1C). By CCK8 assay, we confirmed that FADD played a role in promoting tumor cell proliferation in LUAD cell lines (Figure 1D). At the protein level, we found significantly higher FADD levels in LUAD tumor tissues than in normal alveolar epithelium by two FADD antibody staining results (CAB010209 and HPA001464) in the HPA database (https://www.proteinatlas.org/) (Figure 1E).




Figure 1 | Analysis of FADD from a pan-cancer perspective (A) Differential expression of FADD in normal and tumor organs or tissues. (B) Log-rank and univariate Cox regression analysis of FADD in 32 solid tumors for survival. (C) FADD mRNA expression in LUAD cell lines (A549, and HCC827) compared with the normal lung cell line 16HBE by qRT−PCR. (D) The proliferation levels of lung cancer cell lines (A549, and HCC827) with knockdown of FADD by CCK-8. (E) Immunohistochemical staining analysis of FADD in normal lung and LUAD tissues from HPA database, left: CAB010209 antibody; right: HPA001464 antibody. *: P<0.05, **: P<0.01, ***: P<0.001, ****: P<0.0001, -: not significant.







Prognostic potential of FADD in LUAD

Survival analysis showed significantly worse survival in both TCGA-LUAD and GEO-LUAD datasets in patients with high FADD than in patients with low FADD (P<0.001, P=0.034, respectively; Figures 2A, B). Both univariate and multifactorial Cox regression analyses corrected for clinical characteristics showed that FADD could be an independent risk factor for OS in patients with LUAD (P<0.05, Figures 2C, D). Furthermore, by analyzing clinical characteristics, we found a significant positive correlation between FADD and stage in the TCGA dataset (P<0.001, Figure 2E) and a positive trend in the GEO dataset (P=0.087, Figure 2F). Comprehensive meta-analysis in the small cell lung cancer database (https://lce.biohpc.swmed.edu/lungcancer) showed that FADD was significantly elevated in tumor tissues (Figure 2G) and was an unfavorable prognostic indicator for OS in lung adenocarcinoma patients (Figure 2H). In addition, subgroup survival analysis showed excellent prognostic efficacy of FADD in patients with early-stage LUAD in the TCGA cohort, especially in patients with stage II LUAD and age >= 70 years (Figure S1A), whereas FADD in the GEO cohort showed good prognostic performance in patients younger than 70 years and in male patients (Figure S1B).




Figure 2 | Prognostic potential of FADD in LUAD (A) KM survival curves for the high-FADD and low-FADD groups in the TCGA cohort. (B) KM survival curves for the high-FADD and low-FADD groups in the Meta-GEO cohort. (C) Univariate Cox regression analysis of FADD and OS in TCGA and meta-GEO cohorts. (D) Multivariate Cox regression analysis of FADD and OS in TCGA and meta-GEO cohorts. (E) Correlation analysis of FADD expression with stage in TCGA cohort. (F) Correlation analysis of FADD expression with stage in Meta-GEO cohort. (G) Meta-analysis of differential expression of FADD in LUAD normal and tumor tissues. (H) Meta-analysis of FADD in LUAD for predicting overall survival.







Dissecting the functional differences at different FADD levels

We identified a total of 201 DEGs, of which 91 DEGs were upregulated in the high FADD subtype and 110 DEGs were upregulated in the low FADD subtype. Functional enrichment analysis showed that the upregulated genes in the high FADD subtype mainly modulated cell growth, cell junctions, and epidermal development (Figure 3A), while the upregulated genes in the low FADD subtype mainly modulated biological oxidation and cellular morphogenesis (Figure 3B). GSEA revealed that the pathways enriched in the high FADD subtype were cell cycle, pyrimidine metabolism, P53 signaling pathway, and apoptosis (Figure 3C). In contrast, the pathways enriched in the low FADD subtype were primary immune defense, ABC transport, and asthma (Figure 3D). In conclusion, these results suggest that patients with low FADD subtypes have a stronger oxidative stress response and immune activity, whereas tumor cells with high FADD subtypes have a dysregulated cell cycle with hyperactive cell division and cell proliferation.




Figure 3 | Construction and evaluation of a CDSig-based nomogram (A) Bar plot showed the biological pathways of upregulated gene enrichment in the high FADD group. (B) The barplot showed the biological pathways of upregulated gene enrichment in the low FADD group. (C) GSEA analysis revealed the top five enriched KEGG pathways in the high FADD group. (D) GSEA analysis revealed the top five enriched KEGG pathways in the low FADD group.







Single-cell heterogeneity at different FADD levels

We first assessed the microenvironmental heterogeneity of different levels of FADD from a single-cell perspective. We identified eight cell subtypes according to the original parameters (Figure 4A). We then found that FADD was highly expressed in most malignant and myeloid cells (Figure 4B). Specifically, low FADD cells were more predominant in B cells, NK cells, and T cells, while high FADD cells were more predominant in malignant cells and endothelial cells (Figure 4C). We identified significant cellular communication pairs based on a threshold of P<0.05, and the results showed that cells with low FADD expression had more cellular communication activity overall, especially myeloid and malignant cells (Figure 4D). Figure 4E shows the detailed communication pathways between different FADD cell subgroups, with fewer active pathways in high FADD cells and more active pathways in low FADD cells. Most of the communication pathways are associated with antitumor immunity (e.g., CXCL, CCL, TNF, etc.) (Figure 4E). In addition, malignant cells significantly received VEGF signaling (Figure 4E).




Figure 4 | Single-cell perspective analysis of CDSig (A) Umap demonstrates 8 cell subgroups in LUAD patients. (B) The expression levels of CDSig in different cells. (C) The proportion of cells in different FADD subgroups. (D) Overall cellular communication pairs in cells with high FADD (left) and low FADD (right). (E) Specific communication pathways between different cells with high FADD (left) and low FADD (right).







Dissecting immune infiltration heterogeneity at different FADD levels

We then assessed the heterogeneity of immune infiltration due to different FADD levels from a Bulk-seq perspective. As assessed by the ESTIMATE algorithm, low FADD subtypes had higher immune scores, while high FADD subtypes had higher tumor purity (Figure 5A). We then examined the expression differences of seven classical immune checkpoints and therapeutic targets (CD8A, CTLA-4, LAG-3, PD-1, PD-L1, TIM-2, TNF) and found that TIM-2 and PD-L1 were significantly upregulated in the low FADD subtype (Figure 5B). Subsequently, by the ssGSEA algorithm, we found that the type II interferon response pathway was upregulated in the low FADD subgroup. While angiogenesis, EMT, hypoxia, paracrine immunity, and APC-coinhibitory pathways were upregulated in the high FADD subgroup (Figure 5C), the corresponding correlation analysis is shown in Figure 5D. Finally, Cibersort results showed that CD8 T cells, plasma cells, and memory B cells were upregulated in the low FADD subtype, whereas Tregs and M0 macrophages were upregulated in the high FADD subtype (Figure 5E), and the corresponding correlation analysis is shown in Figure 5F. Notably, M2 macrophages and FADD expression were significantly positively correlated (Figure 5F). In conclusion, these results suggest that low FADD levels may indicate “hot” tumors with active antitumor immunity. In contrast, high FADD levels were positively correlated with Tregs and M2 macrophages, which may represent immunosuppressed “cold” tumors.




Figure 5 | Immune microenvironment of different FADD subgroups (A) Box plots showing ESTIMATE results between different FADD subgroups. (B) Box plot showing immune checkpoint expression between different FADD subgroups (C) The landscape of immune-related pathways in different FADD subgroups. (D) Correlation between the immune-related pathways and expression level of FADD. (E) The landscape of immune cell infiltration in different FADD subgroups. (F) Correlation between the immune cell infiltration and expression level of FADD. *: P<0.05, **: P<0.01, ***: P<0.001; ns, not significant.







Assessment of FADD-associated genetic mutations

We first assessed overall the differences in two indicators of genomic mutations at different FADD levels. The results showed that patients with high FADD had significantly higher HRD scores (Figure 6A), but there was no significant difference in MSI scores between the two FADD subtypes (Figure 6B). We calculated the TMB for each patient and showed that the high FADD subtype had a higher TMB, but the difference in TMB between the two subtypes was not significant (Figure 6C). We processed the raw mutation data with the maftools package, and the oncoplot showed the difference in mutation profiles between the two FADD subtypes for a total of 26 high-frequency mutated genes (Figure 6D). The chi-square test showed an increased frequency of TP53 mutations in the high FADD subtype but no significant differences in the other 25 high-frequency mutated genes (Figure 6E). The co-occurrence analysis showed that all high-frequency mutated genes were highly co-occurring and showed significant concordance (Figure 6F).




Figure 6 | Genomic mutations in different FADD subgroups (A) Violin plot displayed the difference in (A) HRD score, (B) MSI score, and (C) TMB between different FADD subgroups. (D) Oncoplot showed the mutation landscape of high-frequency mutant genes between different cells with high FADD (left) and low FADD (right). (E) Forestplot showed statistically significant differences in high-frequency mutated genes between the high- and low-FADD subgroups. (F) Analysis of co-occurrence between high-frequency mutated genes **: P<0.01, ***: P<0.001; ns, not significant.







FADD can guide clinical decision-making in patients with LUAD

We then evaluated the efficacy of FADD in predicting sensitivity to chemotherapy and immunotherapy. Using ridge regression calculations, we found that patients with high FADD expression had lower IC50 values for the five first-line agents for LUAD (cisplatin, docetaxel, gemcitabine, paclitaxel, and vincristine), indicating that patients with high FADD are more sensitive to conventional chemotherapy (Figure 7A). The same results were observed in the externally validated Meta-GEO cohort (Figure 7B). The heterogeneity of the immune microenvironment due to different FADD levels suggested the existence of differences in immunotherapy sensitivity; therefore, we first evaluated the response rate of patients with different FADD levels to immunotherapy using the TIDE algorithm. The results showed that patients in the low FADD group in the TCGA-LUAD cohort had a higher response rate to immunotherapy (P=<0.001, Figure 7C). In the GEO-LUAD cohort, patients in the low FADD group also responded more to immunotherapy (P<0.001, Figure 7D). Finally, after subclass mapping assessment of the transcriptome, patients in the low FADD group in the TCGA and GEO cohorts were predicted to be more sensitive to anti-PD1 therapy (TCGA: FDR=0.008; GEO: FDR=0.042) (Figures 7E, F).




Figure 7 | Treatment sensitivity among different FADD subgroups (A) Box plots displayed the predicted IC50 values for five first-line drugs of LUAD in high- and low-FADD groups in the TCGA cohort. (B) Box plots displayed the predicted IC50 values for five first-line drugs of LUAD in high- and low-FADD groups in the Meta-GEO cohort. (C) Response rates to immunotherapy in different FADD subgroups based on TIDE predictions in the TCGA cohort. (D) Response rates to immunotherapy in different FADD subgroups based on TIDE predictions in the Meta-GEO cohort. (E) Predicting the sensitivity of patients in high and low FADD groups to PD1 and CTLA4 treatment regimens by subclass mapping in the TCGA cohort. (F) Predicting the sensitivity of patients in high and low FADD groups to PD1 and CTLA4 treatment regimens by subclass mapping in the Meta-GEO cohort.








Discussion

Lung cancer remains a major healthcare challenge worldwide today, and LUAD is the most common histopathological subtype of lung cancer (1). Although advances in medical technology and clinical protocols have driven advances in diagnostic and therapeutic approaches, the morbidity and mortality rates of LUAD remain high (23). FADD is a widely studied regulator of apoptosis, and recent novel findings propose a close relationship between FADD and cancer immunity (24). FADD not only enhances the activity of effector immune cells (especially T cells) (10, 11) but also reduces immune escape (12). Therefore, FADD has emerged as a promising new target for tumor immunotherapy. Our study defined two heterogeneous subtypes in LUAD based on FADD expression, one of which has more FADD expression and is defined as a high FADD subtype. The other subtype with low FADD expression was defined as the low FADD subtype. The subtype with high FADD expression has a dysregulated cell cycle that may lead to active tumor cell replication and proliferation. The subtype with low FADD expression is associated with stronger antitumor immunity. In addition, both subtypes showed heterogeneity in genomic mutation sites, clinical outcomes and immunotherapeutic response, revealing the potential of FADD as a novel target for precision and targeted medicine in LUAD.

These two subtypes exhibit different clinical features, and we observed that patients with a low FADD phenotype had significantly better overall survival than those with a high FADD phenotype and that more patients with advanced LUAD had the high FADD phenotype. Functional enrichment suggests that the high FADD phenotype is enriched in purine pyrimidine metabolism-related pathways and cell cycle-related pathways, which are hallmarks and one of the fundamental mechanisms of cancer, suggesting that high FADD is a dysregulated, hyperproliferative LUAD subtype (25, 26). Further analysis revealed a significant increase in angiogenic, EMT, and hypoxic pathway activity in patients with high FADD, which represents a positive correlation between high FADD and the malignant features of the tumor. Moreover, high FADD could indicate patients with higher malignancy of LUAD (27–29). In addition to the enrichment of immune-related pathways in patients with low FADD expression, immune infiltration analysis also suggested a higher infiltration of effector immune cells (CD8+ T cells) and B cells in the low FADD phenotype (30). As important components of the antitumor immune system, the enrichment of CD8+ T cells and B cells provides an additional source of power for patients with low FADD to exert stronger antitumor immunity and may ultimately lead to a better prognosis for patients with low FADD (31, 32). Notably, higher FADD expression is positively associated with increased infiltration of suppressive immune cells (Tregs and M2 macrophages), which may lead to suppressed antitumor activity and immune escape of active tumor cells in patients with high FADD (33, 34). The high FADD subtype exhibits features of immune exhaustion and ultimately leads to a poor prognosis.

One of the features of tumorigenesis is the abnormal accumulation of genetic mutations, and therefore, mutational differences among different FADD subtypes may contribute to the eventual phenotypic differences (35). We found that high FADD was associated with a significantly higher HRD score, and existing reports suggest that an increased HRD score can identify immunophenotypically “cold” tumors, which is consistent with our findings (36). In addition, higher HRD scores were also associated with increased sensitivity to platinum-based chemotherapy (37). Although we failed to find significant differences in TMB among patients with different FADD levels, we found that patients with high FADD had more TP53 mutations. TP53 is a reported classical cancer suppressor gene that is highly mutated in most patients with LUAD (38). Therefore, we infer that more cumulative TP53 mutations are also a factor contributing to the worse prognosis of patients with high FADD.

Taken together, our results suggest that FADD represents different states of the “cold” and “hot” tumor microenvironment and may contribute to the heterogeneity of tumor treatment sensitivity. Accordingly, our subsequent analysis focused on the differences in sensitivity to conventional chemotherapy and immunotherapy among patients with different FADD levels. We first found that patients with high FADD had a lower IC50 for first-line chemotherapeutic agents for LUAD, and therefore, patients with high FADD were more amenable to conventional chemotherapy. Our GSEA suggests that tumor cell cycle pathways are enriched and cell proliferation is active in high FADD, and the active cell cycle provides more targets for conventional chemotherapeutic agents, thus leading to greater sensitivity to chemotherapy (39). After evaluation by the TIDE algorithm and the subclass mapping algorithm, we were able to determine that patients with low FADD have a higher response rate to anti-PD-1 inhibitors. Notably, our results suggest that low FADD is associated with greater PD-1 and PD-L1 expression and that patients with low FADD have immune-active tumor microenvironments. Therefore, our prediction for the applicability of immunotherapy in patients with low FADD is reliable. In conclusion, FADD can be applied to specify individualized treatment regimens for LUAD patients in the clinic, with high FADD more applicable to conventional chemotherapy and low FADD more applicable to novel immunotherapy represented by anti-PD-1 inhibitors.





Conclusion

In conclusion, this study suggests that upregulated FADD is associated with worse prognosis, immune exhaustion, and tumor malignancy in patients with LUAD. Furthermore, FADD could be a useful indicator for assessing sensitivity to chemotherapy and immunotherapy. Therefore, FADD has the potential to become a new target for precision medicine and targeted therapy for LUAD.





Data availability statement

The original contributions presented in the study are included in the article/Supplementary Material. Further inquiries can be directed to the corresponding authors.





Author contributions

LW and FL designed and supported this study, MH analyzed the data and drafted the manuscript, YH and JX drew figures and improved the manuscript, YZ and XC collected the data and completed the experiment. All authors contributed to the article and approved the submitted version.




Acknowledgments

We thank previous researchers for generously providing the raw data.





Conflict of interest

The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be construed as a potential conflict of interest.





Supplementary material

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fonc.2023.1228889/full#supplementary-material

Supplementary Figure 1 | Subgroup survival analysis of FADD Subgroup KM survival curves of FADD in TCGA (A) and Meta-GEO (B) cohorts.




References

1. Siegel, RL, Miller, KD, Fuchs, HE, and Jemal, A. Cancer statistics, 2022. CA: Cancer J Clin (2022) 72(1):7–33. doi: 10.3322/caac.21708

2. Hirsch, FR, Scagliotti, GV, Mulshine, JL, Kwon, R, Curran, WJ Jr., Wu, YL, et al. Lung cancer: current therapies and new targeted treatments. Lancet (London England) (2017) 389(10066):299–311. doi: 10.1016/s0140-6736(16)30958-8

3. Nooreldeen, R, and Bach, H. Current and future development in lung cancer diagnosis. Int J Mol Sci (2021) 22(16). doi: 10.3390/ijms22168661

4. Tan, AC, and Tan, DSW. Targeted therapies for lung cancer patients with oncogenic driver molecular alterations. J Clin Oncol (2022) 40(6):611–25. doi: 10.1200/jco.21.01626

5. Marín-Rubio, JL, Vela-Martín, L, Fernández-Piqueras, J, and Villa-Morales, M. FADD in cancer: mechanisms of altered expression and function, and clinical implications. Cancers (2019) 11(10). doi: 10.3390/cancers11101462

6. Zhang, X, Vallabhaneni, R, Loughran, PA, Shapiro, R, Yin, XM, Yuan, Y, et al. Changes in FADD levels, distribution, and phosphorylation in TNFalpha-induced apoptosis in hepatocytes is caspase-3, caspase-8 and BID dependent. Apoptosis (2008) 13(8):983–92. doi: 10.1007/s10495-008-0228-3

7. Mouasni, S, and Tourneur, L. FADD at the Crossroads between Cancer and Inflammation. Trends Immunol (2018) 39(12):1036–53. doi: 10.1016/j.it.2018.10.005

8. Liu, Y, Li, X, Zhou, X, Wang, J, and Ao, X. FADD as a key molecular player in cancer progression. Mol Med (Cambridge Mass) (2022) 28(1):132. doi: 10.1186/s10020-022-00560-y

9. Zhang, Y, and Zhang, Z. The history and advances in cancer immunotherapy: understanding the characteristics of tumor-infiltrating immune cells and their therapeutic implications. Cell Mol Immunol (2020) 17(8):807–21. doi: 10.1038/s41423-020-0488-6

10. Kabra, NH, Kang, C, Hsing, LC, Zhang, J, and Winoto, A. T cell-specific FADD-deficient mice: FADD is required for early T cell development. Proc Natl Acad Sci USA (2001) 98(11):6307–12. doi: 10.1073/pnas.111158698

11. Walsh, CM, Wen, BG, Chinnaiyan, AM, O'Rourke, K, Dixit, VM, and Hedrick, SM. A role for FADD in T cell activation and development. Immunity (1998) 8(4):439–49. doi: 10.1016/s1074-7613(00)80549-x

12. Osborn, SL, Diehl, G, Han, SJ, Xue, L, Kurd, N, Hsieh, K, et al. Fas-associated death domain (FADD) is a negative regulator of T-cell receptor-mediated necroptosis. Proc Natl Acad Sci USA (2010) 107(29):13034–9. doi: 10.1073/pnas.1005997107

13. Leek, JT, Johnson, WE, Parker, HS, Jaffe, AE, and Storey, JD. The sva package for removing batch effects and other unwanted variation in high-throughput experiments. Bioinf (Oxford England) (2012) 28(6):882–3. doi: 10.1093/bioinformatics/bts034

14. Kim, N, Kim, HK, Lee, K, Hong, Y, Cho, JH, Choi, JW, et al. Single-cell RNA sequencing demonstrates the molecular and cellular reprogramming of metastatic lung adenocarcinoma. Nat Commun (2020) 11(1):2285. doi: 10.1038/s41467-020-16164-1

15. Jin, S, Guerrero-Juarez, CF, Zhang, L, Chang, I, Ramos, R, Kuan, CH, et al. Inference and analysis of cell-cell communication using CellChat. Nat Commun (2021) 12(1):1088. doi: 10.1038/s41467-021-21246-9

16. Yoshihara, K, Shahmoradgoli, M, Martínez, E, Vegesna, R, Kim, H, Torres-Garcia, W, et al. Inferring tumour purity and stromal and immune cell admixture from expression data. Nat Commun (2013) 4:2612. doi: 10.1038/ncomms3612

17. Chen, DS, and Mellman, I. Oncology meets immunology: the cancer-immunity cycle. Immunity (2013) 39(1):1–10. doi: 10.1016/j.immuni.2013.07.012

18. Newman, AM, Liu, CL, Green, MR, Gentles, AJ, Feng, W, Xu, Y, et al. Robust enumeration of cell subsets from tissue expression profiles. Nat Methods (2015) 12(5):453–7. doi: 10.1038/nmeth.3337

19. Thorsson, V, Gibbs, DL, Brown, SD, Wolf, D, Bortone, DS, Ou Yang, TH, et al. The immune landscape of cancer. Immunity (2018) 48(4):812–30.e14. doi: 10.1016/j.immuni.2018.03.023

20. Mayakonda, A, Lin, DC, Assenov, Y, Plass, C, and Koeffler, HP. Maftools: efficient and comprehensive analysis of somatic variants in cancer. Genome Res (2018) 28(11):1747–56. doi: 10.1101/gr.239244.118

21. Geeleher, P, Cox, N, and Huang, RS. pRRophetic: an R package for prediction of clinical chemotherapeutic response from tumor gene expression levels. PloS One (2014) 9(9):e107468. doi: 10.1371/journal.pone.0107468

22. Jiang, P, Gu, S, Pan, D, Fu, J, Sahu, A, Hu, X, et al. Signatures of T cell dysfunction and exclusion predict cancer immunotherapy response. Nat Med (2018) 24(10):1550–8. doi: 10.1038/s41591-018-0136-1

23. Thai, AA, Solomon, BJ, Sequist, LV, Gainor, JF, and Heist, RS. Lung cancer. Lancet (London England) (2021) 398(10299):535–54. doi: 10.1016/s0140-6736(21)00312-3

24. Tourneur, L, and Chiocchia, G. FADD: a regulator of life and death. Trends Immunol (2010) 31(7):260–9. doi: 10.1016/j.it.2010.05.005

25. Liu, J, Peng, Y, and Wei, W. Cell cycle on the crossroad of tumorigenesis and cancer therapy. Trends Cell Biol (2022) 32(1):30–44. doi: 10.1016/j.tcb.2021.07.001

26. Evan, GI, and Vousden, KH. Proliferation, cell cycle and apoptosis in cancer. Nature (2001) 411(6835):342–8. doi: 10.1038/35077213

27. Ramjiawan, RR, Griffioen, AW, and Duda, DG. Anti-angiogenesis for cancer revisited: Is there a role for combinations with immunotherapy? Angiogenesis (2017) 20(2):185–204. doi: 10.1007/s10456-017-9552-y

28. Babaei, G, Aziz, SG, and Jaghi, NZZ. EMT, cancer stem cells and autophagy; The three main axes of metastasis. Biomedicine pharmacotherapy = Biomedecine pharmacotherapie (2021) 133:110909. doi: 10.1016/j.biopha.2020.110909

29. Jing, X, Yang, F, Shao, C, Wei, K, Xie, M, Shen, H, et al. Role of hypoxia in cancer therapy by regulating the tumor microenvironment. Mol Cancer (2019) 18(1):157. doi: 10.1186/s12943-019-1089-9

30. van der Leun, AM, Thommen, DS, and Schumacher, TN. CD8(+) T cell states in human cancer: insights from single-cell analysis. Nat Rev Cancer (2020) 20(4):218–32. doi: 10.1038/s41568-019-0235-4

31. St Paul, M, and Ohashi, PS. The roles of CD8(+) T cell subsets in antitumor immunity. Trends Cell Biol (2020) 30(9):695–704. doi: 10.1016/j.tcb.2020.06.003

32. Sarvaria, A, Madrigal, JA, and Saudemont, A. B cell regulation in cancer and anti-tumor immunity. Cell Mol Immunol (2017) 14(8):662–74. doi: 10.1038/cmi.2017.35

33. Shan, F, Somasundaram, A, Bruno, TC, Workman, CJ, and Vignali, DAA. Therapeutic targeting of regulatory T cells in cancer. Trends Cancer (2022) 8(11):944–61. doi: 10.1016/j.trecan.2022.06.008

34. Wu, K, Lin, K, Li, X, Yuan, X, Xu, P, Ni, P, et al. Redefining tumor-associated macrophage subpopulations and functions in the tumor microenvironment. Front Immunol (2020) 11:1731. doi: 10.3389/fimmu.2020.01731

35. Martínez-Jiménez, F, Muiños, F, Sentís, I, Deu-Pons, J, Reyes-Salazar, I, Arnedo-Pac, C, et al. A compendium of mutational cancer driver genes. Nat Rev Cancer (2020) 20(10):555–72. doi: 10.1038/s41568-020-0290-x

36. Budczies, J, Kluck, K, Beck, S, Ourailidis, I, Allgäuer, M, Menzel, M, et al. Homologous recombination deficiency is inversely correlated with microsatellite instability and identifies immunologically cold tumors in most cancer types. J Pathol Clin Res (2022) 8(4):371–82. doi: 10.1002/cjp2.271

37. Telli, ML, Timms, KM, Reid, J, Hennessy, B, Mills, GB, Jensen, KC, et al. Homologous recombination deficiency (HRD) score predicts response to platinum-containing neoadjuvant chemotherapy in patients with triple-negative breast cancer. Clin Cancer Res (2016) 22(15):3764–73. doi: 10.1158/1078-0432.Ccr-15-2477

38. Skoulidis, F, and Heymach, JV. Co-occurring genomic alterations in non-small-cell lung cancer biology and therapy. Nat Rev Cancer (2019) 19(9):495–509. doi: 10.1038/s41568-019-0179-8

39. Sun, Y, Liu, Y, Ma, X, and Hu, H. The influence of cell cycle regulation on chemotherapy. Int J Mol Sci (2021) 22(13). doi: 10.3390/ijms22136923




Publisher’s note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.


Copyright © 2023 He, He, Xu, Zhang, Cao, Wang and Luo. 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.


OEBPS/Images/fonc.2023.1228889_cover.jpg
& frontiers | Frontiers in Oncology

Upregulated FADD is associated with poor
prognosis, immune exhaustion, tumor
malignancy, and immunotherapy resistance
in patients with lung adenocarcinoma





OEBPS/Images/fonc-13-1228889-g001.jpg
Prognostic role of FADD in Pan-cancer

Univariate Cox regression of FADD in Pan-cancer (0S)

e s
Survival Type Ccmxm P value. "HR (95L-95H)
2 e 0527 1274 (0.601-2.702)
: o S b imiowie
: o Ben o sl
; oS e
: o Ghou oo 1omkuswssn
4 A e
e . e BC  Gas  1derioir ioses
e R SIS . ox B o7 omsomesen
FFTEES ‘,. "‘j‘ P "' AT PR j:x“ ‘2 & \e‘ ER, ol GBM 0208 1444 (0814-2562)
SIS s o f;“ OO0 °a¢:f" I o Goor imeioied e
T oy @ Ry phs S S esmten
s b B red
& d:f P (,%f & \»"“f ««"6 &Y b Prognosti roe Hethod KRe osai osssassrer)
v T o o e Smpe
. B b e (B |2 Wn SN
L v . LUAD <0001 2164 (1472-3187)
LUS Nonsense  Sunvival Typs Lusc 0.069 1.206 (0.985-1.476)
ME: o MESO 0115 0.59(0307-1136)
o= a1
] Duo  Gies  sbmisessam
= S i ]
B RS on wheinen
o i Vi
[—— e Bl e | wspuran
” o Soh Goes  dmGeine [
e 5o e
i S oo os7
- T Ten o
e T a2
T o S
UCE ucs 0.944. =1
e D 0% ceramenon | -
=
A549 HCC827
5 — P<0.05
5 = . s g3 P<oos . .
B, *k E . E
@ —_ 2 —— si-FADD 2
g, S2 - si-NC )
2 =X [}
z, z z
2 £ £
- E-]
£ s’ s
> >
g = 2
3 3
w o o
0 0
16HBE  A549  HCCB27 Oh 12h 24h 48h 72h Oh 12h 24h 48h 72h

FADD-CAB010209 FADD-HPA001464






OEBPS/Images/fonc-13-1228889-g006.jpg
E

80

@
S

HRD Score
S
S

N
S

Low FADD

High FADD

Altered in 232 (94.69%) of 245 samples.

‘::III |

ﬁ‘

.c“lt.-.." i

High FADD (n = 245) vis Low FADD (n = 243) High FADD
—-— P53 139
—— 2ZNF536 “
— LRRCT 45
—_— FAT3 55
— PAPPAZ 49
— ANK2 5
— FLG 67
e TN "
— mucte 101
—— LRP1B 8
R KEAP1 40
== COL11AT 50
. KRAS 63
—_— ADAMTST2 41
—— CSMD1 e
— APOB a5
— RYR3 45
—— PCLO 46
—— SPTAT 59
— 2ZFHX4 75
—_— muc17 45
o NAV3 a7
— XIRP2 7
0 1 2 3

Odds ratio with 95% CI
(1= no effect, < 1 High FADD has more mutants)

1fllllr II
Wik By i ‘,,."'

"

o o

f'n-.

0.50

S =
N B
=) o

MSI Score

o
@
G

0.30

0.25

High FADD

s
J17%
o
2%
1 2o
2%
2
o, ———

o

I 157.
m [
m% —

ADAMTS12

= Missense_Mutation = In_Frame_ins
= Nonsense_Mutation = In_Frame_Del
= Splice_Site « Translation_Start_Site
Frame_Shift Del = Multi_Hit
= Frame_Shift_Ins
Low FADD OR P-value
% 0482
57 1523 NS
30 0627 NS
39 0661 NS
3 0651 NS
a0 0697 NS
5 0759 NS
104 0819 NS
89 0824 NS
7 0823 NS
% 1196 NS
a3 0839 NS
69 1145 NS
) 1161 NS
49 1153 NS
w0 0876 NS
) 0876 NS
@ 0878 NS
63 1103 NS
7 093 NS
% 1038 NS
8 1087 NS
58 1034 NS

™
Mucte I I| |l

LRP1B 1 }

KEAPT ||| 1] || 1
co11a1 l | 1
KRAS [N i II I L]

High FADD

Altered in 221 (90.95%) of 243 samples.

1 TR

IIII|II 'ﬂ'r" III[I
A} it

h I IIIIlI I'I II] I 4" I‘II III III

e

7553
2NFs38
LRROT
FaTs
PapPAZ
ankz |1
FLG

§§§§$§§§§§§§_§

cswD1
apoB
RYR3
PeLo
sPma1
p
muci7
NAv3
XIRP2
cswDs
RYR2
usHeA

Illl

.,.I,u,;,.f
i

Rk

|| | it |“|| g
M IH |||||;
" " ™

Group

= High FADD
= Low FADD

F

2382

R

SPTAT [137]
COL11A1 [112)
ZNF536 [110]
CSMD1 [109]
ANK2 [108]

FAT3 [113]
ADAMTS12[ 9t

TP53 [270]
TTN [258]
MUC16 [224]
LRP1B(183]
ZFHX4 [170]
KRAS [150]
XIRP2 [141]
FLG [140]
NAV3 [113]
PCLO [106]
MUC17 [102]
APOB [100]
RYRS [100]
KEAP1[97]

B8 rapeaz (93
LRRCT [82]

LRRC7[82]
PAPPA2[93]
KEAP1[97)
ADAMTS12 [ 99]
RYR3 [100]
APOB [100]
MuC17 [102]
PCLO [106]
ANK2 [108]
CSMD1 [109]
2ZNF536 [110]
COL11A1 [112]
NAV3 [113]
FAT3 [113]
SPTAT [137]
FLG [140]
XIRP2 [141]
KRAS [150]
ZFHX4 [170]
LRP1B [183]
MUC16 [224]
TTN [258]
P53 [270]

% P<0.01
- P<005

>3 (Co-occurence)

~log10(P-value)

2
1
0
1
2
>

3 (Mutually exclusive)





OEBPS/Images/fonc-13-1228889-g003.jpg
High FADD

Enrichment Score

LI
og10(p)

 Go.0008544: epdermis development
115885 NABA MATRISOME ASSOCIATED.

RHSA 190361 Gap juntion assembly

Wp2877:Viamin O receptor pethway

Wp2880: Glucocoricad receptor pathway

RHSA8875676: MET promates cell moti

PS087: Mallanant pleural mesotneloma.

G0:0048598: embryonic morphogenesis

115583 NADA SECRETED FACTORS

ReHSA913705: O-Inked glycosylaton of mucins

G0:0034330: cell junction organization

G0:0040007- growt

G0:0007565: emaie preanancy

RHSA 163125: Post Gansational modiication: synthesisof GPLanchored proteins
GO:0120035: reguiation of lasa membrane bounded cel projection organzaton
1204974 Potein digestion and absorplion

G0:0035239: e morshogenesis

G0:0007183: adenyate cyclase moduiating G protein-coupled receptorsignaling pathway
G0:0040011: scomation

G0:0030326: embryenc limb morphogenesis

KEGG_APOPTOSIS
KEGG_CELL CYGLE

KEGG_N_GLYCAN_BIOSYNTHESIS
KEGG_P53_SIGNALING_PATHWAY
KEGG_PYRIMIDINE_METABOLISM

I
ol VE G0

High FADD<"

Low FADD

RHS4-9709957: Sensory Perception
(G0:0048485: sympsthetic nervaus system development

(60:0072044: collecting duct development

(G0:0035883: enteroencocrine cel diferentiaton

60:0033555: multcellular organismal response o stress.

WP2197: Endothelin pathways.

(60:00987.42: celcelladhesion via plasma-membrane adhesion molecules
(60:0000902: cell morprogenesis

(G0:0050885: neuromuscular process contraling balance

RHSA211859: Biological oxidations

(60:0055123: cigestive system development

ReHSA-6805567; Keratinization

Enrichment Score

“og10(p)

KEGG_ABC_TRANSPORTERS
KEGG_ASTHMA
KEGG_LINOLEIG_ACID_METABOLISM
KEGG_PRIMARY_IMMUNODEFICIENCY

I \‘ \“ ‘” H\HIIIIUIH‘IIH\III‘II‘H‘II\‘ ‘I\ IHII‘“IMH iy

! \‘ ! ekt Ru Tl T

Figh FADD<~ >Tow FADD






OEBPS/Images/fonc-13-1228889-g004.jpg
Cell Type FADD FADD

B lymphocytes ‘
Endothelial cells 0

Fibroblasts

Malignant cells APt
MAST cells

FADD

Myeloid cells

NK cells

# 0
"" TS P
S e AL
ag Ny

UMAP_1 0

oz
P
E

UMAP_2

(9]
o

FADD Group High FADD Low FADD

=z & @'rodcels 18] )
s Mol ots
& %

" Endgelal cols "
2 FADD 5 % o —
2 5 Mo £ ¢
g B Low £ | eshmpnoon ]
S 25 H Thghooses S0
3 20 g
2 g g
w E E B

8 g |%

£oa H] .

05] Thymphocytes
NiCoalls
]
i — ) % a Malgnant cols)
b s
ok 03 o o%s o @ 5 0 3
Outgoing interaction strength Outgoing interaction strength

High FADD Low FADD

Outgoing signaling patterns Incoming signaling patiers Outgoing signaling patterns Incoming signaiing patems

i —1 —
o L L =
aaLecTiv =
o =1 5
o = H
RessT o
ViseATn - h
o
i
—
2

Ly
i)

|

L
- —
——
— — S — —-— .
— — —
— _—— i
1 - — i
—_— - | . = =
e = _

e

Myt cote
Timonocyis
[ra—

ST e
Myl ot
Timonocyes
.
Timehocyes
domeiacoll

Noignan cte

B imohocyes
ST et

B imenocyes
ST e
Naigran cte
B imensayes
Flrobiss
Naigrant cte





OEBPS/Text/toc.xhtml


  

    Table of Contents



    

		Cover



      		

        Upregulated FADD is associated with poor prognosis, immune exhaustion, tumor malignancy, and immunotherapy resistance in patients with lung adenocarcinoma

      

        		

          Background

        



        		

          Method

        



        		

          Results

        



        		

          Conclusions

        



        		

          Introduction

        



        		

          Material and methods

        

          		

            Data access and processing

          



          		

            Cell culture and transfection

          



          		

            qRT−PCR

          



          		

            Cell counting Kit-8 assay

          



          		

            FADD-related functional enrichment

          



          		

            Dissecting the immune microenvironment associated with FADD

          



          		

            Dissecting FADD-associated gene mutations

          



          		

            Assessment of treatment sensitivity among FADD subgroups

          



          		

            Statistical analysis

          



        



        



        		

          Results

        

          		

            The pancancer perspective of FADD

          



          		

            Prognostic potential of FADD in LUAD

          



          		

            Dissecting the functional differences at different FADD levels

          



          		

            Single-cell heterogeneity at different FADD levels

          



          		

            Dissecting immune infiltration heterogeneity at different FADD levels

          



          		

            Assessment of FADD-associated genetic mutations

          



          		

            FADD can guide clinical decision-making in patients with LUAD

          



        



        



        		

          Discussion

        



        		

          Conclusion

        



        		

          Data availability statement

        



        		

          Author contributions

        



        		

          Acknowledgments

        



        		

          Conflict of interest

        



        		

          Supplementary material

        



        		

          References

        



      



      



    



  



OEBPS/Images/crossmark.jpg
©

2

i

|





OEBPS/Images/fonc-13-1228889-g007.jpg
TCGA-LUAD Meta GEO-LUAD

Docetaxel Doxorubicin Pacitaxel Vinorelbine Gemcitabine

ps120-08 P 0034 p=000037 o p=180-05 pe0017

Doxorubicin Paciitaxel Vinorelbine Gemcitabine

. p=00023 p=120-08 o p=15e05 o P& 0019

Estimated 1050

Estimated 1050
Estimated 1050
Estimated 1050

imated IC50

Estimated 1C50
Estimated 1050
Estimated 1C50
Estimated 1050

5 5
& &
5
® <

pyalue

. 2 iR
1)=13.23, p=2.75e-04 Louarson(1) =823, p = 4.13e-03
,,f':';;",".“ ) 3 % H Nominal p value e i Nominal p value

p-004
Bonferroni corrected 100%-

Bonferroni corrected
0%
33%
HFADD_p a0%- ER HFADD_p
| T0%-
= % - TIDE
LFADD_p i3 s LFADD_p
0%
HFADD_b 0% HFADD_b
. 20%-
LFADD_b A0 LFADD_b
(n=246) 46) - o

" (n=307) (n=308)
High FADD Low FADD High FADD Low FADD

Group Group

Y-vv1L0

YOU-HIVLO





OEBPS/Images/fonc-13-1228889-g005.jpg
Group B High FADD B Low FADD Group B High FADD Bl Low FADD

ns ns ns ns g ns

0

2

ESTIMATE Score
5000 10000
Relative Expression (log2)
4 6

- 5
3
3
& o
s 53 7 » > Y &
$ § A ¢ g & &
& IS 3 £ S
$ 9
&
® D
Angiogenesis D ——
FADD (normalized)
I Parainflammation AN IS I
7 — an I
|| Parainflammation** HYPOXIA f——————1
‘ e APC_co_inhibition _— 0002
HYPOXIA™
APC_co,_stimulation — 0451
cor - 0474 cor
APC_co_stimulation o <03
MHC_class_| - 0805
ccr .
pualve
. 1
MHC_class_| ol Type.LIFr: Reponse OB o oot
- <oor
Type_I_IFN_Reponse '3 ‘Gack:polnt = 0ok i
|| check-point Ij T_cell_co~inhibition . 0g2 008
T_cell_co-inhibition Myeloid inflammation — o063
Myeloid inflammation HLA — 0456
HA Inflammation-promoting . 0369
Inflammation-promol
prometing Cytolytic_activty o165
| crottc_acwity
T_cellco-stimulation e o011
T_cell_co-stimulation
Type_Il_IFN_Reponse e 0003
Type_IL_IFN_Reponse®
B
Macrophages M2 —_—
FADD (normaized) T cells CD4 memory aciivated — oo
Macrophages MO —_— oom
Macrophages M2 Macrophages M1 . 0072
T cells CD4 memory activated Dendriic cells activated — 0238
Macrophages M0"* T cells regulatory (Tregs) . 0264
Macrophages M1 Mast cels actvated S 0201
ritc cels activated
J rioN coke et Dendric cels resting — 0346
T cells reguiatory (Tregs)*
Neutrophils - 0401 Cor
Mast cels activated o <03
NK cells act . 0449
Dendritc cels resting Mcohe Schvetta
[—— T cells folicular helper . 0572 puaive
NK cells activated 2-score Monocytes - oesr = <oomt
. ~ <ot
T cells follicular helper l ; NK cell resting . 0926 oo
Monocytes i 8 cells naive: . oo 005
NK cells resting -2 Mast cells resting —_— 016
B call ki 7 cells gamma delta —_— 0063
Mast cols esti
" Eosinophils —_— 003
T cells gamma delta
T cells CD4 naive —_— 002
Eosinophils
—_
s COas T cells DB 0004
Mo 8 cells memory —_— 0001
B cells memory"* T cells CD4 memory resting B 0001
T cells CD4 memory resting Plasma cells S 3
Plasma cells e






OEBPS/Images/logo.jpg
& frontiers | Frontiers in Oncology





OEBPS/Images/fonc-13-1228889-g002.jpg
= High FADD(n=246) == Low FADD( n=246)

100

Overall survival

o)
2 ol
:
aas
000{ -
s 3 W W
Time (ars
Number at risk
=245 19 3 1
=248 31 5 2
3 3 T 3
Time (Years)

o

Univariate Cox

== High FADD(n=307) == Low FADD( n=308)

015

050

p=0034
Hazard Ratio = 1.35
95% CI: 1.03-1.78

025

000

] 5 6 s 3
Time (Years)

Number at risk

307 48 14 & 0
= | 308 51 10 2 0
3 5 o (3 %

Time (Years)

Multivariate Cox

Variable R lower 95%Cl_upper 95%Cl___pvalue.
TCGA Cohort

Age 1010 0904 1,025 2.226-01
Gender 0972 0725 1.304 851e-01
Stage 1673 1456 1921 367e-13
FADD 2119 1459 3.077 8.08e-05
GEO Cohort

Age 1.024 1.009 1,039 1.79e-03
Gender 0715 053 0953 222e-02
Stage 1639 1414 1,899 5.05e-11
FADD 2222 1.447 3,668 6.37e-03

HR Tower 95%CI_upper 95%Cl__pvalue

TCGA Cohort

GEO Cohort

05 115 2 25 3 35

E

<492 TCGA patients

1014 0.999 1029 7.00e-02
1.088 0.808 1.464 578e-01
1.646 1.426 1.899 9.23e-12 il
1.862 1.269 2.733 1.48e-03 e —
1.017 1.002 1.033 2.63e-02
0.685. 0512 0.916 1.07e-02 —+—
1.604 1.376 1.870 1.47e-09 ——
1.764 1.103 2.337_1.70e-02 ——
T ——
0s 1 o1s 2 25
HR
615 GEO patients >

Stage group (n=492)

FADD

L m u -

FADD-low

= Low-FADD ® High-FADD

TGN A7) 29(12%)  167%)

Stage group (n=615)

FADD

all ERER

2s73%) ) s2A0%)  Te%)

FADD-high

= Low-FADD ® High-FADD

Suaysoves Cosaned SUD 9% 1)

TCGA LUAD_ 20167502 59) (R

Brasachaien 2001T1NAT) 1101089, 162)

Hou 201045 N5 141101, 188

Rousseaur 2013TIN14) 1171089,178)

‘Sanchezpanca 2011 14NAS) 1691102.297)

suzommzen2n 1081048, 163

Jones 2004T18N19) 0321035, 0991

RE Mol 1221095, 150)

Hetrogensty. . 52% +007.5. 0048

Tostor et ofect - 868,p 39008 T T T T 1
H Sundried e Dtce
Study TE seTE HR  95%-Cl Weight
Shedden_2008 (442) 0.06 0.0656 1.07 [0.9 134%
Tomida_2009 (117) 034 0.1177 1.40 [1.1 79%
Zhu_2010 (71) -0.03 02528 097 059 26%
Hou_2010 (40) -0.12 03414 089 [0.4! 15%
Wikerson_2012 (101) 0.8 0.1088 1.08 [0.8: 86%
Staaf_2012 (38) -0.01 02585 0.99 0.6 25%
Kuner_2009 (34) 095 0.4814 257 [1.0( 0.8%
Rousseaux 2013(85)  0.06 02754 1.06 0. 22%
Okayama_2012(204) 0.6 01918 1.98 [1.3¢ 41%
Bild_2006 (58) -0.00 0.3037 1.00 [0.55; 1. 19%
Girard_N_b (30) 0.06 0.2890 06 [0.60;1.87] 20%
Botiing_2013 (106) 0.40 0.1682 49 [1. 49%
Jones_2004 (16) -1.01 12858 .36 0.1%
Sato_2013 (182) -0.04 01336 .96 6.8%
Tang_2013 (133) -0.09 0.1654 .91 51%
Der_2014 (128) 0.15 0.1597 16 53%
Schabath_2016 (398) 020 0.0888 22 105%
Beer_2002 (86) 021 0.3387 24 15%
Bhattacharjee_2001 (125) 0.32 02187 38 33%
TCGA_LUAD_2016 (484) 0.06 0.0836 07 11%
Takeuchi_2006 (90) 0.47 0.1893 59 41%
Random effects model 147 [1.07;1.27] 1000%
Heterogenety: I = 319, 7= 0.0102, p = 0.09

Testfor overal effect: z = 3.59 (p < 0.01)






