Additional file 1: Table S1. Baseline characteristics of 105 DLBCL patients.
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Additional file 2: Table S2. Sequences of quantitative real-time PCR (qRT-PCR) primers
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Additional file 3: Fig. S1A-B. FDX1 overexpression significantly sensitized SUDHL-4 cells to ES-induced cell death. (A) Cell death of control and FDX1-OE SUDHL-4 cells treated with the indicated concentration of ES was detected by flow cytometry using 7-AAD staining. Representative flow cytometry plots were shown. (B) Percentage of dead cells (7-AAD positive) was quantified. Data are presented as mean ± SD. P-value was determined by unpaired Student t test (two-tailed, *P <0.05, **P <0.01).
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Additional file 4: Fig. S2A-D. Intact cell cycle in FDX1-OE cells upon ES treatment. (A-B) Cell cycle of control and FDX1-OE DLBCL cells treated with or without ES (15 nM for WSU-DLCL2 and 5 nM for SUDHL-4) was detected by flow cytometry using EdU/7AAD staining. Representative flow cytometry plots were shown. (C-D) Percentage of S-phase cells (EdU positive) was quantified. Data are presented as mean ± SD. P-value was determined by unpaired Student t test (two-tailed, *P <0.05, **P <0.01).
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Additional file 5: Fig. S3A-B. FDX1 knockdown protected SUDHL-4 cells from ES-induced cell death. (A-B) SUDHL-4 cells were transduced with shRNA against FDX1 and treated with or without ES (15 nM). Cell death were measured by 7-AAD staining and examined through flow cytometry. Representative flow cytometry plots and quantification for the percentage of dead cells (7-AAD positive) were shown. Data are presented as mean ± SD. P-value was determined by unpaired t-test (two-tailed, *P <0.05, **P <0.01).
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Additional file 6: Fig. S4A. Real-time flow cytometry analysis of SUDHL-4 cells. (A) Real-time flow cytometry analysis of cell death in control and FDX1-OE SUDHL-4 cells treated with ES (5 nM). The percentage of dead cells (7-AAD positive) was quantified in Fig. 2G.
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Additional file 7: Fig. S5A-F. FDX1 promotes activation of IFN-β signaling in SUDHL-4 cells upon ES treatment. Transcriptome strategy of RNA-sequencing conducted on FDX1-OE and control SUDHL-4 cells exposed to 5 nM ES for 48 h. (A) Volcano plots of differential gene expression (log2 FC) in ES-treated FDX1-OE SUDHL-4 cells versus ES-treated control SUDHL-4 cells. (B) Volcano plots of differential gene expression (log2 FC) in ES-treated FDX1-OE SUDHL-4 cells versus untreated FDX1-OE SUDHL-4 cells. (C) Gene set enrichment analysis (GSEA) was used to analyze the type I interferon signaling pathways (GO:0060337) enrichment in different groups. Normalized enrichment score (NES) indicated the analysis results across gene sets. False discovery rate (FDR) presented if a set was significantly enriched. (D) Heatmap shows the expression profiles of variably expressed IFN-β target genes across different groups. (E) Violin diagram representing the distribution of INF-β target genes in the control and FDX1-OE groups upon ES stimulation. (F) Venn diagram of upregulated DEGs in versus FDX1-OE + ES combination group versus FDX1-OE or control+ES groups. (G) Enriched pathway terms in n = 249 overlapped DEGs noted in the Venn diagram.
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Additional file 8: Fig. S6A-D. RIG-1 depletion partially rescued ES-induced cell death. (A-B) WSU-DLCL2 cells were transduced with shRNA against DDX58 (RIG-1) and treated with or without ES (8 nM). Cell death were measured by 7-AAD staining and flow cytometry assay. Representative flow cytometry plots and quantification for the percentage of dead cells (7-AAD positive) were shown. (C-D) SUDHL-4 cells were transduced with shRNA against DDX58 (RIG-1) and treated with or without ES (2 nM). Representative flow cytometry plots and quantification for the percentage of dead cells (7-AAD positive) were shown. Data are presented as mean ± SD. P-value was determined by unpaired t-test (two-tailed, *P <0.05, **P <0.01).
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Additional file 7: Fig. S5A-F
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Additional file 8: Fig. S6A-D
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Additional file 1: Table S1. Baseline characteristics of 105 DLBCL patients.

Variables n
Gender
Female 51
Male 54
Age, years
60 42
>60 63
Ann Arbor Stage
- 72
-1V 33
FDX1 expression
0 32
1 36
2 21





image2.tiff
Additional file 2: Table S2. Sequences of quantitative real-time PCR (GRT-PCR) primers

Primer | Forward (5' - 3) Reverse (5' - 3)
IFNB | AGGATTCTGCATTACCTGAAGG | GGCTAGGAGATCTTCAGTTTCG
TNF ACTTTGGAGTGATCGGCC GCTTGAGGGTTTGCTACAAC
IFIT1 | ATCCACAAGACAGAATAGCCAG | CCAGACTATCCTTGACCTGATG
IFIT2_ | GAAGATTTCTGAAGAGTGCAGC | CCTCCATCAAGTTCCAGGTG
ISG15 | ACTCATCTTTGCCAGTACAGG | CAGCTCTGACACCGACATG
FDX1 | GGAAAAGTTGGTGATTCTCTGC | AGATGAGGTGACAGGTTGAAC
DDX58 | TGGCATATTGACTGGACGTG CACTGGCTTTGAATGCATCC
ACTIN [ ACCTTCTACAATGAGCTGCG CCTGGATAGCAACGTACATGG
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Additional file 3: Fig. S1A-B.
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Additional file 4: Fig. S2A-D.
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Additional file 5: Fig. S3A-B
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Additional file 6: Fig. S4A
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