Materials and methods
Materials and cell lines. Unless otherwise noted, all chemicals and regents were obtained commercially and used without further purfication. Manganese (II) acetate tetrahydrate (Mn(CH3COO)2·4H2O), Zinc nitrate hexahydrate (Zn(NO3)2·6H2O), 2-methylimidazole were purchased from Shanghai Aladdin Biochemical Technology Co., Ltd.. All reagents were analytical grade and used as received. Cell culture vessels were purchased from Corning (Corning, NY, USA). Dulbecco’s modified Eagle’s medium (DMEM), trypsin-EDTA (0.25%), penicillin/streptomycin (P/S) and fetal bovine serum (FBS) were purchased from Gibco (GranIsland, NY, USA). K7M2 and RAW264.7 cells were cultured in DMEM supplemented with 10% FBS and 1% P/S. All cells were maintained at 37 ℃ under a humidified atmosphere of 5% CO2. 
General measurements. The scanning electron microscopy (SEM) were obtained on Gemini300 Thermal Field Emission Scanning Electron Microscopy and Energy Dispersive X-ray Spectroscopy (EDS) images were obtained on a Helios Nanolab G3 CX microscope. Powder X-ray diffraction (PXRD) data were collected on Rigaku Ultima IV diffractometer (40 kV, 40 mA, Cu Kα, λ = 1.5418 Å) from 3° to 40° with a step of 0.02° at a scan speed of 10° min-1. N2 adsorption/desorption measurements were performed on Micromeritics ASAP 2020 Plus adsorption instrument at 77 K, the samples were activated at 393 K in the vacuum for 24 h before performing. The UV−vis spectra measurement was conducted on a UV−vis spectrophotometer (UV-2550, Shimadzu Instrument Ltd., Suzhou, China). X-ray photoelectron spectroscopy (XPS) was measured by an XPS instrument (ESCALAB250Xi, Thermo Fisher Scientific Ltd.). Fourier transform infrared (FT-IR) spectra were conducted on Thermo Scientific FT-IR Nicolet iS10 spectrophotometer in the range of 4000−400 cm−1. 
Preparation of Mn-ZIF8 nanoparticles. ZIF8 nanoparticles were synthesized using zinc nitrate hexahydrate, 2-methylimidazole and methanol. Specifically, 100 mg of zinc nitrate hexahydrate and 250 mg of 2-methylimidazole were dissolved in 50 mL of methanol, stirred at room temperature for 30 min, centrifuged and washed with fresh ethanol. The product was finally dried at 150 degrees Celsius and activated in a vacuum for further use. Then 1000 mg of manganese acetate was dissolved in 30 mL of methanol, and 300 mg of ZIF8 was dispersed in the above solution. The mixture was incubated in a preheated oven at 60 degrees Celsius for 48 hours. The precipitated product (Mn-ZIF8) was centrifuged and washed several times with methanol until the supernatant was colorless. Then, the Mn-ZIF8 nanoparticles were immersed in methanol at 60 degrees Celsius for 3 days, and the solution was replaced with new methanol (20 mL) every 24 hours. After soaking for 3 days, the sediment was centrifuged and dried in a vacuum oven.
Preparation of Mn-ZIF8@RRX-001@PEG-HA (MRPH) nanoparticles. 0.02 mmol RRX-001 (T7400, TargetMol, China) was dissolved in a mixed solution of 1 mL DMSO and 4 mL methanol. The previously synthesized Mn-ZIF8 (30 mg) was added to the RRX-001 solution under stirring and reacted for 24 hours. After centrifugation, the product (Mn-ZIF8@RRX-001) was washed three times with methanol and the obtained solid was freeze-dried under low temperature and reduced pressure. Dissolve 10 mg NH2-PEG-NH2 in 5 mL of deionized water, add the previously synthesized Mn-ZIF8@RRX-001 to the NH2-PEG-NH2 solution under stirring, react for 2 hours, and separate the solid product. Dissolve 10 mg HA, 5 mg EDC, and 9 mg NHS in 5 mL of deionized water and incubate in a cold-water bath (5-10°C) for 30 minutes. Then mix with the previous solid product and continue incubation for 12 hours. Wash the product with deionized water after centrifugation and freeze-dry under reduced pressure.
In vitro drug release. The release of RRX-001 from MRPH nanoparticles was studied to explore the pH-responsive controlled release behavior. The prepared nanoparticles were immersed in 10 mL of PBS solution with a pH of 7.4, 6.5, or 5.5. Each sample was placed in a thermostatic oscillator at 37 °C and 100 rpm. 0.5 mL of release medium was removed at predetermined time intervals, and the same volume of fresh medium was added. The release of RRX-001 was analyzed using UV-Vis-NIR spectrometer.
Mn2+ release in vitro. The prepared MRPH nanoparticles were immersed in PBS solutions with pH 7.4, 6.5, or 5.5 to evaluate the release of Mn2+. Specifically, the prepared MRPH nanoparticles were immersed in 30 ml PBS (pH = 7.4, 6.5, or 5.5) and continuously shaken at 100 rpm at 37°C. Then, 5 ml of the solution was collected at intervals and replaced with another 5 ml of fresh PBS. The release of Mn2+ was measured by optical emission spectroscopy (ICP-OES).
Detection of NO generation. The intracellular generation of NO was examined by DAF-FM DA Green fluorescent dye (S0020S, Beyotime). Detailly, OS cells were plated in 12-well plates (1×105 per well) and co-cultured with different formulations for 24 h. Sequentially, the cells were washed thrice with PBS, stained with DAF-FM DA Green fluorescence probe. And the intracellular fluorescence signal was monitored by FCM.
Data acquisiton and processing We downloaded the RNA sequencing data and clinical information of the training datasets TARGET-OS including 85 OS patients from the website UCSC Xena (https://xena.ucsc.edu). Additionally, the RNA sequencing data and clinical information of the validated datasets GSE21257 including 50 OS patients were downloaded from the Gene Expression Omnibus (GEO) database (https://www.ncbi.nlm.nih.gov/geo). The manganese-related genes (MRGs) were downloaded from Kyoto Encyclopedia of Genes and Genomes (KEGG) website. Background correction and normalization were performed for the gene expression matrix of GEO and Xena website in the R version 4.2.1 sofware. Our acquisition and application of all these data was in accordance with the policies and guidelines of the Xena and GEO databases.
Screening of prognosis‑related MRGs and construction of the prognostic model. The univariate cox regression were performed for all the MRGs and the MRGs with the p value less than 0.05 were identifed as the prognosis-related MRGs. Then, to eliminate the effect of overftting, LASSO Cox regression was performed to construct the prognostic model and the “lambda.min” was used as the lambda value.
Immune infltration analysis and Construction of the integrated nomogram. The OS patients were separated into highrisk and lowrisk group based on the median risk score. the immune infltration analyses including Cell type identifcation by estimating relative subsets of RNA transcripts (CIBERSORT) and ESTIMATE algorithm were implemented to analyze the proportion of immune cells. Meantime, the analyses of cancer immunity cycles and immunotherapy-predicted pathways were carried out to depict the immune landscape of OS.
Cell uptake of MRPH. Cellular uptake of MRPH was evaluated using confocal laser scanning microscopy (CLSM) (LSM-800, ZEISS, Germany) and CytoFLEX Flow Cytometry (FCM) (Beckman Coulter, USA). Briefly, cells were seeded at a density of 1 × 10⁵ cells per well in 24-well plates and incubated overnight. Cy5.5-labeled MRPH nanoparticles (MRPH@Cy5.5) were added to the cells, and uptake was assessed at various time points (1 h, 4 h, and 7 h). Cells were washed three times with PBS and then fixed with 4% paraformaldehyde. For CLSM, images were captured using appropriate excitation wavelengths. For FCM, cells were harvested and analyzed for Cy5.5 fluorescence intensity.
Cell viability assays. Cell viability was assessed using the CCK-8 assay kit (C0037, Beyotime, China). Cells (1×10⁴ cells per well) were seeded in 96-well plates and incubated overnight. They were then treated with various formulations for 24 h. 10 μL of CCK-8 solution was added to each well, and the cells were incubated for an additional 1 h at 37℃. Absorbance at 450 nm was measured using a Bio-Rad plate reader (SpectraMax M3, USA).
Apoptosis analysis. Apoptosis was evaluated using an Annexin V-PI apoptosis detection kit (556547, BD Biosciences) according to the manufacturer’s instructions. Cells (3×10⁵ cells per well) were seeded in 12-well plates and treated with different formulations for 24 h. After incubation with Annexin V-PI reagent for 15 min in the dark, cells were analyzed by FCM to determine the apoptotic population.
In vitro live/dead state detection. Cell viability and death were further confirmed using live/dead cell staining kit (C2015S, Beyotime). Cells were treated with various formulations, stained with Calcein-AM (live cells) and propidium iodide (PI, dead cells). Subsequently, images were collected with Fluorescent inverted microscope (DMi8, Leica, Germany).
Western blotting. Western blotting was performed to evaluate protein expression. Cells were lysed, and total protein was extracted. Protein concentrations were determined using a BCA protein assay (P0010, Beyotime). Equal amounts of protein were separated by SDS-PAGE, transferred onto PVDF membranes, and probed with primary antibodies against p-TBK1 (5483T, Cell Signaling Technology), p-IRF3 (37829T, Cell Signaling Technology), p-STING (72971T, Cell Signaling Technology), β-tubliln (2128S, Cell Signaling Technology) and GAPDH (HC301-01, TransGen Biotech). The blots were incubated with appropriate HRP-conjugated secondary antibodies (HS101-01, TransGen Biotech) and visualized using an enhanced chemiluminescence system (ECL) (BL520B, Biosharp).
Measurement of mitochondrial membrane potential (MMP). MMP was measured using the JC-1 staining kit (HY-K0601, MedChemExpress). Cells were incubated with JC-1 solution for 30 min at 37°C, followed by washing with PBS. The fluorescence intensity was analyzed by FCM (green fluorescence for depolarized mitochondria and red fluorescence for polarized mitochondria).
Immunofluorescence staining. Intracellular expression of double-stranded DNA (dsDNA) was assessed using CLSM. Cells were treated with different treatments and penetrated by 0.1% Triton X (ST1723, Beyotime), then blocked with 1% BSA (ST023, Beyotime). Thereafter, cells were incubated with anti-dsDNA antibody (ZMS1047, Sigma) and anti-TOMM20 antibody (ab56783, Abcam) at 4℃ for 16 h. followed by Alexa Fluor 555-conjugated secondary antibody (ab302576, Abcam) and Alexa Fluor 488-conjugated secondary antibody (ab150113, Abcam) for 1 h. Nuclei were counterstained with DAPI and then the stained sections were imaged with CLSM.
qPCR Quantification of Cytosolic mtDNA. OS cells were treated as described above, digested and divided into 2 equal aliquots. One aliquot served as normalization controls for total mtDNA using Universal Genomic DNA Extraction Kit (AG21009, Accurate Biotechnology (Hunan) Co.,Ltd, China). The second aliquot was resuspended in roughly 500 μL buffer containing 150 mM NaCl, 50 mM HEPES (pH 7.4), and 20 μg/mL digitonin. The homogenates were incubated for 10 minutes and then centrifuged at 980g for 3 minutes, 3 times to pellet intact cells. The cytosolic supernatants were transferred into fresh tubes and spun at 17,000g in a microcentrifuge for 10 minutes to pellet any remaining cellular debris, yielding cytosolic preparations free of nuclear, mitochondrial, and ER contamination. DNA was then purified from these pure cytosolic fractions. qPCR was performed for both whole-cell extracts and cytosolic fractions using nuclear DNA primers (Tert) and mtDNA primers (ND1, Dloop), and the Ct values obtained for mtDNA abundance for whole-cell extracts served as normalization controls for the mtDNA values determined from the cytosolic fractions. The primers used for the different genes are listed in Supplemental Table 1.
Analysis of the immunogenic cell death (ICD) effect in vitro. ICD effect was analyzed by measuring ATP release, CRT exposure, and HMGB1 secretion. ATP levels were quantified using an ATP assay kit (S0027, Beyotime) following the manufacturer's instructions. For CRT exposure by FCM, cells were seed in 12-well plate at a density of 3×105 cells per well. After treated with different formulations at an equal photosensitive unit concentration, cells were collected and blocked with blocking solution, and incubation with CRT antibody (ab211962, Abcam) at room temperature for 1 h. Subsequently, cells were incubated with secondary antibody at room temperature, washed with PBS, collected and suspended in PBS. Finally, the fluorescence was analyzed by FCM. The passively release HMGB1 was measured by CLSM. In brief, cover slide were placed in the bottom of each wells of 24-well plate. Cells (1×105) in 1 mL complete media were added to each well and incubated for overnight. Then the cells were treated with various formulations at an equal photosensitive unit concentration, and the cells inlaser groups were subjected to laser irradiation. Afterward, the cells were washed with PBS for three times, and fixed in 4% paraformaldehyde solution. Thereafter, cells were blocked with blocking solution, and then incubated with HMGB1 antibody (ab216986, Abcam) at 4 ℃ for overnight. After washing with PBS for three times, cells were incubated with Alexa Fluor 555-conjugated antibody for 1 h. Finally, nuclei were counterstained with DAPI, and then CLSM was used to observe the images. For quantitative determination of the HMGB1 release, K7M2 cells were seeded in 12-well plates with 1 mL full medium. The medium was changed 24 h later and the cells were treated as described above. Followed by incubation for 12 h, the supernatants were collected, dying tumor cells were removed by centrifugation, and supernatants were isolated and frozen immediately. Quantification of HMGB1 in the supernatants was assessed by mouse HMGB1 ELISA Kit (E-EL-M0676c, Elabscience) according to the manufacturer’s instruction.
Measurement of DCs maturation in vitro. Bone-marrow derived dendritic cells (BMDCs) were generated from female BALB/c mice and cultured in RPMI 1640 medium supplement with 10% FBS, granulocyte-macrophage colony-stimulating factor (GM-CSF) (20 ng mL-1, CK02, Novoprotein), and interleukin-4 (IL-4) (10 ng mL-1, CK15, Novoprotein) at 37 °C with 5% (v/v) CO2. After 5 days culturing, pretreated K7M2 cells were co-incubated with BMDCs for 24 h. After treatment, DCs were stained with anti-CD45, anti-CD11b, anti-CD11c, anti-CD80 and anti-CD86 for DCs mature analysis via FCM.
Macrophage phagocytosis assay. OS cells were treated as described above, digested and stained with CFDA SE (HY-D0938, MedChemExpress) for 20 min. Then, OS cells and RAW264.7 macrophages were mixed at a ratio of 1:3 and inoculated in 96-well plates and cultured for 4 h. The mix were then stained with anti-F4/80, anti-CD80 and anti-CD206. FCM was used for the quantitative analysis of phagocytosis.
Biocompatibility of nanoparticles. All animal experiments reported herein were performed under guidelines evaluated and approved by Animal Ethics Committee of The Second Xiangya Hospital, Central South University (20231087). The biocompatibility of MRPH was evaluated in KM mice (Hunan SJA Laboratory Animal Co.,Ltd). Mice were injected with different treatments. Blood samples were collected for serum biochemical analysis. Meanwhile, the main organs (heart, liver, spleen, lung, and kidney) were also dissected from the mice for further analysis after being sacrificed. All tissues were paraffin-embedded and tissue sections were prepared. Hematoxylin and eosin (H&E) staining was performed on the tissue sessions to observe pathological features. 
Tumor model and biodistribution of MPRH in vivo. Female BALB/c mice were purchased from Hunan SJA Laboratory Animal Co.,Ltd. BALB/c mice received a subcutaneous injection of 2×106 K7M2 cells at the tibia to build a K7M2 tumor-bearing mouse model. Once the K7M2 tumor volumes reached 200 mm3, Cy7.5-labeled MRPH was intravenously injected into the mice via tail vein, followed by imaging with an IVIS Spectrum (PerkinElmer) at 1, 3, 6, 12, 24, and 36 h post-injection, respectively. At 36 h post-injection, the tumor tissues and major organs (heart, liver, spleen, lung, kidney, intestine and tumor) were collected and quantified using the IVIS Spectrum imaging system.
Antitumor efficacy assessment in vivo. The BALB/c mice received a subcutaneous injection of 3×106 K7M2-LUC cells at the tibia to build a K7M2-LUC solid tumor-bearing mouse model. Then the K7M2-LUC tumor-bearing mice were randomly divided into 5 groups, including PBS, R, MnZIF8, MPH, and MRPH. Luminescence intensity in the tumor was determined before injection, 5, 10 and 15 d after injection using an IVIS Spectrum. Mice were anesthetized with isoflurane and 100 μL luciferin was injected intraperitoneally at a dosage of 150 mg/kg. Measurements were performed 10 min after luciferin injection in each mouse. Photons emitted from the tibia region were quantified using the living image software. All images were set to the same conditions and color scale.
Histological and immunohistochemical analyses. The tissues harvested from treatment groups were fixed in 4% paraformaldehyde neutral buffer and embedded in paraffin. Then the paraffin-embedded tissues were cut into slices. The slices were processed for immunohistochemical examination of H&E and Ki67 and 3-NT staining according to the manufacturer’s instructions. Freshly dissected tumor tissues were fixed with 4% paraformaldehyde, dehydrated, embedded in paraffin wax, and transferred to the slice. Next, according to the manufacturer’s protocol, the slices were incubated with primary antibodies, CD31 (11265-1-AP, Proteintech), α-SMA (14395-1-AP, Proteintech), p-STING, HIF-1α (20960-1-AP, Proteintech), NO, CRT, CD47 (20305-1-AP, Proteintech) and CD8 (98941T, Cell Signaling Technology) overnight. After incubation with fluorescent secondary antibody and DAPI, the immunofluorescence images were captured using a confocal microscope. 
Flow cytometric analysis in vivo. After different treatments, the tumor-draining lymph nodes (TDLNs), tumor tissues, and spleens were collected, followed being used to prepare single-cell suspensions. The single-cell suspensions were further incubated with various antibodies against the immune cells. FCM analysis was carried out on the FCM instrument, and the results were further analyzed with the FlowJo software. All cells were stained for 15 min with Zombie aqua fixable viability kit and 15 min for anti-CD16/32 antibody blocking prior to surface staining. To explore the population of activated DCs within tumor tissues and TDLNs, the single-cell suspensions were collected and then stained with anti-CD45, anti-CD11b, anti-CD11c, anti-CD80 and anti-CD86 for FCM. The matured DCs were denoted as CD45+ CD11b+ CD11c+ CD80+CD86+ cell. For detection of the infiltration of antitumor T cells, the tumor tissues and spleens were mechanically disrupted into small pieces and homogenized into single cell suspension. To measure the tumor infiltration of CD8+ T cells, the isolated cell suspensions were incubated with anti-CD45, anti-CD3, anti-CD8 and anti-CD4 for FCM. The CD8+ T cells were marked as CD45+ CD3+ CD8+ cells. To detect the ability on eliminating M2 type TAMs and increasing M1 macrophages, the tumors tissues were also homogenized into single cell suspension, followed incubation with anti-CD45, anti-CD11b, anti-F4/80, anti-CD80 and anti-CD206 according to the manufacturer’s protocols. The cells population of M2 phenotype TAMs (CD45+ CD11b+ CD80- CD206+cells) and M1 phenotype macrophages (CD45+ CD11b+ CD80+ CD206-cells) were determined through FCM. MDSCs cells (CD45+ CD11b+ Gr-1+) in tumors tissues were also evaluated. The isolated cell suspensions were incubated with anti-CD45, anti-CD11b and anti-Gr-1. All cell samples were analyzed by FCM. Antibodies used for flow cytometry analysis and immunostaining were listed in the supplementary Table S2.


Supplementary Tables

Table S1. Primers used for qPCR quantification of cytosolic mtDNA.

	Name
	Forwarde Primer Squence
	Reverse Primer Squence

	mt-ND1
	CACCCAAGAACAGGGTTTGT
	TGGCCATGGGTATGTTGTTAA

	mt-DLOOP
	CTATCACCCTATTAACCACTCA
	TTCGCCTGTAATATTGAACGTA

	Tert
	CTAGCTCATGTGTCAAGACCCTCTT
	GCCAGCACGTTTCTCTCGTT





Table S2. Flow cytometry antibodies used in the study.

	Antibody
	Company
	Catalog number

	APC-Cy7 Anti-Mouse CD45 antibody
	BD
	561037

	FITC Anti-Mouse CD11b antibody
	BD
	561688

	PE-Cy7 Anti-Mouse F4/80 antibody
	Biolegend
	123113

	BV421 Anti-Mouse CD80 antibody
	Biolegend
	104725

	PE Anti-Mouse CD86 antibody
	BD
	561963

	Alexa fluor647 Anti-Mouse CD206 antibody
	BD
	568809

	Pacific Blue Anti-Mouse CD3 antibody
	Biolegend
	100213

	PerCP/Cy5.5 Anti-Mouse CD4 antibody
	Biolegend
	100433

	R718 Anti-Mouse CD8a antibody
	BD
	566985

	PE/Dazzle594 Anti-Mouse CD11c antibody
	Biolegend
	117347

	BV605 Anti-Mouse GR-1 antibody
	Biolegend
	108439

	Zombie aqua fixable viability kit
	Biolegend
	423101

	Purified Rat Anti-Mouse CD16/CD32
	BD
	567021
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Figure S1 Univariate Cox regression analysis and construction of the Lasso regression prognostic model in the Target-OS dataset.
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Figure S2 (A) Kaplan-Meier survival analysis shows a significant difference in survival between the high MRGscore and low MRGscore groups in the GSE21257 set. (B) Univariate Cox regression analysis and Lasso regression prognostic model construction in the GSE21257 dataset. 







[image: ]
Figure S3 ESTIMATE score (A), Immune score (B), tumor purity (C), and Stromal score (D) in different MRGscore groups were evaluated by ESTIMATE analysis in GSE21257 set.
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Figure S4 (A) The correlation between MRGscore and TME infiltration cells in GSE21257 set. (B) Immune infiltration levels of immune cell types in the high MRGscore and low MRGscore groups in GSE21257 set.
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Figure S5 Standard curve of RRX-001 solution detected by UV spectrophotometer at 240 nm.
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Figure S6 CCK-8 assay was used to evaluate the cell viability of K7M2 cells treated with different concentrations of RRX-001.
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Figure S7 The expression of CRT was determined by CLSM in different treatment groups, with red fluorescence representing CRT and blue fluorescence representing nuclei, Scalar bar: 10 μm. 
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Figure S8 (A) Level and quantitative analysis of HMGB1 in the supernatants of K7M2 cells as determined by ELISA. (B) The relative ATP release of cells after various treatments. Data are shown as mean ± SD. ***p <0.001.
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Figure S9 Biosafety evaluation of MRPH in vivo. A-F) Biochemical analysis of serum:  A) blood urea nitrogen (BUN); B) serum creatinine (CR); C) alkaline phosphatase (ALP); D) total bilirubin (TBIL); E) aspartate aminotransferase (AST); F) alanine aminotransferase (ALT).
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Figure S10 Biosafety evaluation of MRPH in vivo. A-H) Biochemical analysis of whole 
blood: (A) red blood cells (RBC); (B) white blood cells (WBC); (C) lymphocyte; (D) Monocyte (Mon); (E) hemoglobin (HGB); (F) mean corpuscular volume (MCV); (G) mean corpuscular hemoglobin (MCH); (H) mean corpuscular hemoglobin concentration (MCHC); (I) blood platelet (PLT).
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Figure S11 The assessment of main organs function by H&E staining. Scale bar: 50μm







[image: ]
Figure S12 Quantification of total fluorescence intensity at tumor site at different time points after MRPH injection. 
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Figure S13 Ki67 IHC staining representative images of tumor tissues in different groups, Scalar bar: 20 μm. 
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Figure S14 Immunofluorescence images of HIF-α (A), NO (B), p-TBK1 (C) in tumor tissues in different groups, Scalar bar: 20 μm.
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Figure S15 Immunofluorescence images of CD47 (A), CRT (B), CD8 (C) in tumor tissues in different groups, Scalar bar: 20 μm.
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Figure S16 Gating strategies for FCM analysis images of CD4+T cell (CD45+CD11b-CD4+) and CD8+T cell (CD45+CD11b-CD8+) within tumor tissues after various treatments.
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Figure S17 Gating strategies and representative FCM analysis images of CD8+T cells (CD3+CD8+) within spleen after various treatments.
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Figure S18 Gating strategies for FCM analysis images of M1 macrophages (CD45+CD11b+F4/80+CD80+) within tumor tissues after various treatments.
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Figure S19 The percentages of population of CD4+ T cells (CD3+CD4+) within spleen, M1 macrophages (CD45+CD11b+F4/80+CD80+) and M2 macrophages (CD45+CD11b+F4/80+CD206+) within tumor tissues after various treatments.
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Figure S20 Gating strategies for FCM analysis images of Mature DCs (CD45+ CD11c+ CD11b+ CD80+CD86+) within tumor tissues after various treatments.
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Figure S21 Gating strategies and representative FCM analysis images of MDSCs (CD45+ CD11b+ Gr-1+) within tumor tissues after various treatments.
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