Supplementary Table 1 The details of GSE207422 and GSE135222
	Series
	GSE207422

	Status
	Public on Mar 21, 2023

	Title
	Tumor microenvironment remodeling after neoadjuvant immunotherapy in non-small cell lung cancer revealed by single-cell RNA sequencing

	Organism
	Homo sapiens

	Experiment type
	Expression profiling by high throughput sequencing

	Summary
	To address the potential therapy-resistant mechanisms and underly the changes of tumor microenvironment (TME) after immunotherapy, we performed scRNA-seq and bulk RNA-seq from the patients with resectable non-small cell lung cancer (NSCLC) before and after PD-1 blockade combined with chemotherapy. We found that the combined therapy significantly remodeled the immune cell compartments in the TME. Patients with different pathologic responses had distinct characteristics of malignant cells and immune cell compositions. Our study provided several potential biomarkers for future immunotherapy and novel strategies to improve response.

	Overall design
	Transcriptomic dynamics of NSCLC during anti-PD-1 + chemotherapy

	Contributor(s)
	Zhang P

	Citation(s)
	Hu J, Zhang L, Xia H, Yan Y et al. Tumor microenvironment remodeling after neoadjuvant immunotherapy in non-small cell lung cancer revealed by single-cell RNA sequencing. Genome Med 2023 Mar 3;15(1):14. PMID: 36869384

	Platforms
	GPL24676 Illumina NovaSeq 6000 (Homo sapiens)

	Series
	GSE135222

	Status
	Public on Aug 02, 2019

	Title
	DNA methylation loss coupled with mitotic cell division promotes immune evasion of tumours with high mutation load [RNA-seq]

	Organism
	Homo sapiens

	Experiment type
	Expression profiling by high throughput sequencing

	Summary
	Mitotic cell division increases tumour mutation burden and copy number load, predictive markers of the clinical benefit of immunotherapy. Cell division correlates also with genomic demethylation involving methylation loss in late-replicating partial methylation domains. Here we find that immunomodulatory pathway genes are concentrated in these domains and transcriptionally repressed in demethylated tumours with CpG island promoter hypermethylation. Global methylation loss correlated with immune evasion signatures independently of mutation burden and aneuploidy. Methylome data of our cohort (n = 60) and a published cohort (n = 81) in lung cancer and a melanoma cohort (n = 40) consistently demonstrated that genomic methylation alterations counteract the contribution of high mutation burden and increase immunotherapeutic resistance. Higher predictive power was observed for methylation loss than mutation burden. We also found that genomic hypomethylation correlates with the immune escape signatures of aneuploid tumours. Hence, DNA methylation alterations implicate epigenetic modulation in precision immunotherapy.

	Overall design
	RNA-seq for a total of 27 advanced non-small cell lung carcinoma patients who were treated with anti-PD-1/PD-L1

	Contributor(s)
	Kim H

	Citation(s)
	Jung H, Kim HS, Kim JY, Sun JM et al. DNA methylation loss promotes immune evasion of tumours with high mutation and copy number load. Nat Commun 2019 Sep 19;10(1):4278. PMID: 31537801
Kim JY, Choi JK, Jung H. Genome-wide methylation patterns predict clinical benefit of immunotherapy in lung cancer. Clin Epigenetics 2020 Aug 6;12(1):119. PMID: 32762727

	Platforms
	GPL16791 Illumina HiSeq 2500 (Homo sapiens)



Supplementary Table 2 The specific antibodies used for FCM.
	Antibody
	Manufacturer
	Clone
	Catalogue number

	anti-human CD45 PerCP/Cy5.5
	BioLegend
	HI30
	304028

	anti-human CD3 FITC
	BioLegend
	UCHT1
	300406

	anti-human CD8 PE/Cy7
	BioLegend
	SK1
	344711

	anti-human TIM3 PE
	BioLegend
	F38-2E2
	345005

	anti-human CD101 APC
	BioLegend
	BB27
	331007

	anti-mouse CD45 V500
	BD Biosciences
	30-F11
	561487

	anti-mouse CD3 PerCP/Cy5.5
	BD Biosciences
	145-2C11
	561108

	anti-mouse CD8 PE/Cy7
	BD Biosciences
	53-6.7
	561097

	anti-mouse TIM3 BV421
	BioLegend
	RMT3-23
	119723

	anti-mouse CD101 APC
	Thermo
	Moushi101
	17-1011-82

	anti-mouse CD11b PE/Cy7
	BD Biosciences
	M1/70
	561098

	anti-mouse F4/80 BV421
	BioLegend
	BM8
	123131

	anti-mouse CD206 AF647
	BioLegend
	C068C2
	141711



Supplementary Table 3 The primary antibodies used for multiplexed immunofluorescence staining.
	CD8 Rabbit Polyclonal antibody
	Proteintech

	TIM3 Rabbit Polyclonal antibody
	Proteintech

	IGSF2/CD101 Rabbit Polyclonal antibody
	Proteintech

	IGSF2/CD101 Mouse Monoclonal antibody
	Proteintech

	CD44 Rabbit Polyclonal antibody
	Proteintech

	CD206 Rabbit Polyclonal antibody
	CST

	SPP1 Rabbit Polyclonal antibody
	Proteintech



Supplementary Table 4 The primer sequences used for qPCR.
	Gene
	
	5' to 3'

	Human CD101
	Forward
	AGAGAGGCTCCAGTCCTCAG

	
	Reverse
	CTTCCCACACAACTTGCTGC

	Human SPP1
	Forward
	AGCAGCTTTACAACAAATACCCAG

	
	Reverse
	TACTTGGAAGGGTCTGTGGG

	Human GAPDH
	Forward
	TTTTGCGTCGCCAGCC

	
	Reverse
	ATGGAATTTGCCATGGGTGGA

	Mouse SPP1
	Forward
	CTGGCAGCTCAGAGGAGAAG

	
	Reverse
	ACAGGGATGACATCGAGGGA

	Mouse GAPDH
	Forward
	GCCTCCTCCAATTCAACCCT

	
	Reverse
	CTCGTGGTTCACACCCATCA



Supplementary Table 5 The primary antibodies used for western blotting.
	SPP1 Rabbit Polyclonal antibody
	Proteintech

	GAPDH Rabbit Polyclonal antibody
	Proteintech



