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Supplementary Figure S1. SNHG15 is upregulated in GC tissues and the non-coding nature of SNHG15 was confirmed by coding-potential analysis.
A, B Analyses of the whole-transcriptome sequencing datasets of our cohort and TCGA. Overlapping of the two cohorts identified 224 DEGs. C SNHG15 is the top lncRNAs upregulated in GC compared to non-GC primary tumor tissues. qPCR analysis of the expression of the ten upregulated lncRNAs in GC and paired non-GC primary tumor tissues from our cohort. Data are mean ± SD, n = 3. D SNHG15 is located on chromosome 7 in human and composed of five exons with a full length of 3924 bp. E, F The coding potential of SNHG15 in prediction softwares, and results showed that SNHG15 didn’t have any coding potential. G ORF Finder software prediction (https://www.ncbi.nlm.nih.gov/orffinder/) for the protein-coding potential of SNHG15.
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[bookmark: _Hlk124601539]Supplementary Figure S2. Supplementary figures related to Figure 2.
A Expression of SNHG15 in six GC cell lines (NCIN87, BGC823, MKN28, MGC803, MKN45, AGS) and one normal gastric cell line (GES1) was analyzed by qRT-PCR. B, C qRT-PCR assays to detect the expression of SNHG15 knocked down effciency by two different siRNAs in both MGC803 and AGS cells, and overexpression effciency by pcDNA-SNHG15 in MKN45 cell. D, E qRT-PCR assays to detect the expression of SNHG15 knocked down effciency by two different shRNAs in both MGC803 and AGS cells, and overexpression effciency by a lentivirus-carried SNHG15 in MKN45 cell. F Representative images of tumors derived from BGC823 cells transfection of scambled or shRNA groups. G The average tumor volume of tumors after injections in different groups. H qRT-PCR to detect the expression of SNHG15 knocked down effciency. Results are representative of three independent experiments. Data are mean ± SD, n = 3, *p < 0.05; **p < 0.01; ***p < 0.001.


[image: ] Supplementary Figure S3
Supplementary Figure S3. GSEA in SNHG15 high/low expression GC patients.
A GSEA comparison of SNHG15 high and low expression subgroups of GC patients in TCGA. B Heatmap of altered genes in SNHG15 high/low expression GC tissues in TCGA.
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Supplementary Figure S4. Supplementary figures related to Figure 6.
A Expression of SNHG15 was analyzed by qRT-PCR. B The relationship between miR-24-3p and SNHG15 expression in GC tissues in our cohort. C-E The relationships between miR-24-3p expression and E2F1, MYC or CDC25A protein levels in GC tissues in our cohort. F Cell proliferation was analyzed by CCK8 assay. Results are representative of three independent experiments. Data are mean ± SD, *p < 0.05; **p < 0.01; ***p < 0.001.


Supplementary Figure S5
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[bookmark: _Hlk124601669]Supplementary Figure S5. SNHG15 inhibits ferroptosis rather than cell apoptosis.
A, B Cell apoptosis analysis was examined by flow cytometry. C-F SNHG15 was correlated with ferroptosis. The correlation between ferroptosis and SNHG15 was shown in our cohort (C, D) and the TCGA dataset (E, F). Results are representative of three independent experiments. Data are mean ± SD, ns: not significant.
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[bookmark: _Hlk124601795]Table S1. siRNA sequence
	Name
	Oligo sequence

	SNHG15 siRNA1
SNHG15 siRNA2
E2F1 siRNA
MYC siRNA
CDC25A siRNA
HNRNPA1 siRNA
	GGGAUGAGGCCUGCCUGUGUUAAUA
ACUCUGUGUCCCUGACCCATT
GGACCUGGAAACUGACCAUTT
GCCGUAUUUCUACUGCGACTT
GCGUGUCAUUGUUGUGUUUCA
CCTGTCACTATTTGGAGCTTT



Table S2. shRNA sequence
	Name
	Oligo sequence

	SNHG15 shRNA1
	CCGGGCACAAGAGTGCCTGCCATCCCTCGAGGGATGGCAGGCACTCTTGTGCTTTTTTG

	SNHG15 shRNA2
	CCGGGCAAGCCTTGGCACCTTAATTCTCGAGAATTAAGGTGCCAAGGCTTGCTTTTTTG

	Scrambled (NC)
	CCGGCCTAAGGTTAAGTCGCCCTCGCTCGAGCGAGGGCGACTTAACCTTAGGTTTTTTG



Table S3. miR-24-3p mimics, inhibitor and the corresponding control sequence
	Gene
	Oligo sequence

	miR-24-3p mimics
miR-control
miR-24-3p inhibitor
anti-miR-control
	UGGCUCAGUUCAGCAGGAACAG
UUGUACUACACAAAAGUACUG
CUGUUCCUGCUGAACUGAGCCA
CAGUACUUUUGUGUAGUACAA



Table S4. Primers for Real-time PCR
	Gene
	Oligo name
	Oligo sequence

	SNHG15

LINC00920

GK-IT1

LUCAT1

LINC01979

SAMD12-AS1
PURPL

TYMSOS

FOXD2-AS1

PVT1

E2F1

MYC

SLC7A11

GAPDH

U6

	Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
	CTTGGCTGGCAGACCTGTACTC
GCTCAGGAATGGTCAGGCAAC
GAGCTAGAACAGCCCTCCCT
ATGCTGCTGTTTTGCTTCAGG
AGCGGTAGAGTCAGCTCTGTTTG
CACCATGCCCAGCCGTAAC
CGTGCCTGTACAGTTGTGTC
TATCCTCGGGTTGCCTCTGT
GGTCTGTTCAGGGGACAGTG
AGGTGCGTTATGCAACAGGA
GTTCAAGGGAGGCAGGACTT
GGTGCGTAGGACTTTGAGGT
TGTGAATTTAGGCCTACGTGA
AGCCCCTCATTCGTTATATTTT
TTCCAGGTCCCAGATGAAGAGA
CCAAAAGCCAACAGCAGGTA
CCAAGAATACTCCAGCGGCA
CTCGCCAGTTACCCTGTCTG
AAGATGCCCCTCAAGATGGC
CAGCCACAGCCTCCCTTAAA
CACGCTATGAGACCTCACTGAATC
CTGGATGTGGTTCTTGGACTTCTT
CGTCTCCACACATCAGCACAAC
GCCTCTTGACATTCTCCTCGG
TGAGAGCACGATGCATACACA
GATGGTGGACACAACAGGCT
GTCTCCTCTGACTTCAACAGCG
ACCACCCTGTTGCTGTAGCCAA
CTCGCTTCGGCAGCACA
AACGCTTCACGAATTTGCGT



Table S5. MicroRNA primers
	Gene
	Oligo sequence

	miR-24-3p
miR-17-3p
miR-31-5p
miR-103b
	TGCTCGTGGCTCAGTTCAG
CTACGCTGACTGCAGTGAAGG
ATGCTCAAGGCAAGATGCTG
CGACCCTCATAGCCCTGTACA



Table S6. Primers for Real-time PCR in CHIP analysis
	Gene
	Oligo name
	Oligo sequence

	MYC-1

MYC-2

E2F1
	Forward primer
Reverse primer
Forward primer
Reverse primer
Forward primer
Reverse primer
	AGTGAAGTATGGGATTTGTAT
TGCTGGTGATACAGCTAAGTA
GGAAAGGAGAGAGGCTGAAA
GAATCCAAGCACGATGTGGAC
AGGCACGCTTCACCATGCCCA
CTTATATGGCCAGGTTCAACTCA


[bookmark: _Hlk106807683]
Table S7. Correlation of the expression of SNHG15 in GC with clinicopathologic features
	Characteristics
	lncRNA SNHG15
	p value

	
	Low
	High
	

	Gender
	
	
	

	Male
	23
	25
	0.581

	Female
	19
	26
	

	Age (years)
	
	
	

	<60
	20
	23
	0.808

	≥60
	22
	28
	

	Tumor location
	
	
	

	Proximal third
	10
	9
	0.512

	Middle third
	9
	16
	

	Distal third
	23
	26
	

	WHO classification
	
	
	

	Adenocarcinoma
	33
	43
	0.375

	Signet-ring cell carcinoma
	3
	5
	

	Mucinous adenocarcinoma
	6
	3
	

	Differentiation
	
	
	

	Well, moderately
	23
	16
	0.023

	Poorly
	19
	35
	

	Borrmann classification
	
	
	

	Ⅰ/Ⅱ
	17
	28
	0.166

	Ⅲ/Ⅳ
	25
	23
	

	Local invasion
	
	
	

	T1、T2
	12
	22
	0.147

	T3、T4
	30
	29
	

	Lymph node metastasis
	
	
	

	No
	19
	10
	0.008

	Yes
	23
	41
	

	Distant metastasis
	
	
	

	No
	39
	44
	0.308

	Yes
	3
	7
	

	TNM stage
	
	
	

	Ⅰ/Ⅱ
	18
	11
	0.027

	Ⅲ/Ⅳ
	24
	40
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