FIGURE LEGENDS

Supplementary Figure 1. Correlation analyses. (A) Correlations between OAS1 and RUNX2, COL1A1 expression levels in the cancer cell lines of the CCLE database. (B) Correlations between OAS1 and RUNX2, COL1A1 expression levels in the bone relative cancer cell lines of the CCLE database. (C) Correlations between OAS1 and RUNX2, COL1A1 expression levels in the osseous and chondromatous neoplasms and miscellaneous bone tumors of the TCGA database. (D) Correlations between OAS1 and RUNX2, COL1A1 expression levels in the normal tissues of the GTEx database. (E) Correlations between RSAD2 and RUNX2, COL1A1 expression levels in the cancer cell lines of the CCLE database. (F) Correlations between RSAD2 and RUNX2, COL1A1 expression levels in the bone relative cancer cell lines of the CCLE database. (G) Correlations between RSAD2 and RUNX2, COL1A1 expression levels in the osseous and chondromatous neoplasms and miscellaneous bone tumors of the TCGA database. (H) Correlations between RSAD2 and RUNX2, COL1A1 expression levels in the normal tissues of the GTEx database. (I) Correlations between SLAMF8 and PPARG, CEBPA expression levels in the normal tissues of the GTEx database. The correlation co-efficients (R values) and the p-values were those of the Pearson correlation.

Supplementary Figure 2. The impact of SLAMF1 knockdown on osteogensis. (A) The expressions of osteogenesis related genes were examined by qPCR during osteogenic induction in SLAMF1-NC, MOCK, SLAMF1-si1, SLAMF1-si2 and SLAMF1-si3 mBMSCs.

Supplementary Figure 3. Silver Staining and Mass Spectrometry. (A) Silver staining showed different bolts between IgG group and IP group at about 11kDa. (B) Top 20 proteins detected by mass spectrometry.
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Supplementary Tables
	Supplementary Table 1: siRNA sequence (5'-3')

	
	Sense
	Antisense

	Slamf8-si1
	GUGUCCAAGUGCUAAGCAATT
	UUGCUUAGCACUUGGACACTT

	Slamf8-si2
	CAAGGUGUACGAUGCAGUATT
	UACUGCAUCGUACACCUUGTT

	Slamf8-si3
	GGACAGGUGUUAAGUGUCUTT
	AGACACUUAACACCUGUCCTT

	Slamf1-si1
	GGCUACCACUUUCAAUCAATT
	UUGAUUGAAAGUGGUAGCCTT

	Slamf1-si2
	GCAAGCAGCUGAAGCUUUATT
	UAAAGCUUCAFCUGCUUGCTT

	Slamf1-si3
	CAGGAAUCCUCCUCAFAAUTT
	AUUCUGAGGAGGAUUCCUGTT

	S100a6-si1
	GCAAGGAAGGUGACAAGCATT
	UGCUUGUCACCUUCCUUGCTT

	S100a6-si2
	CCAGAAGGAGCUCACCAUUTT
	AAUGGUGAGCUCCUUCUGGTT

	S100a6-si3
	GGCUUUGAUCUACAAUGAATT
	UUCAUUGUAGAUCAAAGCCTT




	Supplementary Table 2: qPCR primer sequence (5'-3')

	Genes
	Forward Sequence
	Reverse Sequence

	18S
	CCTGAGAAACGGCTACCACA
	ACCAGACTTGCCCTCCAATG

	Slamf8
	TCCAAGTGCGTGAGGCTATC
	GCTTGGGTACTGCATCGTACA

	Slamf1
	GCTTCTTCCTTGGGGGTAAC
	CATCACACCTCCACCTGTTC

	Col1a1
	CCCTGGTCCCTCTGGAAATG
	GGACCTTTGCCCCCTTCTTT

	Runx2
	ATCCCCATCCATCCACTCCA
	AGTTCTGAAGCACCTGCCTG

	Sp7
	GTCCTCTCTGCTTGAGGAAGAA
	TCTTTGTGCCTCCTTTCCCC

	Alp
	GTTGCCAAGCTGGGAAGAACAC
	CCCACCCCGCTATTCCAAAC

	Pparγ
	GACGCGGAAGAAGAGACCTG
	CCGCTTCTTTCAAATCTTGTCGT

	C/ebpα
	GCAAAGCCAAGAAGTCGGTG
	TCTCCACGTTGCGTTGTTTG

	S100a6
	GGATGTTCGTTTGCCTTGCC
	ACTGGGCTAGAAGAAGCGCA




	Supplementary Table 3: Co-relation analyses.

	
	Total Samples (n)
	Pearson Correlation (r)
	p-value

	CCLE (SLAMF8 & COL1A1)
	973
	0.13
	0.000

	CCLE (SLAMF8 & RUNX2)
	973
	0.24
	0.000

	CCLE-Bone (SLAMF8 & COL1A1)
	27
	0.56
	0.000

	CCLE-Bone (SLAMF8 & RUNX2)
	27
	0.41
	0.033

	TCGA (SLAMF8 & COL1A1)
	93
	0.24
	0.019

	TCGA (SLAMF8 & RUNX2)
	93
	0.26
	0.011

	GTEx (SLAMF8 & COL1A1)
	17382
	0.42
	0.000

	GTEx (SLAMF8 & RUNX2)
	17382
	0.38
	0.000

	CCLE (OAS1 & COL1A1)
	1021
	-0.06
	0.071

	CCLE (OAS1 & RUNX2)
	1021
	-0.01
	0.690

	CCLE-Bone (OAS1 & COL1A1)
	28
	-0.40
	0.034

	CCLE-Bone (OAS1 & RUNX2)
	28
	-0.44
	0.021

	TCGA (OAS1 & COL1A1)
	93
	0.29
	0.005

	TCGA (OAS1 & RUNX2)
	93
	0.37
	0.000

	GTEx (OAS1 & COL1A1)
	17382
	0.19
	0.000

	GTEx (OAS1 & RUNX2)
	17382
	0.25
	0.000

	CCLE (RSAD2 & COL1A1)
	1021
	0.06
	0.043

	CCLE (RSAD2 & RUNX2)
	1021
	0.06
	0.064

	CCLE-Bone (RSAD2 & COL1A1)
	28
	-0.37
	0.056

	CCLE-Bone (RSAD2 & RUNX2)
	28
	-0.46
	0.014

	TCGA (RSAD2 & COL1A1)
	93
	0.10
	0.340

	TCGA (RSAD2 & RUNX2)
	93
	0.17
	0.096

	GTEx (RSAD2 & COL1A1)
	17382
	0.08
	0.000

	GTEx (RSAD2 & RUNX2)
	17382
	0.06
	0.000

	GTEx (SLAMF8 & PPARG)
	17382
	0.40
	0.000

	GTEx (SLAMF8 & CEBPA)
	17382
	0.26
	0.000
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