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Supplementary Figure 1. Negative controls for immunofluorescence staining in human (left) and mouse (right) meniscus tissues.
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Supplementary Figure 2. GO and KEGG pathway enrichment analysis of DEGs (|FC|>5) in female and male Cd36-/- versus WT menisci. Bubble color indicates the annotation category (Molecular Function, Cellular Component, Biological Process, or KEGG pathway), and the bubble size reflects the number of DEGs in the entry.
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Supplementary Table 1. Non-identifiable Donor Information
	Donor
	Sex
	Age
	Donor
	Sex
	Age

	1
	Female
	69
	1
	Male
	66

	2
	Female
	56
	2
	Male
	72

	3
	Female
	81
	3
	Male
	63

	4
	Female
	73
	4
	Male
	75

	5
	Female
	69
	5
	Male
	69

	6
	Female
	85
	6
	Male
	67

	7
	Female
	62
	7
	Male
	57






















Supplementary Table 2. Detailed primer sequence information of genes analyzed by RT-qPCR
	Gene
	Primer Sequences
	Tm(°C)*
	Accession number

	RPL13A
	Forward
	CCTGGAGGAGAAGAGGAAAGAGA
	63
	NM_012423.4

	
	Reverse
	TTGAGGACCTCTGTGTATTTGTCAA
	62
	

	B2M
	Forward
	TGCTGTCTCCATGTTTGATGTATCT
	62
	NM_004048.2

	
	Reverse
	TCTCTGCTCCCCACCTCTAAGT
	62
	

	YWHAZ
	Forward
	TCTGTCTTGTCACCAACCATTCTT
	57
	NM_003406

	
	Reverse
	TCATGCGGCCTTTTTCCA
	55
	

	ACAN
	Forward
	AGGGCGAGTGGAATGATGTT 
	62
	NM_001135.3

	
	Reverse
	GGTGGCTGTGCCCTTTTTAC
	62
	

	COL1A2
	Forward
	GCTACCCAACTTGCCTTCATG
	62
	NM_000089.3

	
	Reverse
	GCAGTGGTAGGTGATGTTCTGAGA
	63
	

	COL2A1
	Forward
	CTGCAAAATAAAATCTCGGTGTTCT
	62
	NM_033150

	
	Reverse
	GGGCATTTGACTCACACCAGT
	62
	

	COL10A1
	Forward
	GAAGTTATAATTTACACTGAGGGTTTCAAA
	61
	NM_000493.3

	
	Reverse
	GAGGCACAGCTTAAAAGTTTTAAACA
	61
	

	SOX9 
	Forward
	CTTTGGTTTGTGTTCGTGTTTTG
	62
	NM_000346.3

	
	Reverse
	AGAGAAAGAAAAAGGGAAAGGTAAGTTT
	62
	

	MMP3
	Forward
	AGGCATCCACACCCTAGGTTT
	62
	NM_002422

	
	Reverse
	ATCAGAAATGGCTGCATCGAT
	62
	

	MMP13
	Forward
	CATCCAAAAACGCCAGACAA
	62
	NM_002427.4

	
	Reverse
	CGGAGACTGGTAATGGCATCA
	63
	

	RUNX2
	Forward
	GGAGTGGACGAGGCAAGAGTTT
	64
	NM_001024630.4

	
	Reverse
	AGCTTCTGTCTGTGCCTTCTGG
	63
	

	BMP2
	Forward
	ACGAGGTCCTGAGCGAGTTC
	62
	NM_001200.3

	
	Reverse
	GAAGCTCTGCTGAGGTGATAA
	57
	

	SPP1
	Forward
	TGAGCATTCCGATGTGATTGA
	63
	NM_001040058.

	
	Reverse
	TGTGGAATTCACGGCTGACTT
	63
	

	ADAMTS5
	Forward
	TGTAGCCTGCATTCCACAACA
	63
	NM_007038.5

	
	Reverse
	CCCAAACGGCTCAGTTCAA
	62
	

	VEGFA
	Forward
	GCACGGTCCCTCTTGGAA
	62
	NM_001025366.2

	
	Reverse
	CGGTGATTTAGCAGCAAGAAAA
	62
	

	JUN
	Forward
	CGGAGAGGAAGCGCATGA
	64
	NM_002228.4

	
	Reverse
	TTCCTTTTTCGGCACTTGGA
	63
	

	IHH
	Forward
	CCTTGTCAGCCGTGAGGCCG
	71
	NM 002181.4

	
	Reverse
	GCTGCCGGCTCCGTGTGATT
	70
	

	CD36
	Forward
	TTCCTGCAGCCCAATGGT
	63
	NM_001001548.3

	
	Reverse
	GTCAGCCTCTGTTCCAACTGATAG
	62
	

	TRPV4
	Forward
	GGCTGCTCCCATTCTTGCT
	63
	NM_021625.5

	
	Reverse
	GATGGCTCTCGAAACTCCTCAT
	62
	

	PIEZO1
	Forward
	CGCACGCACCGAAATTCT
	64
	NM_001330751.2

	
	Reverse
	ACGGCTGTAGGGCGATCTT
	62
	

	*Tm (Melting Temperature): Based on 50 mM Na+







Supplementary Table 3. Primary and secondary antibody used for mice meniscus immunofluorescent staining in this study.
	Primary Antibodies

	Marker
	Host
	Clonality
	Isotype
	Dilution
	Company
	Product Code

	Type II Collagen
	Mouse
	Monoclonal
	IgG
	1:200
	DSHB
	II-II6B3

	Type X Collagen
	Rabbit
	Polyclonal
	IgG
	1:200
	Invitrogen
	PA5-97603

	OPN
	Rabbit
	Polyclonal
	IgG
	1:400
	Abcam
	ab181440

	Secondary Antibodies

	Fluorochrome
	Host
	Clonality
	Target
	Dilution
	Company
	Product Code

	Alexa Fluor Plus 488
	Goat
	Polyclonal
	Mouse
	1:200
	Thermo Fisher
	PIA32723

	Alexa Fluor 594
	Goat
	Polyclonal
	Rabbit
	1:200
	Thermo Fisher
	A11012





	















Supplementary Table 4. Bulk RNA sequencing quality control.

	
	
	Pre-alignment
	Post-alignment

	Sample Name
	RIN
	Total reads
	Avg.
read length
	Avg.
quality*
	Total reads
	Aligned (%)
	Avg.
read length
	Avg.
quality*

	CD36-SC-F-WT-1
	6.9
	37,317,840
	58.51
	39.27
	37,308,195
	96.13
	58.5
	39.33

	CD36-SC-F-WT-5
	3.8
	43,992,629
	58.49
	39.24
	43,949,401
	96.55
	58.5
	39.32

	CD36-SC-F-WT-6
	8.1
	33,671,595
	58.49
	39.27
	33,647,321
	95.47
	58.5
	39.34

	CD36-SC-M-WT-1
	8.2
	37,643,160
	58.51
	39.29
	37,635,260
	96.38
	58.5
	39.34

	CD36-SC-M-WT-8
	8.7
	36,279,529
	58.5
	39.25
	36,271,136
	95.34
	58.5
	39.32

	CD36-SC-M-WT-9
	3.1
	40,414,937
	58.5
	39.27
	40,395,117
	96.19
	58.5
	39.33

	CD36-SMG-F-KO-15
	6.2
	32,311,931
	58.48
	39.24
	32,269,603
	96.07
	58.5
	39.34

	CD36-SMG-F-KO-3
	8
	31,862,580
	58.5
	39.3
	31,840,987
	96.29
	58.5
	39.36

	CD36-SMG-F-KO-5
	5.5
	34,213,797
	58.5
	39.26
	34,190,410
	96.89
	58.5
	39.33

	CD36-SMG-F-WT-5
	7.6
	33,085,036
	58.51
	39.26
	33,080,353
	95.58
	58.5
	39.32

	CD36-SMG-F-WT-6
	8.8
	33,970,303
	58.49
	39.25
	33,945,100
	95.1
	58.5
	39.33

	CD36-SMG-F-WT-9
	8.2
	36,470,369
	58.49
	39.28
	36,445,619
	96.3
	58.5
	39.35

	CD36-SMG-M-KO-10
	6.5
	43,287,140
	58.49
	39.25
	43,245,761
	95.88
	58.5
	39.34

	CD36-SMG-M-KO-1
	6.6
	37,541,583
	58.5
	39.23
	37,518,938
	96.54
	58.5
	39.3

	CD36-SMG-M-KO-5
	8.9
	37,983,863
	58.5
	39.25
	37,972,524
	93.68
	58.49
	39.32

	CD36-SMG-M-WT-11
	7.9
	34,548,291
	58.49
	39.23
	34,519,845
	95.2
	58.5
	39.31

	CD36-SMG-M-WT-12
	8
	36,553,762
	58.46
	39.22
	36,491,619
	91.48
	58.5
	39.34

	* Phred Quality Score (-10log10Prob) 30: Base call accuracy 99.9%, 40: Base call accuracy 99.99%
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