Supplementary Table S3 The down-regulated differentially expressed genes in yak LDM tissue compared to Qinchuan cattle

	Gene Title
	Gene Symbol
	Fold change (Cattle/Yak)
	SAM q-value （%）
	Probe set ID
	GenBank ID

	Cell adhesion 

	glycoprotein (transmembrane) nmb
	GPNMB
	-30.62
	0
	Bt.9807.1.S1_at
	CB433486

	dermatopontin
	DPT
	-5.27
	0
	Bt.20173.1.A1_at
	CB462057

	periostin, osteoblast specific factor
	POSTN
	-27.52
	0
	Bt.13028.1.S1_at
	BF231198

	secreted phosphoprotein 1
	SPP1
	-58.59
	0
	Bt.2632.1.S1_at
	NM_174187.2

	fibronectin 1
	FN1
	-13.86
	0
	Bt.23418.1.S1_at
	K00800.1

	Laminin, alpha 4
	LAMA4
	-2.95
	0
	Bt.7984.1.S1_at
	AW659827

	Energy metabolism

	lysyl oxidase-like 1
	LOXL1
	-9.53
	0
	Bt.8963.1.S1_at
	NM_174383.2

	vitamin K epoxide reductase complex, subunit 1
	VKORC1
	-3.36
	0.053
	Bt.1707.1.S1_at
	CK772010

	glutathione peroxidase 7
	GPX7
	-3.92
	0.053
	Bt.11662.1.A1_at
	AU277454

	quiescin Q6 sulfhydryl oxidase 1
	QSOX1
	-5.33
	0.053
	Bt.23098.1.S1_at
	CK954467

	lactate dehydrogenase B
	LDHB
	-2.79
	0.053
	Bt.3005.1.S1_at
	CK953000

	aldehyde oxidase 1
	AOX1
	-2.34
	0.053
	Bt.783.1.S1_at
	NM_176668.2

	methionine sulfoxide reductase A
	MSRA
	-6.21
	0
	Bt.4655.1.S1_at
	NM_174114.2

	cytochrome b5 reductase 3
	CYB5R3
	-2.15
	0
	Bt.4873.1.S1_at
	BP109625

	isocitrate dehydrogenase 3 (NAD+) alpha
	IDH3A
	-2.13
	0
	Bt.3898.1.S1_at
	NM_174644.2

	Biosynthesis of fatty acids

	malonyl CoA:ACP acyltransferase (mitochondrial)
	MCAT
	-2.34
	0.273
	Bt.27223.2.S1_a_at
	BM254709

	cholesterol 25-hydroxylase
	CH25H
	-2.06
	0.282
	Bt.1052.1.A1_at
	CK773377

	degenerative spermatocyte homolog 1, lipid desaturase

(Drosophila)
	DEGS1
	-2.70
	0.927
	Bt.6334.1.A1_at
	BM252020

	prostaglandin I2 (prostacyclin) synthase
	PTGIS
	-2.47
	1.115
	Bt.5247.1.S1_at
	NM_174444.1

	lipoprotein lipase
	LPL
	-3.32
	0.053
	Bt.5387.1.S1_at
	BG688620

	stearoyl-CoA desaturase (delta-9-desaturase)
	SCD
	-4.53
	0
	Bt.4798.1.S2_at
	AY241933.1

	stearoyl-CoA desaturase 5
	SCD5
	-2.21
	0
	Bt.13249.1.A1_at
	CB166962

	Collagen metabolism

	collagen, type I, alpha 2
	COL1A2
	-53.25
	0
	Bt.8124.1.S2_at
	BE684247

	collagen, type I, alpha 1
	COL1A1
	-75.29
	0
	Bt.28583.1.S1_s_at
	AU275593

	collagen, type III, alpha 1
	COL3A1
	-34.15
	0
	Bt.23318.1.S2_at
	CB532254

	transforming growth factor, beta 2
	TGFB2
	-2.35
	0.118
	Bt.6438.1.A1_at
	BP110719

	serpin peptidase inhibitor, clade H (heat shock protein 47),

member 1, (collagen binding protein 1)
	SERPINH1
	-3.37
	0.273
	Bt.21385.1.S1_at
	CK848571

	annexin A2
	ANXA2
	-4.95
	0
	Bt.4314.1.S1_at
	AV610144

	Immune response

	chemokine (C-X-C motif) ligand 2
	CXCL2
	-8.24
	0
	Bt.611.1.S2_at
	NM_175700.1

	complement factor D (adipsin)
	CFD
	-4.51
	0
	Bt.4336.1.S1_at
	CK771764

	complement component 3
	C3
	-3.60
	0
	Bt.4209.2.S1_a_at
	CB461274

	complement component 1, s subcomponent
	C1S
	-5.75
	0
	Bt.1491.1.S1_at
	CK954619

	MHC class I heavy chain
	BOLA
	-2.32
	0
	Bt.27283.1.S1_x_at
	CK848737

	major histocompatibility complex, class II, DR alpha
	BOLA-DRA
	-2.56
	0
	Bt.8552.1.S1_at
	D37956.1

	regakine 1
	LOC504773
	-12.09
	0
	Bt.6556.1.S1_at
	CB530693

	Others

	peptidase inhibitor 16
	PI16
	-15.75
	0
	Bt.4912.1.S1_at
	CK774487

	speckle-type POZ protein
	SPOP
	-50.03
	0
	Bt.8549.1.S2_at
	CK940477

	polymerase (RNA) II (DNA directed) polypeptide K, 7.0kDa
	POLR2K
	-22.27
	0
	Bt.25249.1.A1_at
	CK728187

	WD repeat domain 70
	WDR70
	-5.69
	0
	Bt.10959.1.A1_at
	CB167266

	cell growth regulator with EF-hand domain 1
	CGREF1
	-5.22
	0
	Bt.22210.1.S1_at
	BF600981

	matrix metallopeptidase 23B
	MMP23B
	-2.82
	0
	Bt.7179.1.S1_a_at
	CK972961


