[bookmark: _GoBack]Table S3: The full list of candidate QTLs including gene names, tissue, gene expression variation, the likelihood ratio statistics and the number of variable, the total cis-regulatory elements and the total variable elements using the default k=50 base-pair window.
	a) Liver tissue

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	0610005C13Rik
	highly expressed polymorphic liver, kidney, and small intestine expressed non-coding RNA; 3' region
	11.96
	65.7
	1
	0
	2
	0
	1
	1
	0
	2
	0
	1

	Abcc6
	ATP-binding cassette, sub-family C (CFTR/MRP), member 6 (pseudoxanthoma elasticum); last two exons and 3' UTR
	10.99
	41.5
	2
	0
	1
	1
	2
	1
	0
	1
	1
	2

	Adi1
	acireductone dioxygenase 1; mid distal 3' UTR
	10.45
	68.7
	1
	0
	1
	0
	2
	0
	0
	0
	0
	1

	Anxa4
	annexin A4; mid and distal 3' UTR
	10.2
	44.1
	0
	2
	1
	1
	2
	0
	0
	1
	1
	1

	Aox3
	aldehyde oxidase 3; last three exons and 3' UTR
	12.42
	47.2
	0
	1
	1
	2
	6
	0
	0
	0
	1
	1

	Asgr2
	asialoglycoprotein receptor 2 (minor subunit, serum glycoprotein homeostasis, liver specific drug delivery); last exon and 3' UTR
	11.29
	84
	0
	0
	1
	2
	1
	0
	0
	1
	1
	1

	Bckdhb
	branched chain ketoacid dehydrogenase E1, beta polypeptide (2-oxoisovalerate dehydrogenase subunit beta, mitochondrial); last 2 exons and 3' UTR
	11.97
	64.3
	0
	1
	0
	1
	0
	0
	1
	0
	0
	0

	Ccs
	copper chaperone for superoxide dismutase; last five exons and 3' UTR; last three exons and 3' UTR
	11.95
	57.9
	1
	0
	2
	1
	3
	1
	0
	0
	0
	2

	Cfh
	complement component factor h (age-related macular degeneration); short form 3' UTR (liver, CFH-related protein B)
	11.51
	66
	2
	1
	2
	2
	4
	0
	0
	0
	0
	1

	Coq5
	coenzyme Q5 homolog methyltransferase; mid to distal 3' UTR
	10.36
	93.1
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0

	Dusp16
	dual specificity phosphatase 16
	10.52
	41.7
	2
	1
	0
	9
	12
	0
	1
	0
	4
	8

	F11r
	F11 receptor; mid 3' UTR
	11.61
	76
	1
	0
	1
	1
	3
	0
	0
	1
	1
	2

	Fmo1
	flavin containing monooxygenase 1; last exon and proximal 3' UTR
	12.7
	43.3
	2
	0
	1
	2
	5
	1
	0
	1
	1
	3

	Guk1
	guanylate kinase 1
	10.16
	71.3
	1
	1
	1
	0
	1
	0
	1
	1
	0
	1

	Klf9
	Krueppel-like factor 9
	10.48
	84
	1
	1
	1
	4
	4
	1
	1
	0
	3
	2

	Mrpl35
	mitochondrial ribosomal protein L35
	10.84
	49.5
	1
	0
	1
	1
	1
	0
	0
	0
	1
	0

	Pigx
	phosphatidylinositol glycan, class X; last three exons
	10.38
	86.7
	1
	0
	0
	1
	2
	0
	0
	0
	1
	1

	Pqlc2
	PQ loop repeat containing 2
	10.02
	48.3
	0
	0
	1
	1
	1
	0
	0
	0
	1
	0

	Prpf19
	PRP19/PSO4 pre-mRNA processing factor 19 (DNA nuclear matrix binding protein SNEV, brain weight candidate gene, negative regulation of neuron differentiation); mid 3' UTR (test Mendelian 19.10)
	10.95
	129
	0
	1
	0
	3
	1
	0
	0
	0
	1
	0

	Psen2
	presenilin 2 (atypical aspartyl gamma secretase protease component); last two exons and proximal 3' UTR
	11.61
	75.2
	1
	1
	2
	1
	4
	1
	1
	1
	0
	2

	Psmb6
	proteasome (prosome, macropain) subunit, beta type 6; last four exons (test Mendelian 11.70)
	12.01
	79.4
	1
	0
	1
	0
	1
	0
	0
	1
	0
	0

	Ptp4a2
	protein tyrosine phosphatase 4a2; highly expressed message, antisense in 5' UTR and exon 1
	10.25
	57.2
	1
	0
	1
	3
	4
	0
	0
	0
	2
	2

	Ptplb
	protein tyrosine phosphatase-like (proline instead of catalytic arginine), member b
	12.03
	69.8
	0
	2
	0
	6
	10
	0
	0
	0
	2
	2

	Rad23b
	RAD23b homolog; mid 3' UTR
	11.85
	58.1
	1
	1
	0
	7
	6
	0
	0
	0
	2
	5

	Sc5d
	sterol-C5-desaturase (delta-5-desaturase, lathosterol dehydrogenase, cholesteral biosynthesis); proximal half of 3' UTR (test Mendelian 9.42)
	11.69
	51.5
	1
	0
	0
	1
	1
	0
	0
	0
	1
	0

	Serpina1b
	serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1b; last exon
	15.66
	53.1
	6
	0
	0
	1
	0
	5
	0
	0
	1
	0

	Serpina3k
	serine (or cysteine) proteinase inhibitor, clade A, member 3K
	10.49
	64.6
	2
	1
	1
	0
	2
	1
	0
	1
	0
	0

	Tpmt
	thiopurine methyltransferase; last six exons
	10.95
	80
	0
	0
	1
	1
	2
	0
	0
	1
	0
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	b) Kidney tissue

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	0610005C13Rik
	highly expressed polymorphic liver, kidney, and small intestine expressed non-coding RNA; 3' region
	11.89
	60.9
	2
	0
	1
	0
	0
	1
	0
	1
	0
	0

	9030617O03Rik
	RIKEN cDNA 9030617O03 gene
	10.94
	49.4
	1
	4
	1
	6
	4
	0
	1
	0
	0
	2

	9030624J02Rik
	RIKEN cDNA 9030624J02 gene
	10.19
	65.8
	1
	1
	1
	5
	6
	1
	1
	1
	3
	4

	Abca3
	ATP-binding cassette, sub-family A (ABC1), member 3 (lipid organization and formation of lamellar bodies); distal half of 3' UTR
	13.21
	65
	0
	2
	1
	4
	5
	0
	2
	1
	2
	4

	Afm
	afamin
	12.37
	58.6
	0
	0
	0
	0
	1
	0
	0
	0
	0
	1

	Aldh9a1
	aldehyde dehydrogenase 9, subfamily A1 (GABA enzyme); distal 3' UTR
	13.53
	62.2
	7
	0
	1
	3
	3
	3
	0
	0
	1
	0

	Anxa4
	annexin A4; mid and distal 3' UTR
	11.67
	51.1
	0
	3
	1
	1
	1
	0
	1
	1
	0
	0

	Arl6ip1
	ADP-ribosylation factor-like 6 interacting protein 1; mid 3' UTR
	13.18
	90.1
	2
	0
	2
	0
	4
	2
	0
	1
	0
	2

	Atp9a
	ATPase, class 2, type 9A; last two exons and proximal 3' UTR
	10.41
	59.2
	1
	7
	1
	4
	1
	0
	1
	0
	2
	0

	Bcat2
	branched chain aminotransferase 2, mitochondrial
	10.17
	47.8
	2
	1
	1
	0
	0
	1
	0
	1
	0
	0

	Cd82
	CD82 antigen (metastasis suppressor membrane glycoprotein); mid and distal 3' UTR
	12.91
	121
	3
	2
	2
	7
	4
	1
	1
	0
	4
	1

	Copa
	coatomer protein complex subunit alpha; 3' UTR
	13.59
	64.5
	1
	1
	1
	3
	3
	1
	0
	0
	2
	1

	Cyb5r3
	NADH-cytochrome b5 reductase 3 (diaphorase-1, methemoglobinemia); mid distal 3' UTR
	12.66
	80.5
	1
	1
	2
	2
	2
	1
	0
	1
	1
	1

	Ddah1
	dimethylarginine dimethylaminohydrolase 1; distal 3' UTR of the long variant
	10.28
	76.1
	0
	0
	1
	15
	15
	0
	0
	0
	2
	1

	Deptor
	DEP domain containing mTOR-interacting protein; distal 3' UTR
	11.42
	82.6
	1
	1
	2
	12
	14
	0
	0
	1
	5
	6

	Dnajc10
	DnaJ (Hsp40) homolog, subfamily C, member 10
	11.05
	74
	1
	0
	1
	0
	1
	1
	0
	0
	0
	1

	Dync2li1
	dynein cytoplasmic 2 light intermediate chain 1; last five exons
	10.71
	41.4
	0
	1
	1
	1
	0
	0
	1
	1
	1
	0

	Elovl7
	ELOVL family member 7, elongation of long chain fatty acids; proximal 3' UTR
	11.42
	64.9
	0
	1
	1
	9
	0
	0
	0
	0
	6
	0

	Fam32a
	family with sequence similarity 32, member A; mid 3' UTR (test Mendelian 8.71, D2 high)
	10.81
	90.1
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0

	Farp1
	FERM, RhoGEF (Arhgef) and pleckstrin domain protein 1 (chondrocyte-derived); 3' UTR
	10.47
	45.1
	1
	10
	2
	31
	23
	0
	2
	1
	6
	5

	Fastk
	Fas-activated serine/threonine kinase
	10.11
	40.1
	0
	0
	1
	0
	1
	0
	0
	0
	0
	1

	Fuca2
	fucosidase, alpha-L- 2, plasma; mid 3' UTR (test Mendelian 10.13, BXD kidney)
	12.89
	73.3
	1
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Gaa
	glucosidase, alpha, acid
	10.43
	49.2
	0
	2
	1
	0
	1
	0
	1
	0
	0
	0

	Ghr
	growth hormone receptor; (test Mendelian 15.3)
	11.34
	60
	8
	3
	2
	22
	21
	2
	0
	0
	2
	0

	Glb1
	galactosidase, beta 1; last exon and proximal 3' UTR (strong cisQTL in BXD kidney, used as marker)
	11.17
	81.5
	2
	9
	2
	3
	4
	0
	3
	0
	1
	0

	Gnb1
	guanine nucleotide binding protein, beta 1; distal 3' UTR (long variant message)
	11.29
	75
	0
	0
	0
	8
	0
	0
	0
	0
	1
	0

	Gsto1
	glutathione S-transferase omega 1 (Alzheimer disease risk factor); last two exons and proximal half of 3' UTR
	12.34
	53.5
	1
	0
	1
	0
	0
	1
	0
	0
	0
	0

	Hagh
	hydroxyacyl glutathione hydrolase
	13.5
	60
	0
	0
	0
	1
	1
	0
	0
	0
	1
	1

	Hdc
	histidine decarboxylase (Tourette syndrome); last exon
	10.93
	137
	0
	4
	2
	1
	2
	0
	1
	1
	1
	0

	Hist3h2a
	histone 3, H2a
	10.53
	50.5
	1
	1
	1
	0
	1
	0
	1
	0
	0
	0

	Hpd
	4-hydroxyphenylpyruvic acid dioxygenase; last two exons and 3' UTR
	15.33
	40.5
	1
	2
	1
	0
	1
	0
	1
	0
	0
	0

	Hsd3b3
	hydroxysteroid dehydrogenase-3, delta<5>-3-beta
	11.24
	40.8
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Igsf11
	immunoglobulin superfamily, member 11
	10.25
	53
	2
	0
	2
	10
	6
	1
	0
	0
	6
	4

	Kansl1l
	KAT8 regulatory NSL complex subunit 1-like; 3' UTR of the short message
	10.81
	41.7
	0
	0
	2
	2
	3
	0
	0
	1
	1
	3

	Kif1c
	kinesin family member 1C
	10.48
	54.3
	0
	0
	0
	3
	3
	0
	0
	0
	2
	2

	Klhl7
	kelch-like 7; distal 3' UTR
	11
	50.7
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Lancl1
	LanC (bacterial lantibiotic synthetase component C)-like; last exons and proximal 3' UTR (test Mendelian 1.67)
	10.74
	52
	0
	0
	1
	1
	0
	0
	0
	1
	0
	0

	Lpin1
	lipin 1; mid 3' UTR (test Mendelian 12.16)
	10.14
	41.5
	3
	2
	1
	1
	1
	1
	1
	0
	1
	0

	Lsm4
	LSM4 homolog, U6 small nuclear RNA associated; last 3 exons and proximal half of 3' UTR
	11.26
	44.9
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Manba
	mannosidase, beta A, lysosomal; mid to distal 3' UTR
	10.33
	73
	0
	3
	1
	2
	7
	0
	0
	0
	0
	1

	Me3
	malic enzyme 3, NADP(+)-dependent, mitochondrial; last four exons
	10.07
	45.4
	0
	4
	2
	12
	13
	0
	0
	0
	3
	2

	Mgst3
	microsomal glutathione S-transferase 3; three exons (alternative splice variant)
	13.55
	43.1
	2
	0
	0
	2
	2
	1
	0
	0
	2
	0

	Ndufc2
	NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 2; two exons
	13.09
	42.3
	2
	0
	1
	0
	1
	1
	0
	0
	0
	1

	Pdxdc1
	pyridoxal-dependent decarboxylase domain containing 1; distal 3' UTR of short form message (reverse sense in Ntan1) (test Mendelian 16.13)
	10.21
	174
	1
	0
	0
	2
	1
	0
	0
	0
	0
	1

	Pgpep1
	pyroglutamyl-peptidase I
	11.09
	67.2
	3
	1
	1
	3
	3
	2
	1
	1
	1
	1

	Phgdh
	3-phosphoglycerate dehydrogenase; mid and distal 3' UTR (test Mendelian 3.98, generated by SNP(s) in distal probes)
	10.74
	61.7
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Ppdpf
	pancreatic progenitor cell differentiation and proliferation factor; 5' UTR, exons 1, 3, 4, and mid distal 3' UTR
	11.72
	63.1
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Ppp1r16b
	protein phosphatase 1, regulatory (inhibitor) subunit 16B; distal 3' UTR
	11.39
	72.9
	0
	4
	1
	11
	7
	0
	1
	0
	4
	1

	Prpf19
	PRP19/PSO4 pre-mRNA processing factor 19 (DNA nuclear matrix binding protein SNEV, brain weight candidate gene, negative regulation of neuron differentiation); mid 3' UTR (test Mendelian 19.10)
	11.03
	95
	0
	1
	0
	1
	2
	0
	0
	0
	1
	0

	Psmb6
	proteasome (prosome, macropain) subunit, beta type 6; last four exons (test Mendelian 11.70)
	11.81
	112
	1
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Ptp4a2
	protein tyrosine phosphatase 4a2; highly expressed message, antisense in 5' UTR and exon 1
	11.91
	53.8
	1
	0
	1
	3
	3
	0
	0
	0
	2
	0

	Sae1
	SUMO1 activating enzyme subunit 1 (ubiquitin-like 1, sentrin, activating enzyme E1A); mid 3' UTR of short form, intron of long form
	10.96
	77.4
	0
	2
	0
	4
	3
	0
	0
	0
	1
	1

	Samd9l
	sterile alpha motif domain containing 9-like; last exon and proximal 3' UTR
	11.91
	62.2
	0
	0
	1
	1
	2
	0
	0
	1
	1
	1

	Slc34a1
	solute carrier family 34 (sodium phosphate), member 1
	11.36
	87
	0
	5
	0
	0
	0
	0
	1
	0
	0
	0

	Slc35a5
	solute carrier family 35, member A5 (probable UDP-sugar transporter protein); mid 3' UTR
	10.24
	85.4
	0
	0
	0
	0
	2
	0
	0
	0
	0
	1

	Slc9a8
	solute carrier family 9 (sodium/hydrogen exchanger), member 8
	10.35
	61.5
	0
	2
	2
	5
	7
	0
	0
	0
	1
	1

	Snrpn
	small nuclear ribonucleoprotein-associated protein N (pre-mRNA processing); proximal 3' UTR
	10.81
	57.6
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Tnfaip8
	tumor necrosis factor, alpha-induced protein 8; mid or proximal 3' UTR of two alternatively spliced messages
	13.08
	55.9
	0
	2
	3
	7
	10
	0
	2
	2
	3
	5

	Uap1l1
	UDP-N-acteylglucosamine pyrophosphorylase 1-like 1; last four exons, 3' UTR
	10.81
	53.7
	1
	0
	1
	0
	1
	0
	0
	1
	0
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	c) Lung 

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	4931406P16Rik
	RIKEN cDNA 4931406P16 gene
	11.65
	45.5
	0
	2
	0
	5
	5
	0
	0
	0
	2
	1

	Abcd3
	ATP-binding cassette, sub-family D (ALD), member 3
	12.17
	45.9
	1
	1
	1
	5
	5
	0
	0
	1
	1
	2

	Anp32a
	acidic (leucine-rich) nuclear phosphoprotein 32 family, member A; mid 3' UTR of the long variant
	10.7
	68
	3
	1
	0
	7
	8
	1
	0
	0
	2
	5

	Anxa4
	annexin A4; mid and distal 3' UTR
	11.97
	42
	0
	2
	1
	3
	4
	0
	1
	1
	2
	2

	Aox3
	aldehyde oxidase 3; last three exons and 3' UTR
	11.04
	117
	0
	2
	1
	0
	2
	0
	1
	1
	0
	1

	Apobec3
	apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3B (cytidine deaminase, Friend virus resistance factor 3); last exon and mid 3' UTR
	10.1
	141
	1
	0
	0
	0
	2
	1
	0
	0
	0
	2

	Arl6ip1
	ADP-ribosylation factor-like 6 interacting protein 1; mid and mid distal 3' UTR (test Mendelian 7.125, BXD Eye)
	12.5
	84.7
	2
	0
	1
	0
	4
	2
	0
	0
	0
	2

	Atf7ip
	activating transcription factor 7 interacting protein
	10.47
	49.6
	3
	1
	6
	2
	12
	0
	0
	3
	0
	4

	Atp10d
	ATPase, Class V, type 10D; distal half of 3' UTR
	10.27
	160
	1
	3
	1
	9
	12
	1
	0
	0
	0
	0

	Atp6v1g1
	ATPase, H+ transporting, V1 subunit G isoform 1; 5' UTR, all 3 exons, and proximal half of 3' UTR
	11.94
	51.6
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Atp9a
	ATPase, class 2, type 9A; last three exons
	10.25
	46.2
	1
	2
	1
	2
	1
	0
	1
	0
	0
	0

	Bcl2l11
	BCL2-like 11 (apoptosis facilitator); mid 3' UTR (long isoform)
	11.09
	66.1
	2
	0
	1
	3
	3
	1
	0
	0
	1
	1

	Cap1
	CAP, adenylate cyclase-associated protein 1; distal 3' UTR (test Mendelian 4.122)
	11.77
	143
	0
	2
	1
	2
	0
	0
	1
	1
	1
	0

	Casc4
	cancer susceptibility candidate 4; distal 3' UTR
	10.55
	89.3
	0
	0
	2
	7
	7
	0
	0
	1
	1
	2

	Ccnd1
	cyclin D1; mid to distal 3' UTR
	11.94
	44.8
	3
	3
	1
	0
	1
	2
	1
	0
	0
	0

	Ciapin1
	cytokine induced apoptosis inhibitor 1
	10.36
	53.9
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0

	Crim1
	cysteine-rich motor neuron 1
	11.37
	56.5
	0
	3
	2
	24
	15
	0
	1
	0
	14
	9

	Crtap
	cartilage associated protein; last 2 exons and proximal half of 3' UTR
	10.71
	42.2
	0
	2
	1
	0
	0
	0
	1
	0
	0
	0

	Cyb5r3
	NADH-cytochrome b5 reductase 3 (diaphorase-1, methemoglobinemia); mid distal 3' UTR
	12.56
	60.8
	3
	1
	2
	1
	3
	0
	0
	2
	1
	1

	Deptor
	DEP domain containing mTOR-interacting protein; proximal 3' UTR
	10.21
	54.8
	3
	1
	2
	8
	14
	2
	0
	2
	3
	2

	Dnajc10
	DnaJ (Hsp40) homolog, subfamily C, member 10
	10.89
	85
	1
	0
	1
	0
	1
	1
	0
	0
	0
	1

	Dnajc5
	DnaJ (Hsp40) homolog, subfamily C, member 5; distal 3' UTR
	10.24
	109
	0
	1
	1
	3
	4
	0
	1
	0
	1
	1

	Efhd2
	EF hand domain containing 2; half distal 3' UTR
	11.42
	71.2
	2
	0
	1
	3
	2
	1
	0
	1
	2
	0

	Eif3a
	eukaryotic translation initiation factor 3, subunit A; last two exons and 3' UTR
	11.75
	54.6
	0
	0
	0
	1
	0
	0
	0
	0
	1
	0

	Fah
	fumarylacetoacetate hydrolase (hereditary tyrosinemia); last 5 exons except last exon and 3' UTR
	10.03
	40.4
	0
	1
	0
	1
	2
	0
	0
	0
	0
	1

	Fam114a2
	family with sequence similarity 114, member A2, protein LOC10827; last four exons and proximal 3' UTR
	10.4
	93.2
	0
	0
	0
	2
	1
	0
	0
	0
	0
	1

	Fez2
	fasciculation and elongation protein zeta 2 (zygin II)
	10.4
	61.7
	1
	0
	2
	5
	3
	1
	0
	0
	4
	0

	Fuca2
	fucosidase, alpha-L- 2, plasma; mid 3' UTR (test Mendelian 10.13, BXD kidney)
	10.26
	43.9
	1
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Galnt1
	UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acetylgalactosaminyltransferase 1
	11.15
	51.1
	0
	0
	0
	3
	1
	0
	0
	0
	1
	0

	Gas5
	growth arrest specific 5 (non-protein coding, glucocorticoid receptor riborepressor); 5' end, center, and  3' end of transcript
	11.61
	65.5
	3
	0
	1
	0
	0
	3
	0
	0
	0
	0

	Gfm1
	G elongation factor 1
	10.23
	60.3
	0
	1
	3
	0
	3
	0
	0
	0
	0
	1

	Hck
	hemopoietic cell kinase
	10.65
	42.6
	0
	0
	0
	1
	0
	0
	0
	0
	1
	0

	Hebp1
	heme binding protein 1
	10.45
	95.7
	1
	3
	1
	1
	1
	1
	1
	0
	1
	0

	Hist3h2a
	histone 3, H2a
	10.41
	44.8
	1
	1
	1
	0
	1
	0
	1
	0
	0
	0

	Hmgn2
	high mobility group nucleosomal binding domain 2 (abundant ubiquitous non-histone nuclear protein); mid 3' UTR (strong cisQTL, signal is unaffected by retropseudogenes)
	11.91
	49.6
	0
	0
	1
	0
	2
	0
	0
	0
	0
	1

	Hspa13
	heat shock protein 70kDa family, member 13 (stress 70 protein chaperone, microsome-associated); last exon and proximal 3' UTR (test Mendelian 16.75)
	10.52
	143
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Hspb8
	heat shock 27kDa protein 8; mid distal 3' UTR
	10.45
	45.3
	2
	0
	2
	3
	3
	0
	0
	0
	2
	2

	Ica1
	islet cell autoantigen 1; last three exons and proximal 3' UTR (SNPs in three probes)
	10.14
	57.5
	0
	3
	0
	7
	3
	0
	2
	0
	1
	0

	Ifngr2
	interferon gamma receptor 2; last 3 exons
	10.18
	55.8
	0
	1
	1
	4
	3
	0
	0
	0
	1
	0

	Iqgap1
	IQ motif containing GTPase activating protein 1; mid and distal 3'UTR
	12.95
	71.1
	6
	2
	1
	13
	25
	0
	0
	0
	3
	0

	Isg20
	interferon-stimulated protein
	11.36
	42
	0
	0
	1
	0
	1
	0
	0
	1
	0
	0

	Kifc3
	kinesin family member C3; 3' UTR
	10.23
	74
	0
	1
	1
	1
	1
	0
	0
	0
	1
	0

	Lama5
	laminin, alpha 5; exons 77 and 78 (of 79 coding exons)
	10.18
	43.3
	0
	2
	1
	2
	1
	0
	0
	0
	2
	1

	Lancl1
	LanC (bacterial lantibiotic synthetase component C)-like; last exons and proximal 3' UTR (test Mendelian 1.67)
	10.55
	82.8
	0
	1
	1
	3
	0
	0
	0
	1
	1
	0

	Lsm4
	LSM4 homolog, U6 small nuclear RNA associated; last 3 exons and proximal half of 3' UTR
	10.63
	51.3
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Mal2
	mal, T-cell differentiation protein 2; distal 3' UTR of the long variant
	10.77
	46.8
	0
	0
	1
	3
	2
	0
	0
	0
	1
	0

	Mcfd2
	multiple coagulation factor deficiency 2
	11.61
	58.1
	1
	0
	2
	0
	1
	0
	0
	0
	0
	1

	Mef2b
	myocyte enhancer factor 2B; three exons of short form message (nominally in intron 1)
	10.26
	70.9
	0
	1
	1
	0
	0
	0
	1
	1
	0
	0

	Mfap3
	microfibrillar-associated protein 3
	10.93
	45.3
	0
	0
	0
	1
	0
	0
	0
	0
	1
	0

	Mmrn2
	multimerin 2; distal 3' UTR
	11.17
	73.8
	0
	1
	1
	1
	3
	0
	0
	1
	1
	2

	Mrpl48
	mitochondrial ribosomal protein L48; two exons
	10.74
	53.7
	1
	0
	1
	1
	2
	1
	0
	0
	1
	0

	Ndel1
	nuclear distribution gene E-like homolog 1 (thiol-activated endooligopeptidase A); mid 3' UTR
	11.84
	69.4
	1
	0
	1
	2
	1
	1
	0
	0
	1
	0

	Ngrn
	mesenchymal stem cell protein DSC92 isoform 2; last exon and proximal 3' UTR
	10.66
	70.5
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Nisch
	nischarin imidazoline (I1) receptor
	10.34
	82.9
	0
	1
	1
	4
	5
	0
	0
	0
	0
	1

	Pan3
	PABP-dependent poly(A) nuclease 3; distal 3' UTR
	10.31
	89.1
	0
	3
	0
	14
	6
	0
	0
	0
	1
	0

	Parp3
	poly (ADP-ribose) polymerase family, member 3; mid 3' UTR
	10.46
	54.1
	0
	0
	0
	0
	2
	0
	0
	0
	0
	1

	Pigx
	phosphatidylinositol glycan, class X; last three exons
	10.21
	96.5
	1
	0
	0
	1
	1
	0
	0
	0
	1
	0

	Plscr3
	phospholipid scramblase 3
	10.36
	44.7
	0
	0
	0
	0
	1
	0
	0
	0
	0
	1

	Pphln1
	periphilin 1; distal 3' UTR of the long variant
	10.64
	76.1
	0
	4
	1
	6
	12
	0
	0
	0
	2
	3

	Ppp1r16b
	protein phosphatase 1, regulatory (inhibitor) subunit 16B; distal 3' UTR
	11.45
	94.3
	0
	3
	1
	14
	16
	0
	1
	0
	4
	7

	Prpf19
	PRP19/PSO4 pre-mRNA processing factor 19 (DNA nuclear matrix binding protein SNEV, brain weight candidate gene, negative regulation of neuron differentiation); mid 3' UTR (test Mendelian 19.10)
	11.02
	157
	0
	1
	0
	1
	1
	0
	0
	0
	0
	1

	Ptp4a2
	protein tyrosine phosphatase 4a2; distal 3' UTR
	11.86
	69.1
	1
	0
	1
	4
	4
	0
	0
	0
	2
	0

	Qdpr
	quininoid dihydropteridine reductase; last exon and proximal 3' UTR
	10.85
	56.2
	1
	0
	1
	0
	0
	1
	0
	0
	0
	0

	Rabgap1l
	RAB GTPase activating protein 1-like; distal 3' UTR
	11.25
	87.2
	2
	8
	2
	19
	8
	1
	5
	1
	5
	4

	Rad23b
	RAD23b homolog; 3' UTR
	10.37
	44.2
	1
	0
	0
	5
	1
	0
	0
	0
	1
	0

	Ramp1
	receptor (calcitonin, G protein-coupled) activity modifying protein 1; last exon and 3' UTR
	10.63
	64.2
	0
	0
	1
	1
	2
	0
	0
	0
	0
	2

	Rap1gds1
	RAP1, GTP-GDP dissociation stimulator 1; distal 3' UTR
	10.54
	49.4
	0
	0
	1
	6
	2
	0
	0
	0
	1
	0

	Rarres2
	retinoic acid receptor responder (tazarotene induced) 2 (chemerin); all four exons and 3' UTR
	12.16
	66.3
	0
	0
	1
	0
	1
	0
	0
	1
	0
	1

	Rbm28
	RNA binding motif protein 28; last three exons and 3' UTR (test Mendelian 6.29)
	10.56
	136
	1
	1
	1
	0
	1
	0
	0
	0
	0
	1

	Rbm6
	RNA binding motif protein 6
	10.22
	40.3
	0
	0
	0
	3
	2
	0
	0
	0
	2
	0

	Rbpms
	RNA binding protein gene with multiple splicing
	10.03
	196
	5
	5
	1
	31
	43
	4
	4
	0
	19
	28

	Rps6ka1
	ribosomal protein S6 kinase polypeptide 1; mid and distal 3' UTR
	10.25
	47.7
	0
	2
	2
	3
	4
	0
	1
	0
	1
	2

	Slc35a1
	solute carrier family 35 (CMP-sialic acid transporter), member 1
	10.47
	63
	1
	0
	1
	0
	0
	1
	0
	0
	0
	0

	Slc35a5
	solute carrier family 35, member A5 (probable UDP-sugar transporter protein); mid 3' UTR
	10.25
	63.8
	1
	0
	0
	0
	3
	0
	0
	0
	0
	2

	Soat1
	sterol O-acyltransferase 1
	10.29
	85.6
	0
	0
	2
	6
	8
	0
	0
	0
	3
	4

	Sorl1
	sortilin-related receptor, LDLR class A repeats-containing; last three exons (test Mendelian 9.42)
	11.41
	64.4
	0
	4
	1
	12
	0
	0
	1
	0
	7
	0

	Sqrdl
	sulfide quinone reductase-like; last three exons and 3' UTR
	11.24
	41.5
	1
	0
	1
	0
	0
	1
	0
	1
	0
	0

	Sulf2
	sulfatase 2; distal 3' UTR (antisense in distal 3' UTR of Ncoa3)
	11.34
	71
	0
	5
	0
	10
	1
	0
	2
	0
	1
	0

	Tjp2
	tight junction protein 2
	10.24
	85.7
	0
	0
	3
	6
	7
	0
	0
	1
	4
	5

	Tmem66
	transmembrane protein 66; 3' UTR
	12.16
	63.5
	1
	0
	1
	1
	1
	1
	0
	0
	0
	1

	Tpd52l2
	tumor protein D52-like 2
	10.74
	47
	1
	0
	1
	0
	1
	0
	0
	1
	0
	0

	Ttc28
	tetratricopeptide repeat domain 28
	10.39
	81.1
	0
	8
	5
	43
	15
	0
	1
	1
	10
	4

	Txndc9
	thioredoxin domain containing 9
	10.69
	43.5
	0
	1
	1
	0
	0
	0
	0
	1
	0
	0

	Ublcp1
	ubiquitin-like domain containing CTD phosphatase 1; mid 3' UTR
	10.71
	41.1
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Vamp3
	vesicle-associated membrane protein 3 (synaptobrevin, synaptic vesicle exocytosis, v-SNARE); distal 3' UTR (test Mendelian 4.150, B6 dominant, possible D2 deletion artifact)
	11.49
	78.5
	0
	0
	1
	2
	2
	0
	0
	0
	1
	0

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	d) Cortex

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	Abcd3
	ATP-binding cassette, sub-family D (ALD), member 3; 3' UTR
	11.83
	99.3
	1
	1
	1
	3
	1
	0
	0
	1
	2
	0

	Acadvl
	acyl-Coenzyme A dehydrogenase, very long chain; exon 19
	10.18
	44.1
	2
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Adi1
	acireductone dioxygenase 1; 3' UTR
	10.07
	65.6
	1
	0
	1
	0
	1
	0
	0
	1
	0
	1

	Aldh4a1
	aldehyde dehydrogenase 4 family, member A1 (type II hyperprolinemia); 5' UTR
	11.52
	43.3
	1
	3
	1
	2
	1
	1
	3
	1
	2
	0

	Arhgef15
	Rho guanine nucleotide exchange factor (GEF) 15; 3' UTR
	10.27
	58
	0
	0
	0
	0
	2
	0
	0
	0
	0
	1

	Atf4
	activating transcription factor 4; 5' UTR
	10.53
	50.2
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Cap1
	CAP, adenylate cyclase-associated protein 1; 3' UTR
	11.23
	131
	0
	3
	1
	0
	0
	0
	1
	1
	0
	0

	Ccdc53
	coiled-coil domain containing 53; exon 6
	10.94
	60.3
	1
	0
	1
	1
	1
	1
	0
	0
	0
	0

	Cox7a2l
	cytochrome c oxidase subunit VIIa polypeptide 2-like; mid 3' UTR
	12.57
	73.2
	1
	0
	1
	2
	0
	1
	0
	0
	0
	0

	Dnajc5
	DnaJ (Hsp40) homolog, subfamily C, member 5; putative intergenic
	14.14
	58.6
	0
	1
	0
	5
	1
	0
	1
	0
	0
	0

	Dusp7
	dual specificity phosphatase 7; 3' UTR
	11.2
	65.5
	1
	0
	0
	0
	1
	0
	0
	0
	0
	1

	Dync2li1
	dynein cytoplasmic 2 light intermediate chain 1; Exon 1
	10.2
	55
	0
	1
	1
	2
	0
	0
	1
	1
	2
	0

	Fxn
	frataxin; Exon 1
	11.24
	46
	0
	2
	1
	0
	1
	0
	1
	0
	0
	0

	Gnb1
	guanine nucleotide binding protein, beta 1; exon 8 (third from last coding exon)
	12.97
	56.3
	0
	0
	0
	6
	0
	0
	0
	0
	3
	0

	Gnptab
	N-acetylglucosamine-1-phosphate transferase, alpha and beta subunits; 3' UTR
	10.47
	88.3
	0
	1
	1
	4
	0
	0
	0
	0
	1
	0

	Gpr19
	G protein-coupled receptor 19; exon 2
	10.61
	57.3
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0

	Gria1
	glutamate receptor, ionotropic, AMPA1 (alpha 1); exon 15
	10.08
	76.5
	0
	4
	0
	44
	20
	0
	1
	0
	6
	6

	Grlf1
	glucocorticoid receptor DNA binding factor 1; 3' UTR
	10.97
	53.8
	0
	1
	1
	9
	3
	0
	0
	0
	4
	1

	Lancl1
	LanC (bacterial lantibiotic synthetase component C)-like 1; exon 7
	11.9
	61.5
	0
	0
	1
	2
	0
	0
	0
	1
	1
	0

	Mrpl48
	mitochondrial ribosomal protein L48; exon 4
	10.87
	58.1
	1
	1
	1
	3
	4
	0
	1
	0
	2
	1

	Myt1l
	myelin transcription factor 1-like; intron 9 or short form 3' UTR (test Mendelian 12.30, BXD neocortex)
	10.1
	84.2
	0
	10
	0
	62
	0
	0
	5
	0
	33
	0

	Psmb6
	proteasome (prosome, macropain) subunit, beta type 6; exon 5
	11.43
	123
	1
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Rgcc
	regulator of cell cycle; 3' UTR
	10.09
	44.3
	0
	1
	1
	1
	0
	0
	0
	0
	1
	0

	Rpl29
	ribosomal protein L29; 5' UTR
	10.03
	92.4
	2
	0
	0
	0
	0
	2
	0
	0
	0
	0

	Rps2
	ribosomal protein S2 (40S); exon 4 (ILM106760253 and ILMN_1214408 target an expressed polymorphic sequence related to Rps2 that maps to multiple locations in different crosses, correctly to mid proximal Chr 17 in BXD and AXB, but aberrantly to Chr 12 at
	12.67
	73.8
	3
	0
	0
	0
	0
	1
	0
	0
	0
	0

	Rpsa
	ribosomal protein SA; two exons
	13.53
	117
	2
	0
	1
	0
	0
	2
	0
	1
	0
	0

	Rusc2
	RUN and SH3 domain containing 2; 3' UTR
	12.39
	84.7
	2
	2
	1
	4
	5
	1
	2
	1
	4
	4

	Stk25
	serine/threonine kinase 25 (yeast); exon 9
	10.84
	69.3
	6
	0
	0
	0
	0
	1
	0
	0
	0
	0

	Tesk1
	testis specific protein kinase 1; 3' UTR
	10.85
	70.1
	1
	0
	1
	0
	1
	0
	0
	1
	0
	0

	Ubc
	ubiquitin C; putative intergenic
	14.89
	67.9
	2
	0
	2
	0
	0
	1
	0
	1
	0
	0

	Ube2j2
	ubiquitin-conjugating enzyme E2, J2 homolog (yeast); mid 3' UTR
	12.25
	70.1
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0

	Vps33a
	vacuolar protein sorting 33A (yeast); 3' UTR
	12.53
	51.8
	0
	0
	0
	1
	1
	0
	0
	0
	1
	0

	Wdr82
	WD repeat domain containing 82; 3' UTR
	10.77
	61.8
	1
	0
	1
	2
	0
	0
	0
	0
	1
	0

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	e) Cerebellum

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	Cap1
	CAP, adenylate cyclase-associated protein 1; distal 3' UTR (test Mendelian 4.122)
	10.67
	89.4
	0
	1
	0
	2
	0
	0
	1
	0
	2
	0

	Capns1
	calpain, small subunit 1; last two exons including proximal and mid 3' UTR
	12.51
	49
	2
	0
	1
	0
	2
	2
	0
	1
	0
	2

	Efhd2
	EF hand domain containing 2; half distal 3' UTR
	11.94
	72.8
	2
	0
	1
	3
	2
	1
	0
	1
	1
	1

	Fam126b
	family with sequence similarity 126, member B; far 3' UTR (test Mendelian 1.59)
	10.13
	41.5
	1
	2
	0
	1
	0
	0
	1
	0
	1
	0

	Klf9
	Krueppel-like factor 9; mid-proximal 3' UTR
	13.25
	43.1
	4
	0
	6
	0
	5
	2
	0
	5
	0
	3

	Lancl1
	LanC (bacterial lantibiotic synthetase component C)-like; last exons and proximal 3' UTR (test Mendelian 1.67)
	11.64
	69.1
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Ndufc2
	NADH dehydrogenase (ubiquinone) 1, subcomplex unknown, 2; last exon and 3' UTR
	14.31
	46.3
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Prpf19
	PRP19/PSO4 pre-mRNA processing factor 19 (DNA nuclear matrix binding protein SNEV, brain weight candidate gene, negative regulation of neuron differentiation); mid 3' UTR (test Mendelian 19.10)
	11.6
	85.9
	0
	1
	0
	3
	2
	0
	0
	0
	2
	1

	Scg5
	secretogranin V (pituitary polypeptide 7B2); last 3 exons incuding proximal 3' UTR
	13.1
	71.1
	0
	2
	0
	3
	0
	0
	0
	0
	1
	0

	Sorl1
	sortilin-related receptor, LDLR class A repeats-containing; far 3' UTR (long 3' UTR)
	11.48
	42.7
	0
	4
	2
	20
	0
	0
	0
	1
	13
	0

	Vamp3
	vesicle-associated membrane protein 3 (synaptobrevin, synaptic vesicle exocytosis, v-SNARE); distal 3' UTR (test Mendelian 4.150, B6 dominant, possible D2 deletion artifact)
	10.45
	51.3
	0
	0
	1
	1
	1
	0
	0
	0
	1
	0

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	f) Spleen

	Gene
	Description
	Mean
	Max
	Total elements
	Total variable elements

	
	
	Expr
	LRS
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac
	polII
	CTCF
	H3K4me3
	H3K4me1
	H3K27ac

	Anapc1
	anaphase promoting complex subunit 1
	10.48
	41.7
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Ccnd1
	cyclin D1
	10.51
	50.4
	0
	2
	1
	0
	2
	0
	0
	1
	0
	0

	Chsy1
	chondroitin sulfate synthase 1
	10.27
	48.9
	0
	0
	0
	8
	9
	0
	0
	0
	6
	2

	Cnn3
	calponin 3, acidic
	10.31
	51.6
	1
	1
	1
	5
	4
	0
	0
	0
	3
	1

	Copa
	coatomer protein complex subunit alpha; (test Mendelian 1.174)
	10.55
	176
	1
	2
	1
	0
	1
	1
	1
	0
	0
	0

	Cox18
	cytochrome c oxidase assembly protein 18
	10.02
	64.1
	0
	0
	1
	0
	1
	0
	0
	1
	0
	1

	Dnajc10
	DnaJ (Hsp40) homolog, subfamily C, member 10
	11.14
	47.5
	1
	0
	1
	0
	1
	1
	0
	0
	0
	1

	Exosc9
	exosome component 9
	10.43
	66.6
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Fads1
	fatty acid desaturase 1
	10.21
	45.4
	1
	1
	1
	1
	1
	0
	1
	0
	1
	0

	Gas5
	growth arrest specific 5
	12.49
	72.8
	1
	0
	1
	0
	0
	1
	0
	0
	0
	0

	Glul
	glutamate-ammonia ligase (glutamine synthetase)
	10.55
	46.9
	1
	0
	1
	0
	1
	1
	0
	0
	0
	0

	Gng10
	guanine nucleotide binding protein (G protein), gamma 10
	10.67
	60.9
	0
	1
	1
	0
	0
	0
	0
	1
	0
	0

	Gramd1a
	GRAM domain containing 1A
	10.04
	43.8
	1
	2
	1
	2
	0
	0
	0
	0
	1
	0

	H2-K1
	histocompatibility 2, K1, K region
	12.96
	144
	0
	0
	0
	0
	2
	0
	0
	0
	0
	2

	H2-Q6
	histocompatibility 2, Q region locus 6
	11.59
	47.1
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Hgsnat
	heparan-alpha-glucosaminide N-acetyltransferase
	10.14
	105
	1
	0
	1
	0
	2
	0
	0
	0
	0
	1

	Hspa8
	heat shock 70 kDa protein 8; coding exons 1 (rs13474619), 3 (rs29595094), and 3' UTR (indel), (test Mendelian 9.41)
	13.17
	182
	1
	0
	1
	0
	0
	1
	0
	1
	0
	0

	Litaf
	LPS-induced TN factor
	10.43
	83.2
	1
	1
	1
	3
	4
	0
	1
	0
	0
	0

	Lsm4
	LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae)
	10.77
	86.5
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Nomo1
	nodal modulator 1
	10.31
	65.1
	2
	1
	2
	0
	0
	1
	1
	2
	0
	0

	Pdia4
	protein disulfide isomerase associated 4
	11.83
	59.2
	1
	1
	1
	2
	3
	0
	0
	0
	1
	0

	Ppdpf
	pancreatic progenitor cell differentiation and proliferation factor homolog (zebrafish)RIKEN cDNA 2700038C09 gene
	11.42
	74.9
	1
	0
	1
	0
	1
	1
	0
	1
	0
	1

	Ptp4a2
	protein tyrosine phosphatase 4a2
	12.15
	42.4
	1
	0
	1
	4
	3
	0
	0
	0
	2
	1

	Rab31
	RAB31, member RAS oncogene family
	10.15
	42.3
	0
	2
	2
	3
	7
	0
	0
	0
	1
	1

	Rps6ka1
	ribosomal protein S6 kinase polypeptide 1
	10.55
	42.8
	0
	2
	1
	1
	4
	0
	1
	0
	0
	1

	Sae1
	SUMO1 activating enzyme subunit 1
	10.72
	58.7
	0
	1
	0
	3
	8
	0
	0
	0
	1
	3

	Samsn1
	SAM domain, SH3 domain and nuclear localization signals, 1
	10.01
	57.2
	0
	0
	0
	6
	0
	0
	0
	0
	2
	0

	Soat1
	sterol O-acyltransferase 1
	10.72
	49.7
	0
	0
	1
	4
	5
	0
	0
	0
	2
	1

	Stard10
	START domain containing 10
	10.55
	75.1
	0
	0
	0
	1
	0
	0
	0
	0
	1
	0

	Tagln2
	transgelin 2
	10.04
	52.9
	1
	0
	1
	0
	1
	0
	0
	1
	0
	1

	Txndc17
	thioredoxin domain containing 17
	11.33
	42.9
	1
	0
	0
	0
	0
	1
	0
	0
	0
	0

	Uvrag
	UV radiation resistance associated gene
	10.83
	49.8
	1
	6
	1
	20
	13
	0
	2
	0
	11
	8

	Wars
	tryptophanyl-tRNA synthetase
	10.53
	51.3
	0
	0
	0
	0
	2
	0
	0
	0
	0
	1

	Zfp146
	zinc finger protein 146
	10.06
	79
	1
	0
	1
	0
	0
	0
	0
	1
	0
	0

	Zfp330
	zinc finger protein 330
	10.25
	72.5
	1
	0
	1
	0
	1
	0
	0
	1
	0
	1

	
	
	
	
	
	
	
	
	
	
	
	
	
	



