Supplementary Table S1 Genotype and allelic frequencies, value of χ2 test, and diversity parameters of the ANGPTL3 gene analyzed in this study

	SNPs
	Breeds
	Sample
	Genotype frequencies
	Allele  frequencies
	HWE-P value*  
	PIC
	He
	Ne
	SNPs
	Genotype frequencies
	Allele  frequencies
	HWE-P value
	PIC
	He
	Ne

	SNP1
	
	
	TT
	TC
	CC
	T
	C
	
	
	
	
	SNP3
	AA
	AG
	GG
	A
	G
	
	
	
	

	
	JX
	121
	0.652 
	0.340 
	0.007 
	0.823 
	0.177 
	3.927 
	0.249 
	0.292 
	1.412 
	
	0.566 
	0.049 
	0.385 
	0.758 
	0.242 
	0.313
	0.299 
	0.367 
	1.579 

	
	LX
	150
	0.727 
	0.267 
	0.007 
	0.860 
	0.140 
	1.731 
	0.212 
	0.241 
	1.317 
	
	0.487 
	0.073 
	0.440 
	0.707 
	0.293 
	0.564
	0.329 
	0.415 
	1.708 

	
	NY
	139
	0.460 
	0.532 
	0.007 
	0.727 
	0.273 
	16.070 
	0.318 
	0.397 
	1.659 
	
	0.406 
	0.078 
	0.516 
	0.664 
	0.336 
	3.102
	0.347 
	0.446 
	1.806 

	
	QC
	30
	0.900 
	0.100 
	0.000 
	0.950 
	0.050 
	0.083 
	0.090 
	0.095 
	1.105 
	
	0.667 
	0.033 
	0.300 
	0.817 
	0.183 
	0.278
	0.255 
	0.299 
	1.427 

	
	BH
	35
	0.514 
	0.486 
	0.000 
	0.757 
	0.243 
	3.601 
	0.300 
	0.368 
	1.582 
	
	0.486 
	0.086 
	0.429 
	0.700 
	0.300 
	0.049
	0.332 
	0.420 
	1.724 

	
	GY
	67
	0.250
	0.700
	0.050
	0.600
	0.400
	12.604
	0.365 
	0.480
	1.923 
	
	0.941 
	0.015 
	0.044 
	0.963 
	0.037 
	2.174
	0.068 
	0.071 
	1.076 

	
	AG
	48
	0.771 
	0.229 
	0.000 
	0.885 
	0.115 
	0.087 
	0.182 
	0.203 
	1.255 
	
	0.833 
	0.000 
	0.167 
	0.917 
	0.083 
	0.088
	0.141 
	0.153 
	1.180 

	
	HF
	15
	1.000 
	0.000 
	0.000 
	1.000 
	0.000 
	--
	0.000
	0.000
	0.000
	
	1.000 
	0.000 
	0.000 
	1.000 
	0.000 
	--
	0.000 
	0.000 
	1.000 

	
	LM
	25
	0.440 
	0.480 
	0.080 
	0.680 
	0.320 
	0.037 
	0.341 
	0.435 
	1.771 
	
	0.600 
	0.200 
	0.200 
	0.700 
	0.300 
	5.044
	0.332 
	0.420 
	1.724 

	
	ST
	52
	0.962 
	0.038 
	0.000 
	0.981 
	0.019 
	12.132
	0.037 
	0.038 
	1.039 
	
	0.981 
	0.000 
	0.019 
	0.990 
	0.010 
	51.252
	0.019 
	0.019 
	1.019 

	
	JN
	24
	0.458 
	0.542 
	0.000 
	0.729 
	0.271 
	1.990 
	0.317 
	0.395 
	1.653 
	
	0.833 
	0.000 
	0.167 
	0.917 
	0.083 
	0.680
	0.141 
	0.153 
	1.180 

	SNP2
	
	
	AA
	AT
	TT
	A
	T
	
	
	
	
	SNP4
	TT
	TC
	CC
	T
	C
	
	
	
	

	
	JX
	121
	0.678 
	0.289 
	0.033 
	0.822 
	0.177 
	0.012
	0.250 
	0.292 
	1.413 
	
	0.975 
	0.025 
	0.000 
	0.988 
	0.012 
	12.537
	0.024 
	0.025 
	1.025 

	
	LX
	150
	0.567 
	0.380 
	0.053 
	0.757 
	0.243 
	0.153
	0.300 
	0.368 
	1.583 
	
	0.899 
	0.101 
	0.000 
	0.950 
	0.050 
	0.044
	0.091 
	0.096 
	1.106 

	
	NY
	139
	0.395 
	0.476 
	0.129 
	0.633 
	0.367 
	0.072
	0.357 
	0.465 
	1.868 
	
	0.961 
	0.039 
	0.000 
	0.981 
	0.020 
	4.204
	0.038 
	0.038 
	1.040 

	
	QC
	30
	0.767 
	0.200 
	0.033 
	0.867 
	0.133 
	0.544
	0.204 
	0.231 
	1.301 
	
	0.937 
	0.063 
	0.000 
	0.969 
	0.031 
	7.137
	0.059 
	0.061 
	1.064 

	
	BH
	35
	0.429 
	0.486 
	0.086 
	0.671 
	0.328 
	0.356
	0.344 
	0.441 
	1.790 
	
	1.000 
	0.000 
	0.000 
	1.000 
	0.000 
	--
	0.000 
	0.000 
	1.000 

	
	GY
	67
	0.000 
	0.459 
	0.541 
	0.229 
	0.770 
	4.122
	0.291 
	0.354 
	1.547 
	
	0.985 
	0.015 
	0.000 
	0.993 
	0.008 
	66.252
	0.015 
	0.015 
	1.015 

	
	AG
	48
	0.729 
	0.167 
	0.104 
	0.813 
	0.188 
	7.502
	0.258 
	0.305 
	1.438 
	
	0.896 
	0.104 
	0.000 
	0.948 
	0.052 
	1.066
	0.094 
	0.099 
	1.110 

	
	HF
	15
	0.933 
	0.000 
	0.067 
	0.933 
	0.067 
	3.832
	0.117 
	0.124 
	1.142 
	
	0.933 
	0.067 
	0.000 
	0.967 
	0.033 
	14.259
	0.062 
	0.064 
	1.069 

	
	LM
	25
	0.600 
	0.160 
	0.240 
	0.680 
	0.320 
	7.865
	0.341 
	0.435 
	1.771 
	
	0.880 
	0.120 
	0.000 
	0.940 
	0.060 
	1.912
	0.106 
	0.113 
	1.127 

	
	ST
	52
	0.673 
	0.058 
	0.269 
	0.702 
	0.298 
	35.467
	0.331 
	0.419 
	1.720 
	
	0.962 
	0.039 
	0.000 
	0.981 
	0.019 
	12.132
	0.037 
	0.038 
	1.039 

	
	JN
	24
	0.792 
	0.167 
	0.042 
	0.875 
	0.125 
	0.150
	0.195 
	0.219 
	1.280 
	
	0.958 
	0.042 
	0.000 
	0.979 
	0.021 
	23.255
	0.040 
	0.041 
	1.043 


 SNP =Single Nucleotide Polymorphism; HWE = Hardy–Weinberg equilibrium; PIC = polymorphism information content; He = heterozygosity; Ne = effective allele numbers.
JX = Jiaxian; LX = Luxi; NY = Nanyang; QC = Qinchuan; BH = Bohai; GY = Gaoyuan; AG = Angus; HF = Hereford; LM = Limousin; ST = Simmental; JN = Jinnan.
* Values in bold indicate that the genotype distribution was not in agreement with the HWE (P < 0.05)
