Supplementary Table 1. Summary statistics of the sperm cluster generated according to DNA damage, chromatin protamination, and chromatin condensation. ** and * indicate differences between breeds at the 0.01 and 0.05 levels, respectively.

	A) Cluster definition
	
	
	
	
	

	                 DNA damage (%Tail DNA)
	
	
	
	
	

	
	Cluster
	Mean
	95% Confidence Interval
	Minimum
	Maximum
	Standard deviation

	
	1
	34.97
	(34.67 - 35.26)
	0.01
	50.85
	10.13

	
	2
	64.22
	(63.87 - 64.57)
	50.85
	98.29
	9.62

	
	
	
	
	
	
	

	                 Chromatin protamination condensation (DBBCMA3 Fluorescence intensity)
	
	
	

	
	Cluster
	Mean
	95% Confidence Interval
	Minimum
	Maximum
	Standard deviation

	
	1
	25037.20
	(25000.00 - 25074.50)
	0.00
	46365.80
	13842.40

	
	2
	69274.20
	(69226.70 - 69321.80)
	46366.10
	102816.30
	15584.90

	
	3
	135203.40
	(135023.60 - 135383.10)
	102817.20
	247106.10
	31358.80

	
	4
	456274.50
	(451161.30 - 461387.70)
	247106.10
	6945924.50
	297035.40

	
	
	
	
	
	
	

	                 Chromatin condensation protamination (DBB CMA3 Fluorescence intensity)
	
	
	

	
	Cluster
	Mean
	95% Confidence Interval
	Minimum
	Maximum
	Standard deviation

	
	1
	253.35
	(251.76 - 254.94)
	0.00
	839.30
	262.38

	
	2
	1475.94
	(1475.01 - 1476.85)
	839.40
	1917.10
	288.79

	
	3
	2309.68
	(2308.86 - 2310.49)
	1917.20
	2809.70
	247.98

	
	4
	3364.76
	(3362.44 - 3367.07)
	2809.80
	4509.50
	454.85

	
	5
	5710.46
	(5698.92 - 5722.00)
	4509.60
	11172.70
	1184.86

	
	6
	27656.83
	(26161.31 – 29152.34)
	11172.80
	364644.90
	364644.9



