[bookmark: _Hlk77335851]Supplemental Table 2. Correlation between analyzed phenotype endpoints, expressed as Z score in A. and Z ≤ -2SD in B.

	Phenotypes
	CSA at 4 %
	CSA at 65%
	Total BMD
	LS BMD

	A. Continuous Z-score

	CSA at 4%
	
	4.9x10-7 (0.3)
	1.7x10-5 (0.3)
	2x10-4 (0.2)

	CSA at 65%
	4.9x10-7 (0.3)
	
	2.4x10-17 (0.5)
	1.6x10-10 (0.4)

	Total BMD
	1.7x10-5 (0.3)
	2.4x10-17 (0.5)
	
	1.6x10-40 (0.7)

	LS BMD
	2x10-4 (0.2)
	1.6x10-10 (0.4)
	1.6x10-40 (0.7)
	

	B. Z-score ≤ -2SD

	CSA at 4%
	
	0.68 (0.03)
	0.25 (-0.08)
	0.36 (0.06)

	CSA at 65%
	0.68 (0.03)
	
	3x10-5 (0.3)
	3x10-5 (0.3)

	Total BMD
	0.25 (-0.08)
	3x10-5 (0.3)
	
	5.3x10-19 (0.5)

	LS BMD
	0.36 (0.06)
	3x10-5 (0.3)
	5.3x10-19 (0.5)
	



Total cross-sectional area (CSA) at 4% and 65% of radial length, total bone mineral density (BMD) and lumbar spine (LS) BMD are analyzed as phenotype endpoints; p value and coefficient of correlation (in brackets) are presented for each bivariate correlation. We identified genetic variants associated with CSA at 4% of radius length and with LS BMD Z ≤ -2SD scores. LS BMD correlated with CSA at 65% of radius length and with total BMD Z ≤ -2SD scores (highlighted), whereas CSA at 4% of radial lengths Z ≤ -2SD did not correlate with other outcomes. We identified LY75 variant as significantly associated with LS BMD Z ≤ -2SD. The results of the association of the same variant with total BMD and CSA at 65% or radial length are presented in Supplemental Figure 6.

