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	Variable

	[bookmark: _Hlk69561888]Survivor
(n = 106)
	[bookmark: _Hlk69562091]Death
(n = 24)
	LAMA2-CMD
(n = 116)
	LGMDR23
(n = 14)

	PTC, n (%)
	80 (75.5)
	18 (75.0)
	91 (78.4)
	7 (50.0)

	NS, n (%)
	54 (50.9)
	15 (62.5)
	66 (56.9)
	3 (21.4)

	FS, n (%)
	43 (40.6)
	7 (29.2)
	45 (38.8)
	5 (35.7)

	CNV, n (%)
	28 (26.4)
	12 (50.0)
	36 (31.0)
	4 (26.6)

	MS, n (%)
	21 (19.8)
	4 (16.7)
	15 (12.9)
	10 (71.4)

	Splicing, n (%)
	28 (26.4)
	3 (12.5)
	30 (25.9)
	1 (7.1)

	FS + NS, n (%)
	17 (16.03)
	4 (16.7)
	20 (17.2)
	1 (7.1)

	NS + NS, n (%)
	15 (14.2)
	3 (12.5)
	18 (15.5)
	0 (0.0)

	FS + FS, n (%)
	8 (7.5)
	1 (4.2)
	7 (6.0)
	2 (14.3)

	NS + CNV, n (%)
	8 (7.5)
	6 (2.5)
	14 (12.1)
	0 (0.0)

	NS + splicing, n (%)
	9 (8.5)
	2 (8.3)
	11 (9.5)
	0 (0.0)

	FS + CNV, n (%)
	8 (7.5)
	1 (4.2)
	8 (6.9)
	1 (7.1)

	FS + splicing, n (%)
	4 (3.8)
	1 (4.2)
	5 (4.3)
	0 (0.0)

	PTC + CNV, n (%)
	16 (15.1)
	7 (29.2)
	22 (19.0)
	1 (7.1)

	PTC + PTC, n (%)
	40 (37.7)
	8 (33.3)
	45 (38.8)
	3 (21.4)

	PTC + splicing, n (%)
	13 (12.3)
	3 (12.5)
	16 (13.8)
	0 (0.0)



CNV: copy number variation; FS: frameshift; LAMA2-CMD: LAMA2-related congenital muscular dystrophy; LGMDR23: limb-girdle muscular dystrophy-23; MS: missense variantsmutation; NS: nonsensePTC: premature translation termination codon; splicing: splicing variantsmutation.
a Fisher’s exact Test.
