Supplementary table 1: Allelic frequencies of mutations leading to MPAN.
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	Protein
	Percentage

	c.204_214del11
	p.Gly69ArgfsX10
	28.32

	c.32C>T
	p.Thr11Met
	25.66

	c.205G>A
	p.Gly69Arg
	6.19

	c.157G>A
	p.Gly53Arg
	3.54

	c.424A>G
	p.Lys142Glu
	3.54

	c.248C>T
	p.Pro83Leu
	3.10

	c.194G>A
	p.Gly65Glu
	3.10

	c.362T>A
	p.Leu121Gln
	2.65

	c.197_199del3
	p.Gly66del
	2.65

	c.287A>C
	p.Gln96Pro
	1.77

	c.194delG
	p.Ala67LeufsX6
	1.77

	c.187G>C
	p.Ala63Pro
	1.77

	c.191insG
	p.Ala67GlyfsX14
	1.77

	c.400G>C
	p.Ala134Pro
	1.33

	c.404insT
	p.Met135IlefsX15
	0.88

	c.436_437insG
	p.Ala146GlyfsX6
	0.88

	c.371_372insT
	p.Met124IlefsX17
	0.88

	c.194G>T
	p.Gly65Val
	0.88

	c.172G>A
	p.Gly58Ser
	0.88

	c.177_178insG
	p.Leu60Alafs10X
	0.88

	c.376_388del
	p.Glu126Serfs8*
	0.88

	exon 2 deletion
	p.0
	0.88

	c.194-2A>G
	splice site mutation
	0.44

	c.94delA
	p.Met32fsX
	0.44

	c.215dupT
	p.Pro72LeufsX19
	0.44

	c.179C>T
	p.Pro60Leu
	0.44

	c.118G>C
	p.Phe40Leu
	0.44

	c.142G>C
	p.Ala48Pro
	0.44

	c.53A>G
	p.Asp18Gly
	0.44

	c.395T>A
	p.Leu132Gln
	0.44

	c.416A>G
	p.Tyr139Cys
	0.44

	c.199_199delG
	p.Ala67LeufsX6
	0.44

	c.297insGCTC
	p.Leu99fsX102
	0.44

	c.116C>T
	p.Ser39Phe
	0.44

	c.294G>C
	p.Arg98Ser
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