Table S1. Gene panels used in the study.

Parkinson’s disease panel v1.68 ATP13A2, ATP1A3, C19orf12, CSF1R, DCTNI1,
DNAJC6, FBXO7, FTL, GBA, GCHI1, GRN,
LRRK2, LYST, MAPT, OPA3, PANK2, PARK?,
PINK1, PLA2G6, PRKN, PRKRA, PTRHDI,
RAB39B, SLC30A10, SLC39A14, SLC6A3, SNCA,
SPGI11, SPR, SYNJ1, TH, TUBB4A, VPS13A,
VPS35, WDR45, CHCHD2, TAF1 and NR2A4.
Neurodegenerative disease panel v2.4 ABCD1, AFG3L2, ALS2, ANG, ANXA11, APP,
ARSA, ATP13A2, ATP1A3, ATP7B, AUH,
C19orf12, CACNA1G, CCNF, CHCHDI10,
CHCHD2, CHMP2B, CLCN2, CLN6, COASY, CP,
CSF1R, CTSF, CYP27A1, CYP7B1, DARS2,
DCTN1, DNAJC5, DNAJC6, DNMT1, EIF2B1,
EIF2B2, EIF2B3, EIF2B4, EIF2B5, ELOVL4,
EPM2A, FBXO7, FIG4, FTL, FUS, GCH1, GFAP,
GRN, HEXA, HEXB, HNRNPA1, HTRA1, ITM2B,
KCNC3, KCND3, MYORG, KIF5A, LRRK2, LYST,
MAPT, NHLRC1, NOTCHS3, NPC1, NPC2, OPTN,
PANK?2, PARK?7, PDGFB, PDGFRB, PEN1, PINK1,
PLA2G6, PRKN, PRNP, PSEN1, PSEN2, RNF216,
SETX, SLC20A2, SNCA, SOD1, SPAST, SPG11,
SQSTM1, SYNJ1, TARDBP, TBK1, TMEM240,
TREM2, TTC19, TYROBP, UBQLN?2, VAPB, VCP,
VPS13A, VPS35, WDR45, XPR1, AP5Z1,
ARHGEF28, ATP2B3, ATP6AP2, CCDC88C, CIZ1,
COQ2, DAO, DNAJC13, EIF4G1, ERBB4, EWSR1,
GBA, GCDH, GIGYF2, HNRNPA2B1, MARS2,
MATRS3, NEK1, NR4A2, PRKRA, PRPH,
SIGMARI, SLC30A10, SNCB, SS18L1, TAF1,
TUBA4A, TUBB4A and VPS13C.

Table S2. List including variants of unknown significance, likely benign and benign variants.
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¢.3705G>T VvUS 1 1 0 0 PT022
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(NM_001320327) c.359A>G VUuS 0 0 055
p
ARSA (NM_000487.6) c.542T>G (HET) 1 1 0 0 PT009

C.6148G>A LB 1 0 1 0 PT035
.3569C>T VUS 1 0 0 1 PTO031
DNAJC13 PT052,
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SORL1 (NM_003105.5) 1 1 0 0  PT0S8
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VUS = variant of unknown significance, LB =likely benign variant, B=benign variant,
HET = Heterozygous variant, HOM = Homozygous variant



