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PD GENEration (NCT04994015) is a multi-center observational clinical research study that offers genetic o _ _
testing and counseling to people living with PD (PwP) in over 8 countries in the Americas and Israel. Testing As of October 31, 2025, 29,464 participants have enrolled in PD GENEration,

includes a panel of 7 knpwn PD asspciated genes, and with thg transition from clinical exome sequeqciqg to Nov g(')’;'; 9% internationally (left and below). Clinical exome sequencing was performed in
whole genome sequencing (WGS) in March of 2024, now also includes 2 optional secondary health findings Pilot Study ' 58% of participants while the remaining — and all ongoing testing — was performed

(SHF) panels: 1) 21 genes linked to parkinsonisms or PD and 2) 10 non-PD actionable genes referred to as Sep. 2019
the CDC Teir 1 genes PwP consent to genetic counseling for the primary panel regardless of their results,
and they have the option to consent to receive positive results for either or both secondary panels. Following
study completion, participants may be eligible to participate in one of three sub-studies developed by PD
GENEration. The full study pipeline is shown below. All de-identified data produced from this study is shared
with researchers and scientists, most notably with the Global Parkinson’s Genetics Program (GP2), a
program of the Aligning Science Across Parkinson’s (ASAP) initiative.

by whole genome sequencing. Most participants (74%) have never participated in

Clinical Track a PD research study prior to PD GENEration.
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health findings, // Genetics Samples are analyzed < > g%)z options. SHF — analysis and return of results for SHF panels began. f ' ‘@ . - diagnosis/current age as part of basic clinical data collection.
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Lynch syndrome (LS) | El Salvador 1 local site enrollment decisions. n = 2,501 DR - 4 Some participants carried multiple variants. Top: 88 unique P/LP/RF single nucleotide variants (SNVs) have been identified in GBA1, as well as nine
Familial hypercholesterolemia (FH) Peru 1 local site unique P/LP copy number variants (CNVs; not shown). Bottom: Six unique P/LP SNVs have been identified in LRRK2, with no CNVs reported to date.




