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CORRECTION

Correction: Comprehensive genetic 
screening of early-onset dementia patients 
in an Austrian cohort-suggesting new 
disease-contributing genes
Sara Silvaieh1,2†, Theresa König1,2†, Raphael Wurm1,2, Tandis Parvizi1,2, Evelyn Berger‑Sieczkowski1,2, 
Stella Goeschl1,2, Christoph Hotzy1,2, Matias Wagner3,4, Riccardo Berutti3, Esther Sammler5,6, 
Elisabeth Stögmann1,2* and Alexander Zimprich1,2 

Correction to: Human Genomics (2023) 17:55  
https://doi.org/10.1186/s40246-023-00499-z

Following publication of the original article [1], the 
authors reported an error in Table 1. The correct Table 1 
has been provided in this Correction.

The original article [1] has been corrected.
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