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Introduction

e The precise neuroanatomical phenotyping is essential for
understanding the genetic basis of neurodevelopmental disorders.
e The project presents an end-to-end pipeline that converts 3D raw

HREM data into automatically segmented 27 mice brain regions by
using nn-UNet and detect anatomically meaningful landmarks by using
ALPACA registration for volumetric and morphometric analysis.
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e Systematic end-to-end 3D phenotyping for large-scale genetic studies of M—— w L T
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e Automatic segmentation of the brain regions is highly time-efficient. RN S B SR i
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