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Neurodegenerative diseases, including Alzheimer's, Parkinson's, and ALS, pose
significant challenges to global health, affecting millions worldwide. These diseases not
only impact patients but also place a heavy burden on families and healthcare
systems. Recent advancements in single-cell RNA sequencing (scRNA-Seq) technology
have opened new avenues for understanding the complex cellular mechanisms
underlying these conditions. However, the vast and intricate data produced by scRNA-
Seq require sophisticated analysis to unlock their full potential.

INTRODUCTION

OBJECTIVE
This research aims to enhance scRNA-Seq analysis techniques to deepen our
understanding of neurodegenerative diseases. By developing advanced
methodologies and analytical pipelines, we seek to identify disease-specific
markers and unravel the underlying biological pathways, contributing to the
development of targeted therapies.

• Data Collection: Acquire scRNA-Seq datasets from brain tissues affected by
neurodegenerative diseases, along with healthy controls.

• In the project, Seurat is utilized to meticulously analyze scRNA-Seq data derived from
both healthy individuals and those affected by Parkinson’s Disease (PD), serving three
pivotal roles:

• Data Integration and Preprocessing: Merging and normalizing datasets from different
sources to standardize gene expression data for analysis.

• Dimensionality Reduction and Clustering: Using PCA and UMAP to simplify the data for
visual inspection and clustering cells into groups based on gene expression profiles to
identify potential cell types or states.

• Differential Expression Analysis: Identifying genes whose expression significantly varies
between healthy and PD cells or among cell clusters, pointing to potential disease
markers.

• Visualization: Generating plots (UMAP, FeaturePlot, etc.) to visually explore cell clusters
and gene expression patterns, aiding in data interpretation.

• Machine Learning for Cell Type Classification: Applying a Random Forest model to
classify cells into types based on their gene expression, enhancing the understanding of
cellular diversity within the datasets.

• Biomarker and Pathway Identification: Conduct differential expression
analysis and employ pathway enrichment analysis to discover dysregulated
processes and potential therapeutic targets.

METHODOLOGY

The scRNA-Seq study on Parkinson’s Disease (PD) yielded key insights:
• Gene Expression Patterns: Genes like DDX11L1 and WASH7P exhibited

distinct expression profiles, suggesting their potential involvement in PD.
• scRNA-Seq Analytical Enhancement: Advanced computational techniques,

including PCA and UMAP, refined the analysis, highlighting gene expression
differences between healthy and PD cells.

• Disease Marker Detection: Differential expression analysis pinpointed genes
with varied expression levels in PD, which could serve as early indicators of
the disease.

• Cell Type Classification: A Random Forest model classified cell types based on
expression data, underlining cellular diversity in neurodegeneration.

• Gene Expression Quantification: Visual data representations revealed the
expression magnitude and cell percentage for each gene, aiding in
understanding their association with PD.

• Disease Detection and Monitoring: The methods established are
instrumental for tracking PD progression by detecting cellular and molecular
changes.

RESULTS

CONCLUSION AND FUTURE WORK
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This research has successfully leveraged single-cell RNA sequencing to unravel the cellular
complexities of Parkinson's Disease (PD). By applying sophisticated computational
analyses, we've identified distinct gene expression patterns and potential biomarkers that
differentiate between healthy and disease states. The development of a machine learning
framework further allowed for the precise classification of cell types, which is vital for a
nuanced understanding of PD at the cellular level. Our findings provide a promising
foundation for the early detection of PD and the identification of new therapeutic targets.
Moving forward, the research will focus on:
1. Biomarker Validation: Confirming the identified biomarkers in broader patient

populations to solidify their clinical relevance.
2. Disease Progression Modeling: Monitoring changes in gene expression over time to

better understand PD progression.
3. Treatment Strategies: Investigating the therapeutic potential of the new targets for

drug development.
4. Cross-Disease Analysis: Applying the techniques to other neurodegenerative diseases

to uncover common and unique pathological features.
5. Multi-Omics Integration: Combining scRNA-Seq with other omics data to create

comprehensive models of PD.
6. Algorithm Development: Enhancing the computational methods to efficiently process

and analyze complex single-cell datasets.
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