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Background Contribution

* Gene Sequencing Limitations: Xenium * Multimodal Integration: xMINT uses a
technology sequences only around 500 genes, Transformer-based model to integrate gene
limiting comprehensive analysis. expression data with high-resolution
Technological Discrepancies: Integration of pathology images, enhancing gene
Xenium data with scRNA-seq is problematic Imputation accuracy.
due to differences in sequencing technologies. Enhanced Accuracy: Achieves better
Data Underutilization: Current methods do Imputation accuracy than existing SCRNA-
not leverage available pathology images, seg-based methods by utilizing additional

nich can provide critical insights into cell visual information from pathology images.
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