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SCTP: Multi-scale network construction
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SCTP’s model training: Explainable multi-task learning
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Validation & Accuracy (single cell RNAseq)
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Summary

J SCTP provides a multimodal framework to quantify malignancy at high
resolution.

(JAchieves high classification accuracy across both single-cell and spatial
transcriptomics datasets.

J Enables discovery of early malignant subpopulations with spatial validation

d Availability: https://github.com/ztpub/SCTP
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