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1) Bigdata analysis of cancer in scRNA/

Spatial transcriptomics
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2) Al in scRNA-seq
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Bulk RNA-sequencing

Whole transcriptome RNA-sequencing
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SCRNA-seq
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SCRNA-seq
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scDNA-seq
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SCATAC-seq
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Perturb-sequencing

Perturb-Seq: Dissecting Molecular Circuits with
Scalable Single-Cell RNA Profiling of Pooled Genetic

Screens
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Spatial transcriptomics
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ISubmit a summary of research (1 or 2 sentences)
Lab information
-> Tell your preference

1) Mid-term presentation (scRNA + CITE/Immune)
2) Final presentation (others)

- 15 minute-presentation

- < 25 minutes including Q&A
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