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What can we learn from the genome?
1. Assembly
3. Functional annotation
4. Transcription profiling I Ll I I . | I
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Sanger sequencing
(up to ~1 kb)
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(Reference: https://www.10xgenomics.com/platforms/chromium )
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Cell lysis, cDNA synthesis & cell barcoding
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t-SNE Projection of Spots Colored by Clustering .
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(Reference: https://www.10xgenomics.com/platforms/visium )
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(Reference Luetal., 2014)
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