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https://www.illumina.com/products/by-type/informatics-products/connected-multiomics
https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/single-cell-rna-prep.html
https://www.illumina.com/products/by-type/informatics-products/basespace-sequence-hub/apps/dragen-single-cell-rna.html

