Enabling single-cell multiomics to unravel complex data from human
lung cancer tissue preserved in a novel long-term storage buffer
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Abstract Introduction to novel cryopreservation buffer BD® OMICS-Guard™ CRYO Preservation Buffer
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Figure 3. Cells dissociated from human lung cancer tissue were cryopreserved in BD® OMICS-Guard™ CRYO Preservation Buffer and analyzed by whole-transcriptome and cell surface protein profiling (CITE-seq). (i) Sequencing read quality and mapping efficiency for mRNA and

Figure 1A. BD Rhapsody™ Single Cell System

. iii. iv. protein was high. (ii) Alignment metrics were as expected and similar to what is typical of a fresh sample. (iii) WTA assay was sensitive with robust molecule recovery and gene detection. (iv) Reads assigned to putative cells indicates intact and well-preserved cell inputs.
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