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 BD OMICS-One™ WTA Next workflow is
: : : Figure 2: (A) WTA Next showed consistently higher median UMI per cell and median genes per cell than WTA at various read depths. (B) WTA, WTA Next and 10x Genomics GEM-X v4 comparison. Three different PBMC donor
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multiomic assays including ATAC-seq, sensitivities with 10x v4 and similar cell type distribution.

TCR/BCR full length profiling, and Cite-seq
using oligo-tagged antibodies.

High Reproducibility

Figure 3. Increased WTA performance in ATAC-seq, TCR/BCR and Cite-Seq Assays Figure 4. Consistent data across all replicates

Compatible with multiomic assays
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