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Furthermore, to demonstrate the consistency of both open chromatin profiling and o3 E - g 23 f . . ' e remaining beads were stored
MRNA gene expression as a combination (multi.omic sNATAC + snRNA;eq), firstly, we ) gjg 5 s ‘é N Eoz o i | | . | 1 | ' ' ' . . 1™ at 4°C for 4 months. after
compared snRNAseq data from a whole transcriptome assay (WTA) with snRNAseq z %é :2 g E R ; o D 2(;)St d: d 5 o : 0 D:;OStore:) e which additional beads were
. . . . 0.3 S S S5 ay ored Beads )
from a; ATAr§Z+m§NA.muIt|(|)'m't|)c| assay using the Sa?f? sample.bThls strate%)l/\linabled 0 s 5 20 5 g2 o subsampled and library
us to show tnat there is neg Igible gene expression difterences etwegn srj seq o1 § 12 i U i preparation was done. (B)
from the BD whole transcriptome assay and snRNAseq from the multiomic scATAC 1,000 s o 20,000 o000 £ 000 5 000 10000 20000 50,000 1,000 o tome 20000 50000 3 1,000 e o e oo 3C Similar ATAC-seq sensitivity after 4-month bead storage Comparing Day 0 vs 4-month
and scRNA assay. Likewise, the snATACseq assay and snATACseq assay with ehinput * Cell Input " - ,
. . . . L | | | beads, similar overlap in bp
simultaneous whole transcriptome profiling shows that chromatin accessibility Median nonduplicate fragments per putative cell | | | , ,
. . . . . o at 40,000 raw reads/cell Fraction of fragments overlapping Peak regions was observed. (C) All libraries
profiling is equivalent with and without gene expression profiling. . _ (FRiP) from putative cells
Figure 2 (A) Experimental design where nuclei were isolated from PBMCs, and 1,000 to 50,000 nuclei were tagmented separately. After tagmentation, all oo . were downsampled to 40,000
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in immunology and immuno-oncology studies.

Conclusions

Consistent chromatin profiling and mMRNA gene expression across different assay combinations
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