Single-Cell RNA and protein
expression

Single-cell multi-omics in action
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C1 REAP-seq workflow
C1 Single-Cell mMRNA Seq HT IFC
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C1 REAP-seq chemistry
Single-Cell mMRNA Seq HT* IFC
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C1 REAP-seq chemistry
Single-Cell MRNA Seq HT IFC

3. Harvest and cleanup to separate and process cDNA and antibody barcode library in parallel.
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Methodology design
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HEK293T cells and HL-60 cells were incubated with barcode-labeled antibodies
(15 a-human, 1 a-mouse, 5 mouse/rat isotype controls).

The cells were then mixed 50:50 prior to loading onto 2 HT IFCs.
HEK293T cells and HL-60 cells expressed mCherry and GFP, respectively.
Imaging cells prior to processing informs downstream sequencing data.

Implemented a 3’ end counting chemistry for mRNA-seq and antibody barcode
amplification for the antibody-barcode data. This was performed as part of the
same reaction on C1 HT IFCs.

Cell protein and gene expression was measured by lllumina® NextSeq™.

Bioinformatic processing of FASTQ files was performed with Kallisto for mRNA-
seqg and CITE-seq Count for antibody barcode data.



Multimodal mRNA and protein analysis
Antibody barcode expression shows cell specificity
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Summary

* Development data shows REAP-seq on medium HT IFC.

* Cell mixing experiments demonstrate that cell populations group as
expected by mRNA expression.

* Cell-specific antibody barcodes are localized to the appropriate cell
groups (CD56 expression in HEK293T cells and CD4 in HL-60 cells).
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