BD Rhapsody "
Single-Cell Analysis System
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BD Rhapsody System workflow
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Pair ONE cell with ONE barcoded bead in microwell Lyse cell to hybridize mRNA onto barcoded
capture oligos on bead
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Library preparation * sequencing and data anaysis




BD Rhapsody Scanner

Sample QC

* Cell count
* Cell viability

QC Report

* Cell/Bead loading efficiency

* Cell retention rate

* Bead retrieval efficiency

* Number of retrieved beads
with viable cells
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mRNA

Protein
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Detection of protein targets associated with low mRNA expression.




BD Sample Multiplexing kit~ (SMK)

Informatics demultiplexing
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633781 Human Single Cell Sample Multiplexing Kit (12 samples)
633793 Mouse Immune Single-Cell Multiplexing Kit (12 samples)



So SEQGEQ

SeqGeq" is a desktop bioinformatics platform that makes complex
scRNA-seq analysis accessible with an intuitive interface. Quality
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These tools allow for the direct use of third Voo, ;

party algorithms in the form of R scripts, or for ; FlowJo Exchange
very quick implementation of features once a ’ ’
requirement has been identified.

Plugins
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