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cells/nuclei into a single reaction. However,
technically complex and highly manual
workflows associated with tissue dissociations
limit the yield of cells/nuclei being targeted and
the amount of reactions that can be batched
together and processed at the same time.

We present a customized automated solution
making it possible to receive nuclei from
multiple sources and sequence at scale. We
are able to receive, store, then batch
cells/nuclei from multiple sources and run
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e Frozen PBMCs are prepared according to the 10x
10X manufacturers cell preparation protocol.

e Two aliquots of 8,000 cells each are loaded into
two channels of a single 10X Genomics 3’ V3.1
chip.

e Emulsions are frozen at -20 in barcoded tubes.

e Subsequent steps of cDNA generation and
library construction, from breaking and recovery
to the final indexed PCR cleanup are completed
on customized automated protocols on the

even PCR amplification.

Utilizing the Broad Clinical labs WalkUp
Sequencing service, individual libraries can
be pooled and customized to the projects
needs and delivered directly to secure
buckets for each collaborator.

While this enables a massive potential scale
of both libraries and cell inputs, batching
many emulsions from different sources
limits the use of custom primers or potential
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Figure 1: Cell calling and sequencing depth from the

automated workflow matching the input target.
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Figure 2: Single cell counts are consistent across both
automated and manual protocols.
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NovaSegX platform, we have massively
increased the potential scale of single cell
projects while not increasing costs. The
automation shows little to no detrimental

Automated Manual effect on the quality of data, and has the
Chser > added benefit of reducing human pipetting
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