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Methods, cont. Gain a deeper view of expression profiles

Raw sequencing reads were processed through Cell Ranger and then used
the filtered feature barcode matrix. Secondary analysis was performed using

1.5x improvement in detection sensitivity
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secondary analysis, increased by 2-fold (Figure 2). This 2-fold increase
led to a concomitant increase of approximately 1.5-fold in unique
molecular identifiers (UMIs) and genes identified per cell, as shown in
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end of Step 3.4 in the Next GEM Single Cell 3’ Reagent Kit protocol, was used as
starting material for CRISPRclean Single Cell RNA Boost Kit protocol. The 10x
protocol was resumed at step 3.5 with depleted libraries. Four libraries were loaded
onto a P3-100 cycle flow cell and sequenced on a NextSeg™ 2000. We recovered
~11,000 cells per sample, each with >25,000 reads per cell.
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Figure 2: 100% increase in reads mapped to the transcriptome with
CRISPRclean. Filtered reads were not used for secondary analysis.

is removed from the depleted samples, the cell counts and frequencies
are comparable, with the exception of the two additional cell types
identified in the depleted samples.
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1.5-fold increase in UMIs and genes per cell.
1 additional PBMC cell type identified in depleted samples.

Genes / cell and UMIs / cell are comparable between full sequencing read
numbers without depletion and Y2 sequencing read numbers with
CRISPRclean depletion.
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