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Estimated Number of Cells

4,613

Post-Normalization Mean
Reads per Cell

88,345
Median Genes per Cell

2,448

Sequencing
Pre-Normalization Number of Reads 418,775,773

Post-Normalization Number of Reads 407,540,086

Aggregation
cellranger-count 5-4-Saha Fraction of Reads Kept 94.8%

cellranger-count 6-7-Saha Fraction of Reads Kept 100.0%

cellranger-count 5-4-Saha Pre-Normalization Total Reads per Cell 90,318

cellranger-count 6-7-Saha Pre-Normalization Total Reads per Cell 91,284

cellranger-count 5-4-Saha Pre-Normalization Confidently Mapped
Barcoded Reads per Cell 42,893

cellranger-count 6-7-Saha Pre-Normalization Confidently Mapped
Barcoded Reads per Cell 40,671

 
Cells

Estimated Number of Cells 4,613

Fraction Reads in Cells 94.6%

Pre-Normalization Mean Reads per Cell 90,781

Post-Normalization Mean Reads per Cell 88,345

Median Genes per Cell 2,448

Median UMI Counts per Cell 6,635

Sample
Name cellranger-aggr

Description

Transcriptome hg19

Chemistry Single Cell 3' v2

Cell Ranger Version 2.0.2
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Cells
Background

Cells

Sample	Preparation	and	Sequencing

Data	Analysis

Cell	Count	and	Sample	Quality

Demultiplex
• Convert	raw	base	

call	files	(BCL)	into	
FASTQ	files

Count
• Align	reads	to	reference	

genome
• Barcode	counting
• UMI	counting
• Generates	gene-barcode	

matrices,	determines	
clusters,	performs	gene	
expression	analysis

Aggregate
• Aggregate	multiple	

CellRanger count	files	and	
normalizes	to	same	
sequencing	depth

• Can	be	used	to	combine	
data	from	multiple	
samples

Reanalyze
• Tunable	analysis	of	dimensionality	

reduction,	clustering,	gene	expression	
algorithms

cLoupe file
• CellRanger pipelines	produce	a	cLoupe file	

that	can	be	analyzed	in	Loupe	Cell	Browser

Loupe	Cell	Browser

Goal:	Identify	cell	subpopulations	and	transcriptional	heterogeneity	within	retinal	organoids

Future	Directions
• Construct	custom	reference	genome	to	analyze	transgene	expression	(GFP,	

mCherry,	etc.)	within	Loupe	Cell	Browser
• Explore	targeted	capture	capabilities:	V(D)J	region,	etc.
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Accutase
(Thermofisher)	

Flowmi Cell	Strainer	(Bel-Art	Products)	+
Wide-Bore	Pipette	Tips	(Thermofisher)	

Phosphate	Buffered	Saline		(Thermofisher)	+
0.04%	Human	Serum	Albumin	(Sigma)	+	

10uM	ROCK	inhibitor	(Tocris)

Capture ~3000 
cells/sample for 
>50K reads/cell 

(250M reads/lane)
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Cell/read	capture	statistics Sample	to	sample	consistency

Default	t-SNE	plot	in	Loupe	Cell	Browser Overlay	of	known	cell	markers
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