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Cell Ranger Count5=>?@
■ Cell RangerRSTUVWX5YZ[\]^_

■ `aYZ&'bcDEd5efgh3bcDEdef_

■ iN3FASTQjkZl9Cell Ranger3mnZo_

■ p*qris3jktuiN3vwxy

Reference genome



Cell RangerAB
■ z{

– wget -O cellranger-6.1.2.tar.gz

■ M|}~�}��

– tar -zxvf cellranger-6.1.2.tar.gz

■ �LCell Ranger>$PATH5���L>.bashrc5z����e���export
– export PATH=~/download/cellranger-6.1.2:$PATH

■ �����L>$PATH
– which cellranger

■ Cellranger��|
– cellranger testrun --id=tiny



Cell Ranger Count CDEF
#!/bin/bash
#SBATCH -J mouse_cheng
#SBATCH -n 20
#SBATCH -o run_%J
#SBATCH -e errput_%J
#SBATCH --mem=244800
#SBATCH -p earth

module load cellranger/3.0.2
cellranger count --id=sample1 \.      # !"#$

--transcriptome=/data/DB/refdata-gex-mm10-2020-A \ #%&'()*+,-.#$
--fastqs=/home/fastq_path \ #!/.FASTQ01,-.#$
--sample=sample1_BKDL220007671 \ #234

!"#$%&'()*+
,-Cell Ranger%./
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•analysis`abcdef.Yghijklclustering
R)graph-based & k-meansUmnocddiffexpmp
$c[qrscdpcamt[qrstsne
•cloupe.cloupe`uvwxyz{Loupe Cell Browser 
|},-

•filtered_gene_bc_matrices`O~�6N+ef.Y
ghij2 barcodes.tsv.gzmfeatures.tsv.gzm
matrix.mtx.gz.OY�SeuratmScatermMonocle�c
d6|},-

•filtered_feature_bc_matrix.h5`'��6barcode�
�HDF5 format
•metrics_summary.csv`CSVFGab��
•molecule_info.h5`Yg��aggregate�X6,-
•possorted_genome_bam.bam`��,-
•possorted_genome_bam.bam.bai`��,-
•raw_feature_bc_matrix`��barcode��
•raw_feature_bc_matrix.h5`��barcode��HDF5 
format
•web_summary.html`uv^_ summary HTML file



web_summary.html
���69:c$2summary/analysis*�c. summary�cij�Y9:`
1.)��.�)����`



Cell ranger ;<%O1
■ *+uDE4�3��%

– Estimated number of cells -vw�>3*+4
– Mean reads per cell -�'*+�>3O�reads
– Median genes per cell -�'*+DE43��4

■ Sequencing�%
– Number of reads -�>3�read4�
– Valid barcodes - UMI��A��3UMI4F
– Sequencing saturation%���u 
– Q30 bases in barcode -D¡barcode3¢45£¡303¤¥
– Q30 bases in RNA read -D¡RNA read3¢45£¡303¤¥
– Q30 bases in UMI -D¡UMI3¢45£¡303¤¥



Cell ranger ;<%O2
■ !"!#$%&$%reads'!"!#&()*+!",-./0&123&45
3'!#

– Reads mapped to genome -!",67-.8'reads

– Reads mapped confidently to genome -99!",-.8'reads&:;
<=reads>?@!",1230A?@!",B1230&CDE!",
FGH<I1230

– Reads mapped confidently to intergenic regions -!",-.8'-./0
J

– Reads mapped confidently to intronic regions -!",4530J

– Reads mapped confidently to exonic regions -!",1230J

– Reads mapped confidently to transcriptome -!",KL8'reads&MN
OP?@QRUMI'%P

– Reads mapped antisense to gene -!",-.'ST'reads



Cell ranger ;<%O3
■ *+4���p*¦§

– Estimated number of cells -vw�>3*+4

– Fraction reads in cells - valid-UMI3¨F¢45©ª«*+

¬­3UMI®¯°¤±>DEd5&²ZS70%³´V5�

µ4¶¨F�e·

– Mean reads per cell -�'*+�>3O�reads

– Median genes per cell -�'*+3�¸DE4

– Total genes detected -�>3�DE4,¹7º&@UMI

– Median UMI counts per cell -*+UMI4F3�¸»
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AnalysisPQ
■ -.UVWXYZ

– "cluster['-.\]UVYZ&^_`YaFbclustercGdclusteref&gh\]UVYZ

n !"#$%

– &reads'()*+,-'(./0123456789:1234;<5674=>)?@AB0CD
– &reads'()*+,-2E8F9GH01234IJ8K4LM)?@AB0CD



10X genomics% Loupe Cell Browser

¡¤y¥g¦§¨©.�Xcloupe.cloupe,-Jª«¬
https://support.10xgenomics.com/single-cell-vdj/software/vdj-and-gene-

expression/latest/lcb

https://support.10xgenomics.com/single-cell-vdj/software/vdj-and-gene-expression/latest/lcb

