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Cell Ranger ARC Installation

Cell Ranger ARC is delivered as a single, self-contained tar file that can be unpacked anywhere on your
system. It bundles all of its required software dependencies, which are pre-compiled to run on a wide
range of Linux distributions. For convenience, the reference data package required for Cell Ranger ARC is
provided as a separate download.

© Alternatively, you can skip Cell Ranger ARC download and installation and use 10x Genomics
Cloud Analysis, our recommended method for running 10x Genomics single cell pipelines for
most new customers. Sign up for a free account or view tutorials and learn more.

Download and install

Step 1- Download and unpack the cellranger-arc-2.1.0.tar.gz tar file in any location. In this example we
use /opt.

@ Copy

cd /opt
[download file from downloads pagel
tar -xzvf cellranger-arc-2.1.0.tar.gz

This unpacks Cell Ranger ARC, its dependencies, and the cellranger-arc scriptinto a new directory
called cellranger-arc-2.1.0.

Step 2 - Download and unpack any of the reference data files in a convenient location:
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File Requirements:
raw data fastq files

Name ~

scRNA_E5_PBS-SI_TT_D10_235GF3LT3_S3_L001_R2_001.fastq.gz
scRNA_E5_PBS-SI_TT_D10_235GF3LT3_S3_L001_R1_001.fastq.gz
scRNA_ES5_PBS-SI_TT_D10_235GF3LT3_S3_L001_I2_001.fastq.gz
scRNA_ES5_PBS-SI_TT_D10_235GF3LT3_S3_L001_I1_001.fastq.gz

MD5.txt

Name ~

SCATAC_E5_PBS-SI_3A_G11_235G7CLT3_S3_L001_R3_001.fastqg.gz
SCATAC_E5_PBS-SI_3A_G11_235G7CLT3_S3_L001_R2_001.fastq.gz
SCATAC_E5_PBS-SI_3A_G11_235G7CLT3_S3_L001_R1_001.fastg.gz
SCATAC_E5_PBS-SI_3A_G11_235G7CLT3_S3_L001_I1_001.fastg.gz
MD5.txt

Size
18.46 GB
24.47 GB
1.71 GB
1.82 GB
364 Bytes

Slize
16.74 GB
4.22 GB
17.09 GB
1.7 GB
368 Bytes
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TXT File

File Ty...
GZ File
GZ File
GZ File
GZ File
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) Terminal

File Requirements:

e cellranger-arc binary
e raw data fastq files

e fasta files

o gtf files

> cellranger-arc[mkref] + fasta files + = cellranger reference

> cellranger-arc[counts] + cellranger reference + = filtered h5 file



Step 1: cellranger Reference

Make Reference file input for Chicken Genome

{

organism: "chicken" .
genome: ["GRCg7b"] txt.file
input_fasta: [“./Gallus_gallus.bGalGal1.mat.broiler. GRCg7b.dna.toplevel.fa"]

input_gtf: [“./Gallus_gallus.bGalGal1.mat.broiler. GRCg7b.110.gtf"]

Run cellranger command to create reference using the file input

Jcellranger-arc-2.0.2/cellranger-arc mkref \
--config=1Pre-ref.config code



Step 2: Cellranger count

Library csv input for Chicken Genome

$ Library 4FGF.csv

fastgs,sample,library type
JFGF_Samples/ATAC fastq,E4 FGF,Chromatin Accessibility
JFGF_Samples/RNA _fastq,E4 FGF,Gene Expression

$ Library 5FGF.csv

JFGF_Samples/ATAC fastq,E5 FGF,Chromatin Accessibility
JFGF_Samples/RNA _fastq,E5 FGF,Gene Expression

cellranger-arc count for Chicken Genome

#!/bin/bash

# File: Count.sh

list=(4FGF 5FGF)

for i in ${list{@]}

do

Jcellranger-arc-2.0.2/cellranger-arc count --id=Multiomix_E${i} \
--reference=./GRCg7b \
--libraries=./Library_${i}.csv \
--localcores=30 \
--localmem=64

echo "Finish RNA-ATAC_${i}"

done

csv.files

Code: bash Count.sh



