
Cellranger Workflow



fasta files

gtf files

[ Gallus_GRCg7b.dna.toplevel.fa ]

[ Gallus_GRCg7b.110.fa ]

application [ cellranger-arc ]

Files and requirements - What and where to get them?

terminal [ powerful computer ]

fastq files [ raw data ]

cellranger processing



File Requirements:
• Genome
• GTF

I have used the release 110 from Ensembl (bGalGal1.mat.broiler.GRCg7b)

cellranger processing



File Requirements:
• cellranger-arc

cellranger processing



File Requirements:
• raw data fastq files

cellranger processing



Terminal

File Requirements:
• cellranger-arc binary
• raw data fastq files
• fasta files
• gtf files

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

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

cellranger processing



{
organism: "chicken" 

genome: ["GRCg7b"]

input_fasta: ["./Gallus_gallus.bGalGal1.mat.broiler.GRCg7b.dna.toplevel.fa"]

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

}

cellranger-arc mkref \
--config=1Pre-ref.config

Make Reference file input for Chicken Genome

txt.file

code

cellranger processing

Step 1: cellranger Reference

Run cellranger command to create reference using the file input



Library csv input for Chicken Genome

$ Library_E4FGF.csv 

fastqs,sample,library_type

./FGF_Samples/ATAC_fastq,E4_FGF,Chromatin Accessibility

./FGF_Samples/RNA_fastq,E4_FGF,Gene Expression

$ Library_E5FGF.csv

./FGF_Samples/ATAC_fastq,E5_FGF,Chromatin Accessibility

./FGF_Samples/RNA_fastq,E5_FGF,Gene Expression

#!/bin/bash

# File: Count.sh

list=(E4FGF E5FGF)

for i in ${list[@]} do

cellranger-arc count --id=Multiomix_${i} \

--reference=./GRCg7b \

--libraries=./Library_${i}.csv \

--localcores=2 \

--localmem=8 \

--create-bam=true

echo "Finish RNA-ATAC_${i}" 

done

csv.files

Code: bash Count.sh

Step 2: Cellranger count

cellranger-arc count for Chicken Genome

cellranger processing
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