
























cellranger mkref

cellranger count

cellranger aggr



<SampleName>_S<SampleNumber>_L00<Lane>_<Read>_001.fastq.gz

    SRR9264343_S0_L001_I1_001.fastq.gz
    SRR9264343_S0_L001_R1_001.fastq.gz
    SRR9264343_S0_L001_R2_001.fastq.gz



cellranger mkref

cellranger mkref \
--fasta={GENOME FASTA} \
--genes={ANNOTATION GTF} \
--genome={OUTPUT FOLDER FOR INDEX} \
--nthreads={CPUS}



cellranger count

cellranger count \
--id={OUTPUT_SAMPLE_NAME} \
--transcriptome={DIRECTORY_WITH_REFERENCE} \
--fastqs={DIRECTORY_WITH_FASTQ_FILES} \
--sample={NAME_OF_SAMPLE_IN_FASTQ_FILES} \
--localcores={NUMBER_OF_CPUS} \
--localmem={RAM_MEMORY}
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