nextflow run nf-core/demultiplex \  --demultiplexer fqtk  --input /home/christine/iicd/rseq_bcells/.nextflow/samplesheet.csv \    --outdir /home/christine/iicd/rseq_bcells/.nextflow/results \    -profile docker

nextflow run nf-core/demultiplex \
    --input /home/christine/iicd/rseq_bcells/.nextflow/samplesheet.csv \
    --r1 P25452_10001_S1_L001_R1_001.fastq \
    --r2 P25452_10001_S1_L001_R2_001.fastq \
    --outdir /home/christine/iicd/rseq_bcells/.nextflow/results \
    -profile docker 
