Day 9 Worksheet/Homework | QC multiple samples
Author: Rutendo F. Sigauke

1. Log into the AWS
2. Create a working directory for day9 in scratch
a. mkdir -p /scratch/Users/YourUsername/day9
b. cd /scratch/Users/YourUsername/day9
C. mkdir scripts gc fastg bam sam
d. cd gc
€. mkdir fastgc hisat mapstats multigc

[rutendos@ip-172-31-38-192 ~]$% mkdir -p /scratch/Users/rutendos/day9
[rutendos@ip-172-31-38-192 ~]$ cd /scratch/Users/rutendos/day9/
[rutendos@ip-172-31-38-192 day9]$ mkdir scripts qc fastq bam sam
[rutendos@ip-172-31-38-192 day9]$ 1s

[rutendos@ip-172-31-38-192 day9]$ cd qc
[rutendos@ip-172-31-38-192 qc]$ mkdir fastqc hisat_mapstats
[rutendos@ip-172-31-38-192 qc]$ 1s

3. Moving scripts to scratch

a. cp /scratch/Shares/public/sread2021/scripts/day9/d9 fastgc.sbatch
/scratch/Users/<YourUsername>/day9/scripts

b. cp /scratch/Shares/public/sread2021/scripts/day9/d9 hisat2.sbatch
/scratch/Users/<YourUsername>/day9/scripts

C. cp /scratch/Shares/public/sread2021/scripts/day9/runmultigc.sbatch
/scratch/Users/<YourUsername>/day9/scripts

i. Also add paths to gc folder

d. cp /scratch/Shares/public/sread2021/scripts/day9/d9 preseq.sbatch
/scratch/Users/<YourUsername>/day9/scripts

€. cp /scratch/Shares/public/sread2021/data files/day9/qc fastq/*
/scratch/Users/<YourUsername>/day9/fastqg

[rutendos@ip-172-31-38-192 qc]$ cp /scratch/Shares/public/sread2021/scripts/day9/d9_fastqc.sbatch /scratch/Users/rutendos/day9/scripts
[rutendos@ip-172-31-38-192 qc]$ cp /scratch/Shares/public/sread2021/scripts/day9/d9_hisat2.sbatch /scratch/Users/rutendos/day9/scripts

[rutendos@ip-172-31-38-192 qc]$ cp /scratch/Shares/public/sread2021/scripts/day9/d9_multiqc.sbatch /scratch/Users/rutendos/day9/scripts
[rutendos@ip-172-31-38-192 qc]$ cp /scratch/Shares/public/sread2021/scripts/day9/d9_preseq.sbatch /scratch/Users/rutendos/day9/scripts
[rutendos@ip-172-31-38-192 qc]$ cp /scratch/Shares/public/sread2021/data_files/day9/qc_fastq/* /scratch/Users/rutendos/dayd/fastq

4. Edit and run scripts fastqc and hisat2 scripts
a. cd /scratch/Users/<YourUsername>/day9/scripts/
b. Remove #SBATCH --partition=short from ALL scripts

c. Replace path for indices for HISAT2 with
/scratch/Shares/public/sread2021/data files/genome/hg38/HISAT2/geno
me

5. Run multigc: (add this line to script)

a. Move html file to local computer
scp
<username>@18.219.252.252:/scratch/Users/<username>/day9/scripts/mu
ltigc report.html local computer

6. You can now view the multiQC HTML report
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A modular tool to aggregate results from bicinformatics analyses across many samples into a single report.
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