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Workflow :  RAW-reads to Counts file
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Workflow script
https://github.com/vijender-singh/Workflow_Scripts
ON Xanadu cluster: /UCHC/LABS/CBC/workflow/RNAseq/RNAseq_Fastq2Counts.sh

Requires a directory architecture explained in next slide for 2 samples CGI-1 and CGI-2

https://github.com/vijender-singh/Workflow_Scripts


�── dec2018 
�── scripts
� �──RNAseq_Fastq2Counts.sh
�── raw_data

|── CGI-1
| �── CGI-1_S1_L001_R1_001.fastq
|   �── CGI-1_S1_L001_R2_001.fastq
|   �── CGI-1_S1_L002_R1_001.fastq
| �── CGI-1_S1_L002_R2_001.fastq
| �── CGI-1_S1_L003_R1_001.fastq
| �── CGI-1_S1_L003_R2_001.fastq 
|   �── CGI-1_S1_L004_R1_001.fastq
|   �── CGI-1_S1_L004_R2_001.fastq
|── CGI-2

�── CGI-2_S1_L001_R1_001.fastq
�── CGI-2_S1_L001_R2_001.fastq
�── CGI-2_S1_L002_R1_001.fastq
�── CGI-2_S1_L002_R2_001.fastq
�── CGI-2_S1_L003_R1_001.fastq
�── CGI-2_S1_L003_R2_001.fastq 
�── CGI-2_S1_L004_R1_001.fastq
�── CGI-2_S1_L004_R2_001.fastq

Directory Architecture
Project directory

Raw data directory

Raw fastq files
(can be .fastq.gz) 

Sample directory 1

Raw fastq files
(can be .fastq.gz) 

Sample directory 2

Script directory

The name of sample directory and 
name of sample fastq files should match
(here in both it is CGI-1)

IMPORTANT !!!!



SYNTAX

sbatch RNAseq_Fastq2Counts.sh \
-s <SampleName> \
-p <Path/to/project directory> \
-m <human|mouse>

e.g. 
sbatch RNAseq_Fastq2Counts.sh -s CGI-1 -p /UCHC/LABS/vsingh/dec2018 -m mouse

sbatch RNAseq_Fastq2Counts.sh -s CGI-2 -p /UCHC/LABS/vsingh/dec2018 -m mouse



�── dec2018
�── scripts
�── raw_data
�── logs

�── CGI-1_log_trace
� ── CGI-1_OUT
�── CGI-2_log_trace
�── CGI-2_OUT



CGI-1_log_trace CGI-1_OUT

NOTE: In log_trace files the status of the commands (CMD) can be either OK or FAIL.
OK : Command executed successfully
FAIL: Either the command failed due to error or that command is not executed yet.  If script stop running check OUT file 

and SLURM out/error files for details. 



�── dec2018
�── counts
�── fastqc_processed
�── fastqc_raw
�── logs
�── mapping
�── merged_fastq
�── raw_data
�── scripts
�── tmp
�── trimmed_reads

SUCCESSFUL COMPLETION


