
• 

◦ 

• 

• yeast_genes_R64.gtf

• 

• yeast_genomeseqs_R64.fasta.gz

• 

◦ 

• 

• 

• 2017_wilkins_orig_PE_reads

• 2017_wilkins_orig_PE_reads

• 2017_wilkins_orig_PE_reads

◦ 

◦ 

◦ 

◦ 

◦ 

• 

• 2017_wilkins_trimmed_reads_1 2017_wilkins_trimmed_reads_2

• 2017_wilkins_trimmed_reads_1

◦ 

◦ 

• FastQC_trimmed_reads_1 FastQC_trimmed_reads_1_txt

• FastQC_trimmed_reads_1_txt

• 2017_wilkins_trimmed_reads_2

◦ 

◦ 

• FastQC_trimmed_reads_2 FastQC_trimmed_reads_2_txt

• FastQC_trimmed_reads_2_txt

• 

◦ 

▪ 2017_wilkins_trimmed_reads_1

▪ 2017_wilkins_trimmed_reads_2

◦ 

▪ yeast_genomeseqs_R64.fasta.gz

▪ yeast_genes_R64.gtf

◦ 

◦ 

◦ 

• 2017_wilkins_bams 2017_wilkins_reads_per_gene

• STAR_logs

• STAR_bams

◦ 

• 2017_wilkins_reads_per_gene

◦ 

◦ Select last (tail) everything from line 5 cut c1,c2

◦ 2017_wilkins_reads_per_gene_unstranded

◦ 2017_wilkins_reads_per_gene_unstranded

◦ tail

• 

◦ Select dataset per level

◦ amb ctr

▪ 
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https://git.mpi-cbg.de/gohr
https://git.mpi-cbg.de/scicomp/teaching/2025_rnaseq_seminar/-/commit/0da0e31fde8be0661205f701f3ed51b6ea406817
https://git.mpi-cbg.de/scicomp/teaching/2025_rnaseq_seminar/-/commit/0da0e31fde8be0661205f701f3ed51b6ea406817
https://git.mpi-cbg.de/gohr
https://git.mpi-cbg.de/gohr
https://cutadapt.readthedocs.io/en/stable/
https://cutadapt.readthedocs.io/en/stable/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://github.com/alexdobin/STAR
https://github.com/alexdobin/STAR


◦ 2017_wilkins_reads_per_gene_unstranded

◦ 

◦ 

• 

• 

◦ 

◦ 

Annotated DESeq2 result

• 

• 

◦ abs(c7)<0.01

◦ 1

◦ DEGs padj 0.01

• 

◦ Normalized read counts from DESeq2

◦ 1

◦ DEGs padj 0.01

◦ 1

◦ Keep header lines: Yes

• 

◦ 

◦ 

◦ 

◦ NormCounts DEGs padj 0.01

• 

◦ NormCounts DEGs padj 0.01

◦ 

◦ 

◦ 

◦ 

◦ 

◦ 

◦ 

live_coding/README.md · main · Scientific Computing / teaching / 2025_rnaseq_semi... https://git.mpi-cbg.de/scicomp/teaching/2025_rnaseq_seminar/-/blob/main/live_codi...

2 of 2 5/28/25, 19:14


