Bioinformatic Final Project Analysis

Each group has been assigned a bulk RNA-seq dataset to analyze and present on Friday afternoon.  For each dataset we have provided a csv file with a list of SRR ids and their associated meta data (group, replicate, genome, etc).  Each group should perform the following:

1. Download FASTQ data from SRA database
2. Align FASTQ to genome
3. Run the Differential Expression analysis between the groups 


Presentation Discussions:

· Quality Assessment of both the sequencing and alignments
· Are you starting with good quality data
· Are reads aligning properly in all samples?
· What are some alternative steps that could be taken to improve alignment?
· DE analysis
· Quality Assessment – do replicates perform similarly?
· How much differential expression do you get? Does that make sense?
· Why did you choose the cutoffs that you chose?
· Final interpretations
· What would you do to improve this analysis?
· What would you do with this information next?

