Screenshot 60803- 11.1
· Count file generated  by MAGeCK -count function is displayed to show that each column contains counts for gRNAs for each of the sample – 00:00-00:07s.

Screenshot 60803- 11.3
· Run the -test function of MAGeCK with default setting- 00.00- 00.10
· Use raw counts from unsorted control sample as "control" and counts from sorted sample as "treatment" when performing the analysis.- 00.10-00.43
· (show MAGeCK running- could be sped up): 00:43-02:29

Screenshot 60803- 11.4
· Open the gene-summary file generated by MAGeCK. 00:00-00:10s
· Rank the pos|rank column in ascending order. 00:11- 00:17s
· Use FDR (pos|fdr column) < 0.05 as a cutoff for identification of hits. 00:17-00:25s
· The receptor is usually ranked highly, often in the first position. 00:26-00.27s
 
Screenshot 60803- 11.5
· [bookmark: _GoBack]Plot the Robust-Ranking-Algorithm (RRA) scores for positive selection (pos|score) in R or an equivalent software. 00:00-00:09s

Screenshot 60803- 11.6
· Please remove this from filming- it was shaded by mistake. 



