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Screen Capture Summary
4.1.1: Show locus-specific primer design spanning the edit site with upstream and downstream sequence coverage.

· Snapgene window shows the genomic locus with the pegRNA spacer and primers annotated.
· Excel window shows the addition of adapter sequences to the primers. 
4.3.2: Show the amplification setup with 9 cycles selected.

· Not included. Our thermocyclers do not have a computer connection. Amplification conditions are set up via a touchscreen on the instrument. 
4.6.2: Show the fragment size distribution generated by capillary electrophoresis.

· Two image files included instead of a video. 
· 4.6.2_GOOD-example.PNG is an example capillary electrophoresis trace of a good single amplicon sample/pool that is ready for sequencing. 
· 4.6.2_BAD-example.PNG is an example capillary electrophoresis trace of a single amplicon sample/pool that has remaining small fragments (potential adapter-dimer or incomplete amplification products) that need to be removed before sequencing.
4.7.2: Show sequencing read counts reaching the required range per sample.

· Basespace window shows navigating post-run metrics to view read counts.

4.8.1: Show a sample sheet for the MiSeq with names organized by genomic locus and experimental condition.

· Basespace window shows run setup and how to upload sample sheet. 
· Excel window shows actual sample sheet. 

4.8.2: Show FASTQ files organized with the same names shown in the sample sheet.

· Basespace window shows how to download files. 
· File explorer shows one way to organize the files for CRISPResso2.

4.9.1: Show the CRISPResso2 installation instructions from the official repository.

· Github windows highlights the installation instructions. 
4.9.2: Show CRISPResso2 batch analysis running with input FASTQ files and analysis parameters specified.

· File explorer windows shows set up of directory for crispresso analysis. 
· Command line window shows commands use to run the analysis. 
· Excel window shows the batchfile. 
4.10.1: Open the hypertext markup language output report.

· Command line window shows where last step left off. 
· File explorer shows file to open. 
4.10.2: Show the report section confirming successful sample processing.

· HTML window scrolls through report. 
· Report is not generated if processing is unsuccessful, you would instead see an error message in the command line in the previous step. 
4.11.1: Show the Nucleotide_percentage_summary.txt output and highlight the column used to extract editing at a target nucleotide.

· HTML window is shown to make it clear what the target nucleotide is.
· File explorer shows where to find the file. 
· Excel shows a way to manually extract editing percentages.
4.11.2: Show the indel and HDR frequencies calculated from the quantification of editing frequency output

· File explorer window shows where to find the file.
· Excel window shows a way to manually extract indel frequency. 
4.11.3: Show the allele frequency table and how it distinguishes one combination of edits from another when doing base editing.

· File explorer window shows where to find the file. 
· Excel and PDF windows show the allele frequency table. 



