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	Asset
	Timecode

	Clip
	6:16 (VO: “First, collect two sets…”) – 8:43 (VO: “...than the wild type control.”)



1. [bookmark: _GoBack]Title TEXT: “Heteroduplex Mobility Assay (HMA): A Method to Visualize Differences in DNA Sequence”
1.1. Extract genomic DNA [pronounced D-N-A] from your samples to be analyzed, including a control sample to use for comparison.
1.2. Amplify the specific region of interest via PCR [pronounced P-C-R].
1.3. Mix the control and sample PCR products to prepare annealing [pronunciation] complexes.
1.4. Heat the mixture to denature [pronunciation] the PCR products, resulting in single strands. 
1.5. As the reaction cools, the single-stranded DNA will reanneal [pronunciation] and become double stranded again. 
1.6. If the sample DNA has the exact sequence as the control DNA, they will form a homoduplex [pronounced homo + duplex].
1.7. If the sample DNA does not exactly match the control DNA, a kink or loop will form in the annealed [pronunciation] product, forming a heteroduplex [pronounced hetero + duplex].
1.8. Analyze your annealed complexes by gel electrophoresis [pronunciation]. 
1.9. The heteroduplexes will migrate slower down the gel than the homoduplexes.
1.10. In this example, we will use the heteroduplex mobility assay to find CRISPR [pronunciation] knockouts in zebrafish.
2. Title TEXT: “Confirmation of CRISPR Deletions in Zebrafish by HMA”

