· 63223_screenshoot_1
· 2.1.1 (To design the toehold switch, identify the target sequences from the Zika Virus genome) Video 2.1.1 full
· 2.1.2 (choose the Zika target sequences from the amplicons as described in the text protocol) Video 2.1.2 full
· 63223_screenshoot_2
· 2.2.1 (Open the numeric computing platform software) Video2.2.1-2.2.2 00:00-00:15
· 2.2.2 (navigate to the design software folder) Video2.2.1-2.2.2 00:16-00:30
· 63223_screenshoot_3-5
· 2.3.1 (Input the target sequences into the design_input_file.csv (pronounce design- -input- -file-dot-c-s-v) file located in the input subfolder) Video2.3.1 full
· 2.3.2 (Select the parameters to use for the design function) Video 2.3.2-2.4.1 00:00-00:35
· 2.4.1 (Run the design function to generate the toehold switch designs for the targets of interest) Video2.3.2-2.4.1 00:36-01:01
· 2.4.2 (Upon completion, navigate to the final_designs (pronounce final- -designs) folder) Video2.4.2-2.5.2 00:00-00:05
· 2.4.3 (locate the top toehold switch design sequences and the corresponding target sequences in .csv format spreadsheets) Video2.4.2-2.5.2 00:06-00:20
· 2.5.1 (Ensure that the toehold switch DNA sequences generated by the algorithm contain the T7 (pronounce T-7) promoter sequence at the 5’ (pronounce 5-prime) Video2.4.2-2.5.2 00:21-00:50
· 2.5.2 (end and a conserved 21 nucleotide linker sequence at the 3’ (pronounce 3-prime) end)) Video2.4.2-2.5.2 00:51-01:05
· 63223_screenshoot_6
· 2.6.1 (Use NCBI-BLAST to screen the top toehold switch design sequences against other common viruses by checking for sequence homology) Video2.6.1 full
· 2.6.2 (Accept sequences with less than 40 percent homology) Video2.6.2 full
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