70844_screenshot_1.mp4 (total duration: 00:00–00:38)
·  2.1.2 (SCREEN: Show the selection of plasmid with desired specifications)
The PTZ57R/T-Fluc plasmid (4926 bp) is opened from the project list. 00:00–00:08
· 2.1.3 (SCREEN: Show the construct maps highlighting the unique restriction site downstream of the polyA tail)
Step 1: Pan across the map to the luciferase region, stop codons, and Poly(A) tail. 00:09–00:21
Step 2: Zoom in on the sequence map. 00:22–00:27
Step 3: Use the digest/enzyme tool to highlight the unique KpnI restriction site, located immediately after the Poly(A) tail. 00:28–00:38

70844_screenshot_2.mp4 (total duration: 00:00–00:36)
· o (SCREEN: Show the RNA concentration and purity obtained using a spectroscopic instrument)
Step 1: Open Gen5 software and launch the Take3 "Nucleic Acid Quantification" application. 00:00–00:07
Step 2: Set Sample Type to RNA and configure the plate layout (assign Blank and Sample wells). 00:08–00:18
Step 3: Load the Take3 plate into the Epoch reader and click "Read." 00:19–00:23
Step 4: Reader performs the spectroscopic reading ("Reading..." / "Please wait..."). 00:24–00:30
Step 5: Display the results, showing absorbance at 260/280 nm, the 260/280 ratio (2.152), and RNA concentration (743.168 ng/µL). 00:31–00:36

70844_screenshot_3.mp4 (total duration: 00:00–00:23)
·  5.3.1 (SCREEN: Display the thermocycler program settings and confirm the temperature profile)
Step 1: Show the "DROSOPHILA" program edit screen with the temperature/time profile. 00:00–00:08
Step 2: Navigate through the program values using the directional arrows. 00:09–00:11
Step 3: Press SAVE (F1) to open the save dialog and confirm the program name "DROSOPHILA." 00:12–00:14
Step 4: Return to the protocol list, confirming "DROSOPHILA" is saved among other protocols. 00:15–00:17
Step 5: Open the "DROSOPHILA>RUN" screen, confirming the final temperature profile and run mode. 00:18–00:23

70844_screenshot_4.mp4 (total duration: 00:00–00:60)
2.1.4 (SCREEN: Display sequencing results confirming the identity of each construct)
Step 1: Show SnapGene with the construct file (PTZ57R/7-Fluc.dna) and the sequencing trace file (DVU-4_C02_2025-10-01-09-51-03.ab1) open. 00:00–00:04
Step 2: Scroll through the chromatogram from the start of the read (bases 1-80), showing clean, well-resolved peaks. 00:05–00:20
Step 3: Continue scrolling through the middle of the read (bases ~150-400), confirming high base-call quality. 00:21–00:35
Step 4: Show the poly-A region and surrounding sequence (bases ~500-680). 00:36–00:45
Step 5: Continue to the later/end portion of the read (bases ~860-1208), where base-call quality decreases (multiple "N" calls). 00:46–00:60




