3.3.1. Flow cytometry data being acquired
3.3.2. fcs file being imported and polygon gate is applied to an FSC-A x SSC-A plot.
3.4.1. Axes are changed to FSC-A x FSC-H, and cells are gated on the linear diagonal. Then, gated cells are selected, and axes are changed to hCD45 x mCD45.
3.5.1. First, the polygon gate is applied to the hCD45+, and the ‘human’ name is applied. Then, the polygon gate is applied to the mCD45+, and the ‘mouse’ name is applied. Finally, counting statistics are created for human and mouse populations.
3.6.1. Human population is selected, and axes are changed to CD19 x CD3. Then, the polygon gate is applied to the CD19+ cells and named B cells.
3.6.2. Polygon gate applied to the CD3+ population and named T cells. Then, the polygon gate is applied to the double negative population and named NonTB.
3.7.1. T cell population is selected, and axes are changed to CD3 x CD4. Then, the polygon gate is applied to the CD4 positive population and named “CD4+”. Next a polygon gate is applied to the CD4 negative population and named “CD8”.
3.8.1. NonTB population is selected, and axes being changed to CD56 x myeloid. Then, the polygon gate is applied to the CD56-positive population and named NK cells.
3.8.2. Polygon gate is applied to the CD56 negative and myeloid positive population and named myeloid.
3.9.1. Table for the percentage is created. Then, statistics of all populations are counted and exported to a spreadsheet. Then, the %hCD45 chimerism is calculated. TXT: %hCD45 chimerism = %hCD45/ (%hCD45 + mCD45)
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Authors: Acquire screen capture videos for all shots labeled SCREEN and upload them to your project page: https://review.jove.com/account/file-uploader?src=19704878






