Supplementary Fig. 3 GSDME is highly expressed in HSC and progenitor cells, and the overexpression of full-length caspase-3 could not lead to dysfunction of HSCs. 

(A, B) The histograms display the expression pattern of Gsdme (Dfna5) in the hematological system by using the microarray data available in the BioGPS database (http://biogps.org/#goto=genereport&id=54722). (A) or ImmGen database (http://rstats.immgen.org/Skyline_ /skyline.html). (B). HSPCs are stressed by the black square. Data of untreated adult cells from the blood system were used. (C-E) 2,000 mCherry+ cells were isolated from full-length Caspase-3-cDNA or control vector infected LSKs at 3 days post infection and transplanted into lethally irradiated recipients together with 2.5×105 competitor cells. Chimera in peripheral blood was evaluated every month until the third month. (C) The schematic diagram showing the experimental design for Caspase-3 (full-length) overexpression transplantation. (D) The line plots depict changes in peripheral blood chimerism of donor-derived cells (mCherry+) in recipients at the indicated time points after transplantation. Data are shown as mean ± SD, n = 8 mice per group. (E) This histogram displays the lineage distribution of donor-derived peripheral blood at the fourth month after transplantation (n = 8 mice per group). Data are shown as mean ± SD.(F) Representative western blot showing Caspase-3 overexpression in LSKs. Freshly isolated 105 LSKs were infected with the full-length Caspase-3-cDNA or control vector for 3 days. Cell lysates of the total cell population were subjected to western blot using indicated antibodies.
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