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Origin  Sort %ofall  Total#  Tota#  Nuclei/  Nuclei Cells Identified/ PCR Library Average
Sample tissue  gate events cells nuclei cells loaded identified loaded Cycles (ng/ul) size (bp)
SCATAC_1 Spleen CD4* 30.1 100,000 14,125 14.1% 14,125 4,400 31.1% 11 27.6 392
SCATAC_4 Colon CD4* 1.7 79,000 10,000 12.7% 10,000 5,272 52.7% 11 20.2 361
SCATAC_5 VAT CD4t 0.4 70,000 3,125 4.46% 3,125 1,170 37.4% 12 5.04 348
SCATAC_8 Spleen CD25* 105 100,000 30,000 30.0% 15,300 2,147 14.0% 1 12.6 340
scATAC_9  Skin CDh4t* 0.2/21.5* 73,000 NA NA NA 2,380 NA 12 14.4 307
SsCATAC_23 Skin CD4* 0.2/8.8* 25,000 NA NA NA 8,630 NA 12 214 340
SCATAC_D1 Spleen CD25%t 33.5 100,000 14,300 14.3% 14,300 9,252 64.7% 11 51.8 480
SCATAC_D2 Colon CD25% 141 13,000 775 5.9% 775 0 0% 11 40.6 330
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