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	Patient no.
	              17              
	            19              
	            23              

	Time point
	Pre-HCT
	1 month
	3 months
	Pre-HCT
	1 month
	3 months
	Pre-HCT
	1 month
	3 months

	Estimated number of cells from Cell Ranger
	467
	591
	1,213
	1,956
	798
	4,754
	4,113
	1,808
	2,911

	Mean reads per cell
	396,064
	286,685
	30,000
	43,206
	193,478
	26,319
	31,789
	77,425
	38,810

	Median genes per cell
	1,046
	477
	667
	805
	1,316
	1,123
	1,567
	1,062
	1,214

	Total raw reads
	184,961,945
	169,430,568
	36,390,039
	84,510,936
	154,395,213
	125,122,346
	130,746,776
	139,984,998
	112,974,455

	Mapping rate to the GRCh38 transcriptome (%)
	69.0
	38.2
	73.0
	71.9
	68.1
	81.7
	67.8
	69.0
	64.0

	Sequencing saturation (%)
	98.4
	98.2
	90.1
	92.0
	96.6
	81.6
	74.9
	93.9
	83.2

	Final No. of cells analyzed post-processing
	463
	391
	1,169
	1,929
	777
	4,748
	3,760
	1,793
	2,853

	Total genes post-processing
	22,729
	22,729
	22,729
	22,729
	22,729
	22,729
	22,729
	22,729
	22,729

	Mean genes per cell post-processing
	1,086
	653
	733
	830
	1,386
	1,279
	1,752
	1,124
	1,296

	Mean UMIs per cell post-processing
	2,916
	1,442
	1,612
	1,967
	3,316
	3,531
	5,109
	2,505
	3,123


Single cell RNA-sequencing experiments were performed using 10X Chromium 3’ v3 chemistry. Raw sequence reads were aligned to the Homo sapiens reference genome, GRCh38, using the cellranger v6.0.0 pipeline from 10x genomic. 
DNKI, donor natural killer cell infusion; HCT, hematopoietic cell transplantation; and UMI, unique molecular identifier




