Table S1. Calculation criteria of comprehensive gRNA scoring components

	Component
	Calculation Method
	Range
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Supplementary Table S2. Detailed parameter information of 30 candidate TP53 targeting gRNA sequences
	ID
	CDS_pos
	Sequence (5'-3')
	GC (%)
	Predicted_Efficiency
	Off-target_Risk

	1
	121
	GAGCTGTTCCGAGAGCTGAAT
	48
	0.78
	Low

	2
	156
	GTGCTGATGATTTGATGCTGT
	42
	0.72
	Low

	3
	189
	GGAGCCAAGAAGTCGTGAGGA
	55
	0.81
	Low

	4
	224
	GTTCCGAGAGCTGAATGAGGC
	52
	0.75
	Medium

	5
	257
	GCAGTTGCTGCCCTGGTAGG
	61
	0.69
	Medium

	6
	291
	CTGAGTCAGGCCCTTCTGTCT
	49
	0.7
	Medium

	7
	325
	GACAGCTTGTCTGTGATGAAG
	44
	0.74
	Low

	8
	358
	CGTGCAAGTCAGTTCTGTGCC
	58
	0.65
	Medium

	9
	392
	GATGAAGCTGCCCACGGAGGC
	64
	0.51
	High

	10
	426
	TGCATGGTTGAAGCTGCCCAC
	53
	0.71
	Low

	11
	459
	GGAGGCCTGACTGTGTTTGTT
	47
	0.68
	Medium

	12
	493
	GTGTTTGTTTCTGCTGTGAGG
	41
	0.62
	Medium

	13
	527
	GAGGAATTCACCCCACCAGCC
	59
	0.55
	High

	14
	561
	CCACCAGCCCTGTCGTCTCTC
	62
	0.49
	High

	15
	595
	CTCTCAGAGTGCCTGTGAGGA
	51
	0.73
	Low

	16
	628
	GTGCCTGTGAGGATGTTTTAA
	40
	0.66
	Medium

	17
	662
	GATGTTTTAAGCTGGAGACTGT
	43
	0.77
	Low

	18
	696
	GAGACTGTGATGATGAAATGC
	45
	0.63
	Medium

	19
	730
	ATGAAATGCCCCAATTGTGCA
	50
	0.52
	High

	20
	763
	CCAATTGTGCAGGCTGCTGCT
	57
	0.75
	Low

	21
	797
	GCTGCTGCTGAGTATCTGGAA
	48
	0.61
	Medium

	22
	831
	GTATCTGGAAGACTGGATGAA
	46
	0.71
	Low

	23
	865
	GACTGGATGAAATCTGCTGCT
	49
	0.67
	Medium

	24
	898
	ATCTGCTGCTGCTGAGGAGGA
	54
	0.58
	Medium

	25
	932
	GCTGAGGAGGATGTGAGGCGA
	63
	0.47
	High

	26
	966
	GTGAGGCGGCTGAGGTGATTG
	66
	0.5
	High

	27
	1000
	GCTGAGGTGATTGAGAGATGC
	52
	0.72
	Low

	28
	1034
	ATTGAGAGATGCGTTGGGAGT
	47
	0.64
	Medium

	29
	1068
	GCGTTGGGAGTGGCTGTTGAA
	55
	0.69
	Low

	30
	1102
	TGGCTGTTGAATGAGGAGTTC
	45
	0.59
	Medium



