Table S1: Sequences of epegRNAs used in this study
	pegRNA
	spacer sequence (5’-3’)
	3'extension sequence (5’-3’)
	PBS
Length
(nt)
	RT template
length (nt)

	pegRNA-F129-1
	GGCTCTCTCGATTGCCTGCA
	CCACCGCCCCTGCAGGCAATCGAGA
	12
	13

	pegRNA-F129-2
	GGCTCTCTCGATTGCCTGCA
	AGTTTGCCACCGCCCCTGCAGGCAATCGAGA
	12
	19

	pegRNA-F129-3
	GGCTCTCTCGATTGCCTGCA
	ATCTGCGAGTTTGCCACCGCCCCTGCAGGCAATCGAGA
	12
	26

	pegRNA-X3-1
	GGCCAGCACCGAGACGCCCA
	TCACGTGGCAGAAGGCCACCAATGGCTCCAAGCAGGCCGTGGCCGCCTACAACCCCGCCGCGGGCGTCTCGGTG
	11
	63

	pegRNA-X3-2
	GGCCAGCACCGAGACGCCCA
	AATGGCTCCAAGCAGGCCGTGGCCGCCTACAACCCCGCCGCGGGCGTCTCGGTG
	11
	43

	pegRNA-X3-3
	GGCCAGCACCGAGACGCCCA
	TCCAAGCAGGCCGTGGCCGCCTACAACCCCGCCGCGGGCGTCTCGGTG
	11
	37



	sgRNA
	Sequence (5’-3’)

	nicking sgRNA-F129
	GAGTTTGCCACCGCCCCTGC

	nicking sgRNA-X3
	CAATGGCTCCAAGCAGGCCG

	sgRNA-Nectin 1-KO
	TGTGCCGATGAAACCATACA


Table S2： Sequences of sgRNAs used for prime editing and CRISPR/Cas9 knockout.
Table S3: primers used in this study
	Primer name
	Primer sequence
	Note

	F129-ARMS PCR-F
	tctgcgagtttgccaccgc
	the primers for ARMS PCR

	X3-ARMS PCR-F
	caagcaggccgtggccgc
	

	WT-X3-ARMS PCR-F
	caagcagaacgtggctat
	

	WT-F129-ARMS PCR-F
	tctgcgagtttgccacatt
	

	ARMS PCR-R
	tctatccagttggtgggtttgg
	

	DL-gD-F
	ggttcaacgagggccagtaccg
	the primers for Real-time PCR

	DL-gD-R
	gcgtcaggaatcgcatcacgt
	

	HTS-GTL-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGgtcacgtggcagaaggccac
	the primers for genomic DNA targeting efficiency detection

	HTS-GTL-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGcatcgaggatggccaagccc
	

	F129-chro 4-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGacccccagttgtccgtgtga
	the primers for off-targeting high-throughput sequencing 

	F129-chro 4-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGgccagcgggattagtgcaaa
	

	F129- chro 16-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGaaacagtgcaagagcatggc
	

	F129- chro 16-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGtgccactgatagggagtcct
	

	F129-AEMK-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGggagacgtgacatcggggga
	

	F129-AEMK-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGagtctccggctgggttcttg
	

	X3-chro 13-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGcggagcatggactaaaggcc
	

	X3-chro 13-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGgcagaggagggagatgctga
	

	X3-chro 1-F
	TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGggccaccacctcgtggtctg
	

	X3-chro 1-R
	GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGgcgtctccttccaccctctc
	



Table S4: High-throughput sequencing of the top predicted off-target sites
	
	F129A sgRNA
	X3 sgRNA

	Mutations rate
	Off-target1
	Off-target2
	Off-target3
	Off-target1
	Off-target2

	WT cell
	2.52%
	2.01%
	2.8%
	2.9%
	0.23%

	X4 cell
	1.56%
	2.66%
	0.04%
	3.23%
	0.17%
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