Supplementary materials:
Tables
Table S1. Primers for the detection of twenty potential OTS.
	Potential 
off-target site
	Position of 
off-target site
	Primer sequence
(5'→3')
	Amplicon
(bp)

	OTS-1
	15:30114206-30114228 
	F:  GCACCCAGCAAACCTTACAC
	509

	
	
	R:  CGGCTCTCTCATTGGACACT
	

	OTS-2
	9:129913189-129913211
	F:  GACCCAGAAACAACACCCAGAA
	370

	
	
	R:  GTCATCCCCCTGCCCTGA
	

	OTS-3
	9:14025315-14025330
	F:  TGGGATGTGTCTCATTGCAT
	217

	
	
	R:  AAAGGGAACCAGGCTGCTAT
	

	OTS-4
	7:47729249-47729271
	F:  AGTCAGAAGGAGGTCCAGCA
	463

	
	
	R:  AGACACCTCAGGAAGCCAAG
	

	OTS-5
	8:81595138-81595160   
	F: GGCATTCTTGTCTGTGTTTGTATGG GCATTCTTGTCTGTGTTTGTATGG GCATTCTTGTCTGTGTTTGTATGG GCATTCTTGTCTGTGTTTGTATGG GCATTCTTGTCTGTGTTTGTATGG
	461

	
	
	R:  AGGGACTGGCTGGGCAAT
	

	OTS-6
	12:60935682-60935704
	F:  TCGTTGGCAGAATAATGAGG
	236

	
	
	R:  CCAGCACAGGCAGGATTG
	

	OTS-7
	2:17575863-17575885
	F:  CGGAGGTGGTGAGTTAGGAG
	360

	
	
	R:  GGGAATAGGGACGGGTTTAC
	

	OTS-8
	3:40421858-40421880
	F:  GAGTTCTGCTCTCGCTGTCC
	450

	
	
	R:  TCCACGGTCTATCTCCCTTG
	

	OTS-9
	15:124355778-124355800
	F:  TGTGACCAGAACCAATGACC
	207

	
	
	R:  GAAATGAGGGCTGTGAGGAC
	

	OTS-10
	13:14138555-14138577
	F:  CGACCTACACCACAGCTCAG
	600

	
	
	[bookmark: OLE_LINK180][bookmark: OLE_LINK181]R:  CTGGATGGAAGCACTCAGGT
	

	OTS-11
	13:14138484-14138710
	F:  AGATTGTGAAAGGCAAGGAAG
	528

	
	
	R:  GGCTGAAGATGTAGGGGTGA
	

	OTS-12
	7:100050759-100051158
	F:  GCTTCTCCGACCAACCAGT
	400

	
	
	R:  CCTAAACCCACTGAGCAAGG
	

	OTS-13
	18:20956814-20957684
	F:  TCAGGGCTTTGGGTCCTACT
	792

	
	
	R:  CTTCCTCTGGGGTTTGACAC
	

	OTS-14
	10:65160352-65160716
	F:  CGGGAATAAGGAACTGGACA
	365

	
	
	R:  TCAGACGGGAAGAGAAGAGC
	

	OTS-15
	5:21915212-21915695
	F:  CGAACCCTTGTAGCATCCAT
	484

	
	
	R:  GAGTCTGTGCCCTTCTGTCC
	

	OTS-16
	2:147077799-147078316
	F:  TGGTGGTGGTGATTGATTTG
	518

	
	
	R:  GGTGTGCCGTTCCTTTCCTA
	

	OTS-17
	1:180619562-180620435
	F:  ACACCCACACCCACACTTCT
	874

	
	
	R:  GCCTCATCAATCCTTCCAGA
	

	OTS-18
	6:10725761-10726555
	F:  TCCATTCCAGTTCCCATTTG
	795

	
	
	R:  CTTCACCCTCCCTTATCCAC
	

	OTS-19
	4:125848596-125849148
	F:  ATTGTGAGTGGGCTGGAGAG
	553

	
	
	R:  TGAGGTGGGAAGAAGATGCT
	

	OTS-20
	5:10697759-10698306
	F:  TAGAGGAGGTGGGCTTTGAA
	548

	
	
	R:  CACACTGGAAGGTGAAGGTC
	


Table S2. Primers used for detecting p53 expression and validation of DEGs and DEMs.
	Primers
	Primer Sequences（5'→ 3'）
	Amplicon (bp)

	p53
	FP: CTCCAAGGCGTCATTCAGC
	143

	
	RP: CTCCAAGGCGTCATTCAGC
	

	ACTC1
	FP:  GCCCTGGATTTTGAGAATGA
	164

	
	RP:  ATGCCAGCAGATTCCATACC
	

	AIF1
	FP:  CTGTCCTCCAAACTGGAAGC
	103

	
	RP:  GCTTCTCCAGCATTCGTTTC
	

	COL11A2
	FP:  CAGCAACCACCGAGACTACA
	114

	
	RP:  CGTCCCCGTAGTCATCACAT
	

	CSF1R
	FP:  TTCCTCGCTTCCAAGAACTG
	191

	
	RP:  ACGCAGTCGAAGATGCTCTC
	

	EDNRB
	FP:  GGAGACCTGCTTCACATCATC
	99

	
	RP:  AGGCACCAGCTTACACATCTC
	

	IGF2
	FP:  CATCGTGGAAGAGTGCTGCT
	162

	
	RP:  CAGGTGTCATAGCGGAAGAA
	

	SOX10
	FP:  ACTACAAGAGCGCCCACCT
	209

	
	[bookmark: OLE_LINK225]RP:  GTTCCCGAAGTCGATGTGAG
	

	SPARCL1
	FP:  TCTTGCATGAGCTTCCAGTG
	154

	
	RP:  AGGAGCTGGCATAGGTCTGA
	

	SYK
	FP:  AGAGATCTGGCTGCAAGGAA
	185

	
	RP:  TCGCTCTTGCTGGAGAACTT
	

	GAPDH
	FP:  CACTCTTCCACTTTTGATGCTG
	98

	
	RP:  CCTGTTGCTGTAGCCAAATTC 
	

	ssc-miR-34c
	FP:  CATGAACCGGGTTTTAGAGC
	--

	ssc-miR-205
	FP:  GGTCTCTCCCGTTTTAGAGC
	--

	ssc-miR-105-1
	FP:  GCTCAAATGCTCAGACTCCTGT
	--

	ssc-miR-206
	FP:  GCTGGAATGTAAGGAAGTGTGTGA
	--

	ssc-miR-224
	FP:  CAAGTCACTAGTGGTTCCGTTTA
	--

	ssc-miR-325
	FP:  GCGGCTAGTAGGTGTTCAGTAAGTGT
	--

	ssc-miR-429
	FP:  AGTCCTGTCTGGTAATGCCGT
	--

	ssc-miR-124a
	FP:  ATAATATACGCGGTGAATGCCA
	--

	ssc-miR-9
	FP:  GCGCTTTGGTTATCTAGCTGTATG
	--

	U6
	FP:  CTCGCTTCGGCAGCACA
	--

	
	RP:  AACGCTTCACGAATTTGCGT
	--









Table S3. Significantly enriched KEGG pathways excluding the top 20 in p53-241W242S and p53-KO groups.

	
	p53-241W242S vs.p53-WT

	KEGG ID
	Term
	Q-Value

	04913
	Ovarian steroidogenesis
	0.021234504

	04727
	GABAergic synapse
	0.021874538

	04974
	Protein digestion and absorption
	0.023531616

	05146
	Amoebiasis
	0.028950761

	04925
	Aldosterone synthesis and secretion
	0.028950761

	04640
	Hematopoietic cell lineage
	0.029919985

	05150
	Staphylococcus aureus infection
	0.030058631

	00140
	Steroid hormone biosynthesis
	0.034345268

	04927
	Cortisol synthesis and secretion
	0.042152124

	
	p53-KO vs. p53-WT

	KEGG ID
	Term
	Q-Value

	05130
	Pathogenic Escherichia coli infection
	0.027788857

	04972
	Pancreatic secretion
	0.027819467

	04640
	Hematopoietic cell lineage
	0.028754034

	00140
	Steroid hormone biosynthesis
	0.033272812

	04927
	Cortisol synthesis and secretion
	0.040857473
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Supplementary Figure captions:
[bookmark: OLE_LINK2][bookmark: OLE_LINK3]Supplementary Figure 1. Confirmation of selected DEMs (a) and DEGs (b) by qRT-PCR. The randomly selected DEMs and DEGs are shown on the X axes, gene expression fold changes are shown on the Y axes. The upper panels indicate miRNA or gene expression fold changes in RNA sequencing microarrays, the lower panels indicate miRNA or gene expression fold changes in qRT-PCR analyses.
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