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Supplementary Table S1 Details of RNA-seq data
	SRA ID 
	Platform 
	Run
	Tissue/Cell lines
	Mapped reads
	Reference

	SRA143032 
	SOLiD
	SRR1181484
	oocyte
	10975851
	


1



	
	
	SRR1181599
	1-cell
	31446457
	

	
	
	SRR1185956
	2-cell
	20269213
	

	
	
	SRR1185984
	4-cell
	25312481
	

	
	
	SRR1185988
	8-cell
	28196828
	

	
	
	SRR1186927
	morula
	25649186
	

	
	
	SRR1186928
	blastocyte
	14351687
	

	
	
	SRR1186929
	TE
	17127030
	

	SRA065859 
	Illumina
	SRR653843
	heart
	81271901
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	SRR653844
	liver
	14001364
	

	
	
	SRR653845
	lung
	22285185
	

	
	
	SRR653846
	kidney
	22170696
	

	SRA031272 
	Illumina
	SRR167669
	liver
	31358981
	

	
	
	SRR167670
	abdominal fat
	30199929
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	SRR167671
	longissimus dorsi muscle
	28257759
	

	
	
	SRR167672
	liver
	32020025
	

	
	
	SRR167673
	abdominal fat
	30444965
	

	
	
	SRR167674
	longissimus dorsi muscle
	28671763
	

	SRA093372 
	Illumina
	SRR934623
	endometrial
	27102896
	4



	
	
	SRR934624
	endometrial
	28165630
	

	
	
	SRR934625
	endometrial
	26582193
	

	
	
	SRR934626
	endometrial
	26135704
	

	
	
	SRR934627
	endometrial
	29044601
	

	
	
	SRR934628
	endometrial
	30298458
	

	
	
	SRR934629
	endometrial
	28333255
	

	
	
	SRR934630
	endometrial
	29224121
	

	SRA092777 
	Illumina
	SRR931785
	sperm
	30483450
	5



	
	
	SRR931786
	sperm
	26198523
	

	
	
	SRR931787
	sperm
	29414764
	

	
	
	SRR931788
	sperm
	21475053
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