
 

Table S2. List of pyrosequencing assays used for validation 

 
Assay CG position Functional 

annotation 

Tool Comparison Primer 1 (5’-3’) Primer 2 (5’-3’) 

biotinylated 

Sequencing primer (5’-3’) 

Aldh3b3 19:3,955,095 3kb upstream 

of TSS, 

enhancer 

MethylKit XXF vs XYM TTTTGGTGGTTGTAGATAGTGG 

T 

TAATTACCCCCCCCCCTAC 

AAT 

GTAGATAGTGGTTGGTA 

Bcl6 16:24,010,090 intergenic MethylKit XYF vs XYM AGTAAGTATTTGAAGGTTTGTT 

AGAGT 

ATTCAAAATTAAACCACTC 

ATAAACATAC 

GGTTTGTTAGAGTTTTAGT 

ATATT 

Caprin1 2:103,766,583 exon MethylKit XXF vs XYM 

XXF vs XYF 

TTAAGTAAGGGTGAGGAATTT AAAAAAACTATTTTCATCC 

CATAAAAACAA 

TGTATTGTGTGTAAGGTTT 

Ch6qA1 6:13,714,975 intergenic MethylKit XXF vs XYM 

XXF vs XYF 

GTTATGGAGGTTGGTAATAATG 

TT 

ACCAATAAAAATCAAACA 

ATTCACAAA 

GGGGAATATATAGAAAGA 

TATAAAA 

Comt 16:18,407,984 exon 

enhancer 

DSS XXF vs XYM 

XYF vs XYM 

AAGGGGAAGGTGTTTTTAGTTG 

ATAATG 

TTCTCCAAACCCTCCACCA 

CTTTCATA 

GGTGTTTTTAGTTGATAAT 

GT 

Cyp7b1 3:18,239,446 intron MethylKit 

and DSS 

XXF vs XYM 

XYF vs XYM 

GGTTATAAGGTTTGTGATATGT 

TGTTA 

ATTCTTAACCAACTCTCTA 

AATATACAAT 

GGTTTGTGATATGTTGTTA 

TAG 

Ergic1 17:26,634,198 intron DSS XYF vs XYM AAAGAAGTATTAGGGATAATTT 

AGGGTAAG 

TAACTCAAAATACACCCCT 

CACC 

GGGATAATTTAGGGTAAG 

AG 

Esr1 10:4,729,743 intron MethylKit 

and DSS 

XYF vs XYM TTGGGGTTAATTATTTATTTGTG 

AGT 

TCCCAAAAACACATTCCA 

AAAC 

TGAGTTATTGGGTTGG 

Gstp1 19:4,034,872 downstream MethylKit 

and DSS 

XXF vs XYM 

XYF vs XYM 

GTTTTGGTTGTTTTGGAATTTAT 

TATGT 

AAATTTCTCTCCTTAACCT 

CAATATTCT 

ATTTATTATGTAAATTAGG 

TTGG 

Hsd3b5 3:98,626,053 intron MethylKit XXF vs XYM 

XYF vs XYM 

TTGTAGATATTGAATAGATATT 

AGGGAATT 

CTTCCCCAACTTACTTCTT 

AATCATA 

ATTGAATAGATATTAGGG 

AATTTT 

Pgk1 X:106,187,981 intron, 

promoter 

DSS XXpafF vs XOF TTTAGTAATTTTTTTAGGTAAG 

GGAGAAGT 

TTAAACTCCTAACCCTAAA 

ATTTACATCA 

GTGAGGTTATAGGTTTTTA 

AT 

Snrpn 7:60,005,146 promoter n/a n/a TTGGTAGTTGTTTTTTGGTAGG 

AT 

TCCACAAACCCAACTAAC 

CTTC 

GTGTAGTTATTGTTTGGGA 

Xist X:103,481,082 exon, promoter DSS XXpafF vs XOF 

XXF vs XYM 

XXF vs XYF 

GTAATAGTTATGGGGTAGATTT 

TGGA 

CTTAACCTCTAATTTAACC 

AACACTAA 

ATTTAGTAGGTTTAGAGAA 

T 

 

CG position: UCSC genome browser - mouse GRCm38/mm10 Assembly  

Functional annotation: Based on genomic region and  histone marks enrichment (H3K4me1, H3k27ac for enhancers and H3k4me3 for promoters).  

Information obtained from UCSC genome browser (Bing Ren's laboratory - LIRC histone track). 

https://genome.ucsc.edu/cgi-bin/hgTrackUi?hgsid=827084315_t2XuZaZ6TFhrARX0TKeNw283dCbB&c=chr7&g=wgEncodeLicrHistone

