Text S1. Primers and sequences

gPCR primers

mRNA: Rps7

upper primer: 5’'-CCGGCTAGTTCGTGAATTGG-3'

lower primer: 5’'-GAATCCTCCTCTGAGCAATGAAG-3’

TagMan probe: 5'-/TEX615/AAAAGTTCAGTGGCAAGCACGTGG/3IABKFQ/-3"

mRNA: Alpl

upper primer: 5’'-CCTGCCTTACCAACTCTTTTGTG-3’

lower primer: 5’'-CAGGGCATTTTTCAAGGTCTCT-3’,

TagMan probe: 5’'-/Cy5/AGAGAAAGAGAGAGACCCCAGTTACTGGCGA/3IABKFQ/-3"

mRNA: Dnmtl

upper primer: 5’'-TGGGTGACAGTGTGTACCTTCCT-3’

lower primer: 5’'-ATCCTTCTTTGGGCGTTTCA-3'

TagMan probe: 5’-/HEX/CCGAGGCCTTTACTTTCAACATCA/3IABKFQ/-3"’

mRNA: Dnmt3a

upper primer: 5’'-CCAGCCCTCGGGTCCTAA-3’

lower primer: 5’'-ACCCACATGTCGGTGTAAACTTC-3’

TagMan probe: 5’'-/6-FAM/AGCCACCAG/ZEN/AAGAAGAGAAGAATCCTTACA/3IABKFQ/-3"

mRNA: Dnmt3b

upper primer: 5'-TGGAGTTCAGTAGGACAGCAAAGT-3'

lower primer: 5’'-GTTTTTGCCCTGTCTGATGGA-3’

TagMan probe: 5’'-/HEX/AAAGAAAGTGCAGACAATAACCACCAAGTCGA/3IABKFQ/-3’

mRNA: Dnmt31

upper primer: 5’'-GAGTTACTGCACCATCTGCTGTTC-3'

lower primer: 5’'-ACTCGAAACAGTAGCATCTGGTACA-3’

TagMan probe: 5’'-/6-FAM/TACCCTGTT/ZEN/CATCTGTGAGAGCCCCG/3IABKFQ/-3"

mRNA: Rb12

upper primer: 5’'-TGAGAGCAGAAGCCATCAGAATT-3’

lower primer: 5’'-CCTCATCACTGGGCTGGAAT-3'

TagMan probe: 5’'-/6-FAM/TCCAACCGA/ZEN/ACTAAATACAGACAGAGCCAGTAGA/
3IABKFQ/-3"



Bisulphite sequencing primers

Chr 1 subtelomeric region, bases 197167907-197168572 NCBIM37
upper primer: 5’'-AAGATGGTGAGTGTAGGTGTTAGTTGAG-3'

lower primer: 5'-TCTTTCTTCTAACTTCTATAACTTCCTATTACCTT-3’
amplicon size: 666 bp

CpGs analysed: 17

Chr 19 subtelomeric region, bases 61333524-61333949 NCBIM37
upper primer: 5’'-AGGATTTGTTGATAAGTTTTGGGTTTTTGG-3'

lower primer: 5’'-CTAATTCAAAAATAAAAATTTCTCCCCTAC-3'

amplicon size: 426 bp

CpGs analysed: 18

EpiTYPER primers

Locus_assay no.: Xist 1, Epipanel

upper primer:

5" -AGGAAGAGAGGTAGAGGATTAGGGGATAGGGTTTA-3’

lower primer:
5’"-CAGTAATACGACTCACTATAGGGAGAAGGCTCACATTCAAAAACATATACCACCTCT-3"
amplicon size: 319 bp

CpG units analysed: 2, nos. -; CpGs not analysed: .

gene region analysed: exon 1, CpG-rich region 2

sequence: GCAGAGGACTAGGGGATAGGGCTCAG.TGGGTGTGGGGATTGGGCAGGGTGTGTGTGCATA
TGeaccceTeoREBBcTCCCCBBTGGCTTTAAGGGCTGCTCAGAAGTC TATAAAATGGEEGC TEGGGGGCT
CCACC.AGGCT CAGCCCAATCTTTGTTCTGGTGTGTAGCAATGGATTATAGGACATTTAGGT.TAC
AGGAAAAGATGG GCTCAAGTTCTTGGTG.GTATAA.CAAAGGGCTTTGTGTGTCACATGTCAGCTTC
ATGTCTGAGTTAGCCTGGAGAGGTGGCACATGCTCTTGAATGTG

Locus_assay no.: Xist 2, Epipanel

upper primer:

5’ —AGGAAGAGAGTGTTGTGTGAGTGAATTTATGGTTT-3 "

lower primer:

5’ —CAGTAATACGACTCACTATAGGGAGAAGGCTCTAAACCCTATCCCCTAATCCTCTA-3 '

amplicon size: 351 bp

CpG units analysed: 9, nos. R/SuAN5/6/8/12013/14515/16/17/20121422
gene region analysed: exon 1, CpG-rich region 2

sequence : TGCTGTGTGAGTGAACCTATGGCTTAGAAAAABACTTTGCTCTTAAACTGAGTGGGTGTTC
AGGGEETGGAGAGCCEEEETCEECCATTATGGCTTCTGEETGATABGCTATTCTEGAGCCAGTTABCCA
AGAATTAGGACAC GGAGCACAG.G.ACTGGATAAAAGCAACCAATTG CTGEGCTAGCTAAAGGCTT
TCTTTATATGTGEGGGGTTGEEGGATTEGCCTTGATTTGTGGTAGCATTTGEGGGGTTGTGCTAGCHBGAA
GTAGAAAGCCAAGGAGTGCTRETATTAGTGTGEEGTGTTGEEEEGAAGCIBCAGAGGACTAGGGGATAGGG
CTCAG

Locus_assay no.: Xist 4, EpiDesigner (antisense)

upper primer:

5’ -AGGAAGAGAGTTATAAGGTTTGGTGGTAGGGGAAT-3 "

lower primer:
5"-CAGTAATACGACTCACTATAGGGAGAAGGCTTCAAAATTACAATCTTTATAACCACTCC-3"




amplicon size: 196 bp

CpGs analysed: 3, nos. _; CpGs not analysed: .

gene region analysed: promoter; CpG-rich region 1; exon 1

sequence: CCATAAGGCTTGGTGGTAGGGGAACTAAAAATGTTCCCCCAAAGCTCCTTAGATGGAGAGAA

ACCA1GAAGAAC.CACATCCA.GGAAA.AGCAAACATGGCTGGAGCAAGC.TTGCA.CCTTTAAC

TGATCEGEEGEECTGAAGGEEGAGAGACCAGAAGAGGAGTGGCCACAAAGATTGCAATTCTGA

Locus_assay no.: Gja8 1 (EpiDesigner)

upper primer:

5’ -AGGAAGAGAGGAGGGGTTTTTAGTTTTTAATTTTAGG-3 "

lower primer:
5"-CAGTAATACGACTCACTATAGGGAGAAGGCTAAACACCCATTATAAACAACCCTTT-3'

amplicon size: 371 bp

CpGs analysed: 2, no.

gene region analysed: <1 kb upstream of AUG translation start site
sequence : GAGGGGTTTCCAGCTCTCAACCCCAGGAAAAGAAAGCATAAATTAGGACTGCAGAAGTCAGA
cAAATGTAGCCCACATCACAGGCAGTATTTCTTAATGGTTTGAGAATCCAACCTATGGGATEGGGTACA
GAACTGCTAGCTAGCATTTAGCTACCTGATCTTAGACCATCTGTTTAGCCTCAAAAGCCCCTGTTTTCTCA
CACATTGAAAGCAAGCTGGAAACAAACAAACACATCTGTGTGTG.GGAATTGGCTATGCAGCTGTAACTA
CAATAGGCAGGTCCCTACCATCAGATAGCTAAGGTCTAACAGGACTAAGATAAABBAAATGATGCAACATC
AAAGGGCTGTCCATAATGGGTGTCC

Locus_assay no.: Trpcl 1, EpiDesigner

upper primer:

5" -AGGAAGAGAGTTGGTTTTATTTTGAGTTTTTTGGA-3 '

lower primer:
5"-CAGTAATACGACTCACTATAGGGAGAAGGCTACCTCTCCTATTCAAACTACTTTATCCC-3"
amplicon size: 273 bp

CpGs analysed: 1, no. I; CpGs not analysed: .

gene region analysed: <1.5 kb upstream of AUG translation start site
CTGGCTTCACCTTGAGCCTCTTGGAAATTTCACCAAACTCATAAACTTGGAAGTGTATTAAACATTACA.
ACAA.GGGAGATCATTTAGAAACAAAAACTGGAGCAACTTGAGATTATCATTTACATCAAATACAGAAAA
.TTTGAAAAGATGACTT.ACATCAAAGACTTTTAGAGAATATCTAAAGAGAACATTGATTTTTAAGAAT
TAGTAAGTTAAATGTTGAAAGAGAAACTAATGGGACAAAGTAGCCTGAATAGGAGAGGC

Locus_assay no.: H19 1, Epipanel (antisense)

upper primer:

5" -AGGAAGAGAGTTTGTTTGAGTTAGTTTTTTAGTTTTTTAA-3 "’

lower primer:
5’"-CAGTAATACGACTCACTATAGGGAGAAGGCTACCACTCCAATTAAAAAAAACCC-3"

amplicon size: 198 bp

CpGs analysed: 4, no. _; CpGs not analysed: .

gene region analysed: promoter

sequence: TCTGCCTGAGCTAGCCCCTCAGTCCTTCAACATTCCTGCCAGACTCCAGATGC.AGGTGCT
ccT@@caccccABBACTCTCCTCCAGCTCTCCCATCTTCCCCAGTTTCCCEGATACCCCCCACCCCCACCC
CCCACCCCCCTCCCACACC.GTGCTT.GGCCCTCTAGCC.GGCTTTTTCTAACTGGAGTGGC




Locus_assay no.: H19 4, EpiDesigner

upper:

5’ -AGGAAGAGAGTGTAAGGAGATTATGTTTTATTTTTGGA-3 '

lower:

5’"-CAGTAATACGACTCACTATAGGGAGAAGGCTCCCCCTAATAACATTTATAACCCC-3"

amplicon size: 203 bp

CpGs analysed: 3, no. _; CpGs not analysed: .

gene region analysed: imprinting control region; CTCF binding site
sequence: TGCAAGGAGACCATGCCCTATTCTTGGA.TCTGCTGAATCAGTTGTGGGGTTTAT G
GAGTTGCEEEETGGTGGCAGCAAAATBATTGBCCAAACCTAAAGAGCCCCCCCACCCCTGGTATTGGAA
TTCACAAATGGCAATGCTGTGGGTCACCCAAGTTCAGTACCTCAGGGGGGTCACAAATGCCACTAGGGGG

Locus_assay no.: H19 5, EpiDesigner (antisense)

upper primer:

5’ -AGGAAGAGAGTTTATGATTATGGGATTATAGATGGTGA-3 '

lower primer:
5"-CAGTAATACGACTCACTATAGGGAGAAGGCTACCTCAAAAAAATCACAAATACCAC-3"'

amplicon size: 242 bp

CpGs analysed: 1, no. -; CpGs not analysed: .

gene region analysed: imprinting control region; CTCF binding site
sequence: CCCATGACTATGGGATCATAGATGGTGATAGGGGAGAAAACTCAATCAGTTGCAATC.TTT
TAGGACTG.ATG?AGACTTCACTGC.Q.%GCAACCCTGGTCTTTACACACAAAGGATTCTTT
GCAGAGAGTAAGC CCTTGTTGATTTGGGAGTC GTCCA.AGGTACCAGCCTAGAAAATGCATGTG

TCCTGCCCCCCTAGTGGCATTTGTGACCCCCCTGAGGT

Primers used to clone the stem-loop into inverted BsmBI sites

5’ ~TTTGAGTGTGTGAGGGAGAAATTCA AGAGANITCTCCCTCACACACTCIITTT. . . . -3

3’'-....TCACACACTCCCTCTTTAAGTTCTCT AAAGAGGGAGTGTGTGAGAAAAAAGAG-5"

Sequence of the mUG6pr cassette with inverted BsmBI sites for stem-loop cloning

CTCGAGATCCGACGCCGCCATCTCTAGGCCCGCGCCGGCCCCCTCGCACAGACTTGTGGGAGAAGCTCGGC
TACTCCCCTGCCCCGGTTAATTTGCATATAATATTTCCTAGTAACTATAGAGGCTTAATGTGCGATAAAAG
ACAGATAATCTGTTCTTTTTAATACTAGCTACATTTTACATGATAGGCTTGGATTTCTATAAGAGATACAA
ATACTAAATTATTATTTTAAAAAACAGCACAAAAGGAAACTCACCCTAACTGTAAAGTAATTGTGTGTTTT

GAGACTATAAATATCCCTTGGAGAAAAGCCTTCT NGHENGRBEA C TCCACT OGO CA CGGCGC

GCC.Pgkl>sneo>poly (A) .GGCGCGCCGTCGAC



