nre-amnlification nrimers allele-specific primers description
genomic coordinate forward reverse common_Primer C57_specific_primer JF1_specific_primer
66527171 TTAAGGGTCCTATACCATCAAC TTACCACAGTTTACCAGAAAAGG |TTAAGGGTCCTATACCATCAAC AAATTCACTACTACCTCCCATA AAATTCACTACTACCTCCCAAG Ube34 intron2
66874979 GGTCACATGTAACTGGAGAG GCAATCACTGGAGCAATATTC TGCTTAGTCTCGAAGCAATAG TGAGTACTGAGCCGAGGAAT TGAGTACTGAGCCGAGGAAA
66922670 TAAAGAGACTAAATACTCCCAAG |ATGGTGGAAGTAATTAGTGCTCC |CTTTAATAGAGGAGATGAATGC GGTGCTAATTTTCTGTGCAATTG GGTGCTAATTTTCTGTGCAATAA
67068825 TAGAAAGACCACAGGCACTC CCTGGAAATGTTTGGGTCAC ATTGGCCTCTTTCTGTCTTTC GGGTTGTTTGGTCTCCAGTTAG GGGTTGTTTGGTCTCCAGTTAT
67092368 CTAAAGACTCCACAGTCTAAAG |CAGTCCTCCTATATGGCTTC ACCTCAGCAGACTAGGTAAC CTGTTGAGTCTTCAAGGATC CTGTTGAGTCTTCAAGGATT
67127862 GCAATAATGACATACCAGTGC CACCAGGAATTAGAGGTTAG CCAATGCTTGAAGTGAATGTC ATGACATTTGCTCAAGCTAAG ATGACATTTGCTCAAGCTAAT Snrpn_exonl0
67149376 1| AGAAAATCACCCACTAGCGC GATAGAAGTTCTGTTGCCGC CGGGATTTTGTAACTGTTACTG CACAGCCTTGGACAAGAGT CACAGCCTTGGACAACAGA Snrpn_intronl ; DMR IC
67150683 2| CCCAAGTGATTGCAAGCATC TCCTTAGTTTTCTCCTTGCC TCCTAAGAGCTGGAATTACTG GAGACAGGGCTTCCTAAATG GAGACAGGGCTTCCTAAATT Snrpn 5' upstream sequence ; DMR IC
67152575 AAATTCTTACCACGTGGCTCG TAACCACAGCGACCCCTATC CCAAAGTAATGTAAAAGTGATGGG  |AGAAGATGCTTTATCCTCAAATT AGAAGATGCTTTATCCTCAAATA Snrpn 5' upstream sequence ; IC
67154751 AACTTCTTTTGAGCCAGGCA CAGGAAGGCTACACCGCTTA CACTCCAGGGGAGATAATTG TAGCCAGTGCTACACAGAGA TAGCCAGTGCTACACAGAGT Snrpn 5' upstream sequence ; IC
67277796 GCTTCAGCAGCTGTCAAAGC GATACTGGTGGGATTGTTGC ACTCAAGTTAGTCGAGCTGAAACAG |AGCCTGAGGAAGAACAAATGCTG GCTGTAGCCTGAGGAAGAGAG
67315352 CAGACTGGCAAACATGCACG CAGACTGGCAAACATGCACG AGAAACTGGGAGGTGCAAACTAC GGATGGGATAATTGCACTTGAGC GGATGGGAAAAATGCACTTGAAG
67484602 TATTTCCTGCAAAGGGGTTG GCAAGGAAAGAGAATCTGCC CCTATGTTCTCAGAAAGTCTTGTGT | TATGGCATGTTTGTCTTAATGAGG TATGGCAAAATTGTCTTAATGAAA
67570269 TTAATGTCAAGGGGGCAAAG AAGAGGCAGTCACCATTTAG CCATTATTTGCCTATGGCTG GCAGAGAATTTCCTCAGAGT GCAGAGAATTTCCTCAGAGG
67832363 3| CTCCTAAAGGTGACTGCCTC GCAACTGTTGTCAGGCTTCA GGCATTCACTGAAGGCATTG CATTAACAGTTTCAGCTCTAGGA CATTAACAGTCTCAGCTGTAGTG
67962860 GGGAGGGTCTTTCCTTACCA TCCAACCTATTTCCCCACAC TAAGGCTAGCTAGAGCTCAG GAGAGACAATACTTCTAATACCA GAGAGACAATACTTCTAATACAT
68006896 4| CATCTCAGCAGTGGTCTCAG TCCTTTTGTTGCTATGAGGTTG TCTCCTCACATGGGTCTATG GATGCCTACATCTGCACTTG GATGCCTGCATCTGCACTTT
68210034 8| GTTACCTGACCATGATGACG GCTTCATGAAACTGCACATGA ACTCAGCCAGTCAGAGTAAC GCGTGGTACAAACTGAAAGC GCGTGGTACAAACTGAACTA
68265910 GCTTCTAATCAAGGTGGATG TTCAAAACAGCATGAGCCAG TTCTGGCTGATTGTCAAACAG GGCCCAGTCGTATGTTTTGAA GGCCCAGTCGTATGTTTTGAG
68416899 GTTGAGAAGAGTAAGTGCTC TACCCTGCTCATGCTTTTTG AAGCTTATCCCCTTGAAGAAAG TGAGAGATAGGCTCAGAATG ATAGGCTCAGAACATTGGAATG
68615493 CCAGAAGTGCAGTTTGGAGG TTGCTTCCTTGCTGTTGTTG CATCTACAGCATGAACTAGAG CTCCTCACGCTGTTTTTACTTT CTCCTCACGCTGTTTTTACTTA
68936232 GTGAAGCTGTCTGCTGATTC TCACTGTGCTGCCCATTGTG CATGCATGTTCTATATGTTCATC CCTGCATTTGTAGTATTTCCTA CCTGCATTTGTAGTATTTCCTC
68968981 ACAATGTAAGGAGATGGTGG TTGAGGGCTTTGTGTTTCAA CTGCCTTGATGCACTGTGTT TGTCTTAGTAATGTCATGAGCTTC TGTCTTAGTAATGTCATGAGCTTA
69117282 9| ACCTGGTCCTTCAATCCTAG TATTGAGGATGATATGGGGC CTCTGATAACATGCCTGAATAC CTATACTCTTCAACACAGCTC CTATACTCTTCAACACAGCTT
69177824 CTGGAGAATGGAAGGAGTTGC  |GGCTCTAACCAGAGCATGAG TAGACCTTCTGCTTCTTACAG ACATGCCTCTAAGCAGTCC ACATGCCTCTAAGCAGTCA
69417859 CTACGAGTACCTTAAAGAACC AGACTCACTGAGACACCAAC AGGTGCATGGGTAAGAACAG GGTCCAAAACATCAGGGATTC GGTCCAAAACATCAGGGATTA
69493157 S|CTCTTAACCACTGAACCAAG GTGGAGACCAGCAGAGGAAG CGGTGGAGACCAGCAGAG ACGCATGCGCAATATCGCA ACGCATGCGCAATATCGCG Ndn 5' upstream sequence
69523461 6| GATTACTCCGATGGCCAAGC ATGATGGGTGGGCAATGCAC GACGGATCATAGGAGGTATCTG GCAGGCCACTCAACCTGG GCAGGCCACTCAACCTGT Magel2 5'UTR
69563167 TTCTCTGATGACCGTTGGC CCACAAGTTAACAAGTGCAC CATCACAAGTCATCAGTTGAC GGCAATCTTTATGCAGTATTGC GGCAATCTTTATGCAGTATTGA Mikrn3 3'UTR
69565295 7| GCACTGCCCATGCAGATAAT GCACTGCCCATGCAGATAAT TTCTAAGTGCGACTCTGAAC CTGCAATGTATACAACTGAAAC CTGCAATGTATACAACCGAAAT Mkrn3 5' upstream region
69593704 AAGACGCCAGCTCTAGGAAC GGGTCAGAACATAACTGAGA GTCCTAGGGTTCCCTATAAG CTACAGAAACAATTATCATGCG CTACAGAAACAACTATCATGCA
69723428 AGAGCCATTCCCATGAGATC TGGCCTGAACTCCAAATCTC CTCAAGATTACCTTGGATTGATC CACAAGATATGAGGACATAGCAT CACAAGATATGAGGACATAGCAC
69829104 GCCTGGCATTGCACATCTTG TGGACCATGTTGCCAACCTG ACCCTGCCCATTCTGCTAAC GGAGCACTAGATGTGACCCA CAGGAGCACTAGATGTGTGG
69916921 TTCCAAGCAATCAAAGACCA GATATCTATCATTGGTCAACC GAGATTGGGAGAAGTAGAAG AGACTTGATGCAATATCTTTAG AGACTTGATGCAATATCTTTCA
69997150 AATGGCTGAGCAGACAGCTG CAAGGAGGGAGCATACATCC CAAGGAGGGAGCATACATCC CTGACTGATAACAACAGAGTG CTGACTAATAACAACAGAGTA
70094182 CATACTACTACTATTCAGTAGG TGCAGCTCACAACATCTTCC GAGGACAATATGAAGTGAGAAC GTAGAAACACTTGTCATTTGTAA GTAGAAACACTTGTCACTTGTCA

Table S1 : PCR primers used in allele-specific qPCR assays. The first column indicates the coordinates of the polymorphisms (NCBI build 37). For each genomic position, the
second and third columns indicate the sequences of the forward and reverse primers used in the pre-amplification step. The three following columns indicate the sequences of
the primers used in the allele-specific qPCR assays. Column 4 describes the primers that hybridize to both C57BL/6 and JF1/Ms genomes. Columns 5 and 6 describe the
C57BL/6 and JF1/Ms allele-specific primers, respectively. Blue and red colors indicate polymorphisms. Nucleotides in bold correspond to additional mismatches introduced at
the 3’ end of several JF1-specific primers, to improve amplification specificity. The last column provides supplemental information about tested positions. P1 to P9 indicate the
primers used in figure 2 C and in supplemental figure S14.



