Table S2: SNPs used for analysis of monoallelic expression in F1 progeny of Castaneous male and
C57BL/6 female mice

Gene SNP Position BL/6  Cast Primers Expressed
allele allele allele
DIkI NES17644873 chr12:110,698,537 T C EE)) ﬁ%&&iiggiigggéggﬁg C
NES17649632 chr12:110,797,703 T C (F) CACAGAGCACACAGTCACCA T
Gtl2
NES17649638 chr12:110,797,931 A c (R GGATTAACGATCCACCAGCA A
HI9  Szabo & Mann®  chr7:149,761,689 A C EE)) ég%?gggiil%i’ggﬁié A A
Igf2  Szabo & Mann®  chr7:149,839,519 C T EE)) g%%%’éﬁ’éiig?gggﬂgﬁf T
NES16164957 chr7:6,659,876 G A A
Pow3 (F) CAAAGACTTTCACTCTCATCACA
€& (R) GGCAGGAATCATTATGTATAGGG
NES16164959 chr7:6,659,966 T G G

SNPs are named according to Perlegen IDs (http://mouse.perlegen.com/mouse/browser.html) as previously
reported [1]. Positions are based on the mm9 (NCBI37) assembly of the mouse genome. Note that the alleles listed
here reflect the (+) strand, whereas the sequencing traces for H19, Igf2 and Peg3 (shown in Fig. S1) reflect the (-)
strand.
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