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Epigenetic inheritance in the mouse
Irmgard Roemer*, Wolf Reik†, Wendy Dean† and Joachim Klose*
Acquired epigenetic modifications, such as DNA
methylation or stable chromatin structures, are not
normally thought to be inherited through the germline to
future generations in mammals [1,2]. Studies in the
mouse have shown that specific manipulations of early
embryos, such as nuclear transplantation, can result in
altered patterns of gene expression and induce
phenotypic alterations at later stages of development
[3–5]. These effects are consistent with acquired
epigenetic modifications that are somatically heritable,
such as DNA methylation. Repression and DNA
methylation of genes encoding major urinary proteins,
repression of the gene encoding olfactory marker protein,
and reduced body weight can be experimentally induced
by nuclear transplantation in early embryos [4]. Strikingly,
we now report that these acquired phenotypes are
transmitted to most of the offspring of manipulated
parent mice. This is the first demonstration of epigenetic
inheritance of specific alterations of gene expression
through the germline. These observations establish a
mammalian model for transgenerational effects that are
important for human health, and also raise the question
of the evolutionary importance of epigenetic inheritance.
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Results and discussion
In a previous study, we exposed mouse pronuclei at the onecell stage to an altered cytoplasmic environment by transferring them to eggs of a different genotype. We observed that
the resulting nucleocytoplasmic (NC) hybrids had an altered
pattern of gene expression as revealed by two-dimensional
electrophoresis of protein extracts from adult liver [4]. The
major group of liver proteins to be repressed was identified
by microsequencing as belonging to the major urinary
protein (MUP) family; repression was at the level of transcription of group 1 Mup genes, and was associated with an
increased level of DNA methylation [4]. We have now
extended these studies to the examination of protein
expression patterns in heart (data not shown) and brain
(below). Comparison of NC hybrid animals with control
animals revealed that there were a number of quantitative
alterations of protein spots amongst thousands analyzed and
one additional spot was almost completely repressed in the
brains of NC hybrid animals (Fig. 1). This polypeptide was
identified by microsequencing to be the olfactory marker
protein (OMP). The combined results of MUP expression,
Mup gene methylation, and OMP expression in NC hybrids
and control hybrids is summarized in Table 1. Overall, 96%
of NC hybrid animals had an altered phenotype.

Figure 1
Sections from two-dimensional electrophoresis
patterns [37] of mouse tissue proteins. Liver, heart
(data not shown) and brain protein extracts from
adult animals were separated by high resolution
two-dimensional electrophoresis [37] and patterns
were compared for experimental and control
groups. In liver, ~10 000 spots were examined, in
heart muscle 4 000, and in brain 8 448 (counted by
laser densitometry and computer analysis). (a–c)
Brain proteins: the arrowed spot is present in
natural hybrids (C57BL/6 × DBA/2) (a), but
completely absent in NC hybrids (BDB) (b) and in
NC hybrid offspring (c). Sequencing of peptides
from this brain protein (LIRPAES, VYRLDFIQQQ,
VMYFLITFGEGVEP, ASVVFNQL; single-letter
amino-acid code) identified it as OMP. (d–i) Liver
proteins from (d–f) female and (g–i) male mice: the
arrowed spots were previously identified by partial
sequencing as MUPs, and are present in natural
hybrids (C57BL/6 × DBA/2) (d,g), but substantially
reduced in NC hybrids (BDB) (e,h) and in NC
hybrid offspring (f,i). In addition to OMP and MUP
shown in this figure, there were 11 spots in liver, 5
spots in heart and 12 spots in brain that showed
quantitative differences between experimental and
control groups.
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Members of the MUP family of proteins are secreted into
the urine and are thought to mediate sexual recognition by
binding to pheromones [6] and can cause acceleration of
the onset of puberty [7]. By contrast, OMP is expressed in
the nasal mucosa and transported to the olfactory bulb [8],
and is involved in presenting pheromone-binding molecules, such as MUP, to the olfactory system as an olfactory
sensory neuron modulator. It is therefore intriguing that
both proteins were affected by the altered epigenetic programming in the early embryo. Another phenotype that
was noted was the growth deficiency of adult male NC
hybrids (females were not tested) [4]. These results
clearly show that aberrantly induced epigenetic events in
the early embryo can have long-lasting effects on gene
expression and the adult phenotype. It should be noted
from Table 1 that a small proportion (5%) of control
animals (embryos cultured from the one-cell to the twocell stage and transferred) also showed these altered phenotypes. This finding may indicate that the extensive
remodelling of chromatin which occurs upon fertilization
may be involved in these phenotypic alterations.
Offspring from some of the NC hybrids also had altered
phenotypes. We therefore designed a systematic breeding
experiment to investigate MUP and OMP expression, and
Mup methylation, in offspring of NC hybrid males backcrossed to C57BL/6 females. Transmission through the
male germline was chosen because it is well-established
that maternal constraints (such as disease or small size) can
produce compromised offspring in the absence of other
transmissible factors [9]. The results of this experiment are
shown in Table 1. More than 50% of B1 (first backcross
generation) offspring showed reduced MUP and OMP
expression, and increased Mup methylation (Figs 1,2); other
quantitative alterations of protein spots (see Fig. 1 legend)
were not consistently transmitted to B1 animals. Furthermore, body weight of the progeny of NC hybrid males was
also significantly reduced at postnatal day 35 (Fig. 3).
The difference in body weight between the experimental
B1 animals and the control B1 animals appeared between
days 14 and 15 of gestation (Fig. 3). In addition, significant
mortality of experimental B1 offspring occurred principally
between birth and weaning age (day 21; B1 experimental
offspring rate of survival to weaning = 39%, n = 141 newborns from 29 litters; B1 control offspring rate of survival
to weaning = 92.3%, n = 142 newborns from 20 litters).
Postnatal mortality in the original NC hybrid animals was
less pronounced (NC hybrid rate of survival = 70%,
n = 36). Hence, all of the phenotypes seen in the original
NC hybrid animals can be transmitted to first-generation
offspring through the male germline. Interestingly, some
affected control animals that were tested also transmitted
altered phenotypes to offspring (data not shown), suggesting that transmission is to some extent independent of the
precise mechanism of induction of the altered phenotype.

Table 1
Protein expression and DNA methylation of Mup genes in liver, and
protein expression of Omp genes in brain of adult NC hybrids and
control mice, and mice obtained by backcrossing NC hybrid males
with C57BL/6 females.
Number of animals investigated
OMP
protein
Mice
NC hybrids:
BDB
DBD
Control hybrids:
BBD
F1 (D2 × B6)t
F1 (B6 × D2)t
F1 (D2 × B6)
F1 (B6 × D2)
Parental strains:
D2
B6
Backcrosses:
B6 x NC hybrids:
B1 (B6 × BDB)
B1 (B6 × DBD)
B6 x control hybrids:
B1 (B6 × BBD)
B1 [B6 × (B6 × D2)t]
B1 [B6 × (D2 × B6)]
B1 [B6 × (B6 × D2)]

R

N

MUP
protein*
R‡

N

Mup
Total number
methylation*
of animals†
I§

N

10
1

0
1

16
5

0
1

18
8

0
1

0
0
2
0
–

5
3
8
2
–

0
0
2
0
0

8
12
8
8
7

0
0
2
0
0

11
13
15
4
4

0
0

10
20

0
0

12
18

0
0

7
9

14
16

1¥
3¥

8
17

7
8

10
17

8
8

0
–
0
0

11
–
8
16

0
0
0
0

11
9
8
16

0
0
0
0

11
9
8
16

A

N

27

1

3

60

0

65

33¶

10¶

0

44#

All animals were 12–15 weeks old at analysis. *These data include some from a
previous paper for the hybrid but not the backcross experiments [4]. †The figures
indicate the total number of animals analyzed, but not all animals were analyzed for
all three phenotypes. ‡As far as investigated, in all cases in which MUP expression
was repressed in an animal, OMP expression was also repressed in that animal.
§As far as investigated, in all cases in which Mup methylation was increased in an
animal, MUP expression was repressed in that animal. ¥These four animals were
normal for both MUP and OMP expression. ¶Nine litters from five different NC
hybrids. #12 litters from 7 different hybrids. Abbreviations: R, repressed; N,
normal; I, increased; A, affected. The generation of NC (BDB and DBD) hybrids
and control hybrids has been described [4]. Control hybrids are defined as BBD;
embryo transferred (t; usually isolated at one-cell stage, cultured to two-cell stage,
and transferred into day 1 recipients); and natural. Briefly, B stands for the
C57BL/6 genotype and D for the DBA/2 genotype. The first letter denotes the
origin of the egg cytoplasm, the second one the female pronucleus, and the third
one the male pronucleus: BDB, therefore, is a reconstituted egg with a C57BL/6
type cytoplasm, DBA/2 female pronucleus, and C57BL/6 male pronucleus. The
phenotypes of OMP and MUP expression of all animals in this table were
determined by two-dimensional electrophoresis (see Fig. 1). DNA methylation of
Mup was determined by methylation-sensitive restriction enzymes and Southern
blotting [4] (see Fig. 2). Blots were scanned and ‘increased’ and ‘normal’
methylation patterns were defined from the quantitative methylation indices as
explained in Fig. 2. Crosses are indicated in the order female × male.

To our knowledge, this is the first male-lineage transgenerational effect in the mouse for which specific alterations
in gene expression have been reported. Examples of epigenetic inheritance have been found in yeast [10–12], filamentous fungi [13], plants [14–17] and Drosophila [18], but
in mammals the only other well-established observations
appear to be the epigenetic inheritance of transgene
methylation patterns [19–23], and the epigenetic inheritance of altered states of the fused mutation in the mouse
[24]. It is interesting to note that, at least in one of the
transgenic examples, methylation increases stepwise from
generation to generation and thus leads to progressively
more ‘severe’ phenotypes [22].
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Methylation patterns of Mup genes obtained from B1 mice of the backcrosses
B6 × DBD and B6 × BDB, from an NC hybrid male (BDB), and from controls. Males
and females were investigated. Note that there are sex-specific differences in
methylation of some Mup genes [4], which is why we show both male and female
methylation patterns. DNA samples from adult liver (10mg) were digested with
BamHI and MspI or the methylation-sensitive restriction enzyme HpaII, as
recommended by the supplier (NBL). Digested samples were electrophoresed
through 0.8–1% agarose gels and blots were hybridized and washed at high
stringency [38]. The inserts of the probe BS655 [39] were digoxigenin-labelled by
random priming [40]. The detection of digoxigenin-labelled nucleic acids by enzyme
immunoassay with luminescence on nylon membranes was performed following the
standard procedure described in the manual of the DIG luminescence detection kit
(Boehringer-Mannheim, Germany) with some modifications: the detection procedure
was modified by doubling the hybridization volume and the number of blocking,
washing and incubation steps. The organization of group 1 Mup genes, restriction
enzyme sites and the probe used have been described elsewhere [4]. BamHI–MspI
fragments diagnostic for the Mup genes BS5, CL8, BL1 and CL11 are indicated on
the right, and DNA marker sizes on the left. Abbreviations: DNAm, DNA methylation;
N, normal; I, increased. The mouse types are explained in the legend to Table 1. All
gels were scanned and methylation indices were calculated from the ratio of uncut
(methylated) fragment to cut (unmethylated) fragment. The indices were: CL11
(3.8 kb → 2.6 kb); BL1 (3.8 kb → 3.0 kb); BS5, CL8 (5.6 kb → 4.4 kb). For each
gel, ratios of these indices were calculated between NC hybrid animals and
controls. Because BS5, CL8 and BL1 show sex-specific methylation differences [4],
the CL11 index was used to define ‘normal’ and ‘increased’ methylation. The control
group had a mean of 1 and a maximum of 1.5. Animals in the experimental group
were described as having ‘normal’ methylation if they fell into this range, and as
having ‘increased’ methylation starting from an index of 2 and ranging up to 10.

The very high incidence of the phenotypic changes seen
here in NC hybrids would appear to exclude mutations at
the DNA level from being responsible for the transmission
of altered phenotypes to offspring. Rather, some form of
epigenetic inheritance is likely to be responsible. The
mechanism of this epigenetic inheritance is unknown at
present. The only mechanism for epigenetic inheritance
described so far is that of DNA methylation of transgenes.
The simplest model would therefore be that epimutations
— heritable alterations of gene expression that are not
based on sequence change [25] — in the form of altered
methylation patterns, in for example the Mup genes, are
transmitted through male gametogenesis. B1 offspring from
NC hybrids were therefore examined for linkage of the
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Growth deficiency of NC hybrid offspring. The histograms show body weights
(mean ± standard deviation) of B1 male mice (a) and B1 female mice (b) on
postnatal day 35 of the B6 × DBD and B6 × BDB backcross (Experimental), and
B6 × BBD controls (Control); and of B1 embryos and B1 controls on embyronic
days 14 (c) and 15 (d). The differences in weight in (a,b) were significant by Welchtest (p < 0.01). The difference between experimental and control B1 mice continued
to be significant (p < 0.05) on days 40 and 60 in the male group, but not in the
female group. Variances pooled between male and female groups were significantly
higher in the experimental than the control group (p < 0.05 on day 35), suggesting
that the differences between the experimental and control groups could be due to
the presence of normal-sized and significantly smaller animals in the former group. A
bimodal distribution, however, could not be fitted to the data. (c,d) The difference in
body weight between the experimental and control B1 groups apparently arises
between embryonic days 14 and 15 (variance analysis p < 0.001).

aberrant Mup phenotype (repression of expression) to the
Mup locus on chromosome 4, but no evidence for linkage
was obtained (data not shown). However, assuming that
epimutations at specific loci are responsible for the inheritance patterns observed, and that their frequency of reversion is low, a systematic mapping experiment could be
carried out in the backcross or in other appropriate crosses.
It should be emphasized that such a systematic study
should be done in parallel in a specific pathogen-free environment. Our experiments were carried out in an open
facility and, therefore, involvement of pathogens in the
phenotypes described in this study cannot be excluded.
Preliminary results suggest that altered phenotypes can be
transmitted further from the B1 to the B2 generation, but a
systematic study has not yet been completed.
The precise mechanism underlying our observations
remains to be elucidated. However, it is clear that gametic
[26] and early embryonic programming effects [27–32] and
transgenerational effects [33] in mammals are not infrequent. Early embryonic programming effects are increasingly
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being recognized as important determinants of human and
animal health [27–30]. For example, long-term effects of in
vitro fertilization in the human [30], embryo culture and
embryo cloning by nuclear transplantation in cattle and
sheep (the ‘large calf syndrome’) [28], and embryo freezing
[29] may be due to early epigenetic events. Our observations raise the question of whether some of these influences
could actually have a long-term impact by being transmitted to future generations. Several of the established transgenerational effects are also important for human health
[33–36]; there is, for example, the intriguing observation
that women who were themselves exposed, in utero, to the
Dutch famine then had offspring with reduced birthweights
[34]. It is expected that the model for epigenetic inheritance described here will provide insights into these effects.
If epigenetic inheritance indeed exists, what is its evolutionary significance? The extent of its effects will depend on
the number of genetic loci in the genome that can be modified epigenetically, and on the stability of the modifications.
Whether ‘epimutations’ have any adaptive significance also
remains to be established. It should be emphasized that this
type of inheritance is rooted firmly in Darwinian selection,
with selection possibly both for the modified locus and for
the genes that control epigenetic modifications.

Acknowledgements
We thank D. Groine-Triebkorn for technical assistance, J. Walter for many suggestions and help during the course of this study, T. Moore, G. Kelsey, R. Feil and
J. Walter for discussions and thoughtful suggestions on the manuscript, and D.
Styles for help with preparing the manuscript. We also thank A. Surani, S. Barton,
and S. Howlett for their help at an early stage of this work, and D. Brown and C.
Gericke for help with statistical analysis. This work was supported by the
Deutsche Forschungsgemeinschaft (J.K.), a travel grant from DAAD/British
Council (J.K., W.R.) and BBSRC, MAFF and EC (W.R.).

References
1. Jablonka E, Lamb MJ: Epigenetic Inheritance and Evolution, The
Lamarckian Dimension. Oxford: Oxford University Press; 1995.
2. Landman OE: The inheritance of acquired characteristics. Annu Rev
Genet 1991, 25:1–20.
3. Latham KE, Solter D: Effect of egg composition on the
developmental capacity of androgenetic mouse embryos.
Development 1991, 113:561–568.
4. Reik W, Roemer I, Barton SC, Surani MA, Howlett SK, Klose J: Adult
phenotype in the mouse can be affected by epigenetic events in the
early embryos. Development 1993, 119:933–942.
5. Latham KE: Strain specific differences in mouse oocytes and their
contributions to epigenetic inheritance. Development 1994,
120:3419–3426.
6. Boczkei Z, Groom CR, Flower DR, Wright CE, Phillips SEV, Cavaggioni
A, et al.: Pheromone binding to 2 rodent urinary proteins revealed
by X-ray crystallography. Nature 1992, 360:186–188.
7. Mucignatcaretta C, Caretta A, Cavaggioni A: Acceleration of puberty
onset in female mice by male urinary proteins. J Physiol (Lond)
1995, 486:517–522.
8. Buiakova OI, Baker H, Scott JW, Farbman A, Kream R, Grillo M, et al.:
Olfactory marker protein (OMP) gene deletion causes altered
physiological activity of olfactory sensory neurons. Proc Natl Acad
Sci USA 1996, 93:9858–9863.
9. Newth DR, Ball M (Eds.) Maternal effects in development. Cambridge:
Cambridge University Press; 1979.
10. Pillus L, Rine J: Epigenetic inheritance of transcriptional states in S.
cerevisiae. Cell 1989, 59:637–647.
11. Gottschling DE, Aparicio OM, Billington BL, Zakian VA: Position effect
at Saccharomyces cerevisiae telomeres — reversible repression of
PolII transcription. Cell 1990, 63:751–761.
12. Grewal SIS, Klar AJS: Chromosomal inheritance of epigenetic states
in fission yeast during mitosis and meiosis. Cell 1996, 86:95–101.

13. Tamame M, Antequera F, Santos E: Developmental characterization
and chromosomal mapping of the 5-azacytidine-sensitive fluf locus
of Aspergillus nidulans. Mol Cell Biol 1988, 8:3043–3050.
14. Matzke MA, Matzke AJM: Gene interactions and epigenetic variation
in transgenic plants. Dev Genet 1990, 11:214–223.
15. Fedoroff N, Masson P, Banks JA: Mutations, epimutations, and the
developmental programming of the maize suppressor–mutator
transposable element. BioEssays 1989, 10:139–144.
16. Sano H, Kamada I, Youssefian S, Katsumi M, Wabiko H: A single
treatment of rice seedlings with 5-azacytidine induces heritable
dwarfism and undermethylation of genomic DNA. Mol Gen Genet
1990, 220:441–447.
17. Meyer P, Linn F, Heidmann I, Meyer H, Niedenhof I, Saedler H:
Endogenous and environmental-factors influence 35S promoter
methylation of a maize A1 gene construct in transgenic petunia and
its colour phenotype. Mol Gen Genet 1992, 231:345–352.
18. Dorn R, Krauss V, Reuter G, Saumweber H: The enhancer of positioneffect variegation of Drosophila E (var) 3-93D, codes for a
chromatin protein containing a conserved domain common to
several transcriptional regulators. Proc Natl Acad Sci USA 1993,
90:11376–11380.
19. Hadchouel M, Simon HHD, Tiollais P, Pourcel C: Maternal inhibition of
Hepatitis B surface-antigen gene expression in transgenic mice
correlates with de novo methylation. Nature 1987, 329:454–456.
20. Sapienza C, Paquette J, Tran TH, Peterson A: Epigenetic and genetic
factors affect transgene methylation imprinting. Development 1989,
107:165–168.
21. Reik W, Howlett SK, Surani MA: Imprinting by DNA methylation —
from transgenes to endogenous gene sequences. Development
Suppl 1990, 99–106.
22. Allen ND, Norris ML, Surani MA: Epigenetic control of transgene
expression and imprinting by genotype-specific modifiers. Cell
1990, 61:853–861.
23. Engler P, Haasch D, Pinkert CA, Doglio L, Glymour M, Brinster R, Storb
U: A strain-specific modifier on mouse chromosome 4 controls the
methylation of independent transgene loci. Cell 1991, 65:939–947.
24. Belyaev DK, Ruvinsky AO, Borodin PM: Inheritance of alternative
states of the fused gene in mice. J Hered 1991, 72:107–112.
25. Holliday R: The inheritance of epigenetic defects. Science 1987,
238:163–170.
26. Olsham AF, Faustman EM: Male-mediated developmental toxicity.
Reprod Toxicol 1993, 7:191–202.
27. Moore T, Reik W: Genetic conflict in early development: Parental
imprinting in normal and abnormal growth. Rev Reprod 1996, 1:73–77.
28. Walker SK, Hartwich KM, Seamark RF: The production of unusually
large offspring following embryo manipulation, concepts and
challenges. Theriogenology 1996, 45:111–120.
29. Dulioust E, Toyama K, Busnel MC, Moutier R, Carlier M, Marchaland C,
et al.: Long-term effects of embryo-freezing in mice. Proc Natl Acad
Sci USA 1995, 92:589–593.
30. Doyle P, Beral V, Maconochie N: Preterm delivery, low birthweight
and small for gestational age in liveborn singleton babies resulting
from in vitro fertilization. Hum Reprod 1992, 7:425–428.
31. Shemer R, Birger Y, Dean WL, Reik W, Riggs AD, Razin A: Dynamic
methylation adjustment and counting as part of imprinting
mechanisms. Proc Natl Acad Sci USA 1996, 93:6371–6376.
32. Sasaki H, Ferguson-Smith AC, Shum ASW, Barton SC, Surani MA:
Temporal and spatial regulation of H19 imprinting in normal and
uniparental mouse embryos. Development 1995, 121:4195–4202.
33. Campbell JH, Perkins P: Transgenerational effects of drug and
hormonal treatments in mammals — a review of observations and
ideas. Prog Brain Res 1988, 73:535–553.
34. Lumey LH, Stein AD, Ravelli ACJ: Timing of prenatal starvation in
women and birthweight in their first and second born offspring —
The Dutch Famine Birth Cohort Study. Eur J Obstet Gynec Repro
Biol 1995, 61:22–30.
35. Little ER, Sing CF: Fathers drinking and infant birthweight — report
of an association. Teratology 1987, 36:59–65.
36. Klebanoff MA, Graubard BI, Kessel SS, Berendes HW: Low
birthweight across generations. JAMA 1984, 252:2423-2427.
37. Klose J, Kobalz U: 2-dimensional electrophoresis of proteins — an
updated protocol and implications for a functional analysis of the
genome. Electrophoresis 1995, 16:1034–1059.
38. Sambrook J, Fritsch EF, Maniatis T: A Laboratory Manual, 2nd edn. Cold
Spring Harbor, New York: Cold Spring Harbor Laboratory Press; 1989.
39. Al-Shawi R, Ghazal P, Clark AJ, Bishop JO: Intraspecific evolution of a
gene family coding for urinary proteins. J Mol Evol 1989,
29:302–313.
40. Feinberg AP, Vogelstein B: A technique for radiolabeling DNA
restriction endonuclease fragments to high specific activity. Anal
Biochem 1983, 132:6–13.

