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Familial Resemblance for Loneliness

Marijn A. Distel - Irene Rebollo-Mesa + Abdel Abdellaoui -
Catherine A. Derom - Gonneke Willemsen -
John T. Cacioppo * Dorret I. Boomsma

Received: 7 August 2009/ Accepted: 27 January 2010

© The Author(s) 2010. This article is published with open access at Springerlink.com

Abstract Social isolation and loneliness in humans have
been associated with physical and psychological morbidity,
as well as mortality. This study aimed to assess the etiology
of individual differences in feelings of loneliness. The
genetic architecture of loneliness was explored in an
extended twin-family design including 8,683 twins, siblings
and parents from 3,911 families. In addition, 917 spouses of
twins participated. The presence of assortative mating,
genetic non-additivity, vertical cultural transmission,
genotype—environment (GE) correlation and interaction was
modeled. GE interaction was considered for several demo-
graphic characteristics. Results showed non-random mating
for loneliness. We confirmed that loneliness is moderately
heritable, with a significant contribution of non-additive
genetic variation. There were no effects of vertical cultural
transmission. With respect to demographic characteristics,
results indicated that marriage, having offspring, more years
of education, and a higher number of siblings are associated
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with lower levels of loneliness. Interestingly, these effects
tended to be stronger for men than women. There was little
evidence of changes in genetic architecture as a function of
these characteristics. We conclude that the genetic archi-
tecture of loneliness points to non-additive genetic influ-
ences, suggesting it may be a trait that was not neutral to
selection in our evolutionary past. Sociodemographic fac-
tors that influence the prevalence of loneliness do not affect
its genetic architecture.

Keywords Loneliness - Extended twin design -
Heritability - GE interaction

Introduction

Humans are obligatorily gregarious. The average person
spends nearly 80% of waking hours in the company of
others, most of which is spent in small talk (Emler 1994).
Kahneman et al. (2004) used the day reconstruction method
(DRM) to determine how 1,018 employed women spent
their time. These workers reported spending 3.4 of their
waking hours alone. Time with co-workers (5.7 h), clients
(4.5 h), spouses/significant others (2.7 h), friends (2.6 h),
bosses (2.4 h), and relatives (1 h) constituted the approxi-
mately 80% of the waking hours spent in the company of
others. The time spent with friends, relatives, spouse, chil-
dren, clients, and coworkers (but not bosses) was rated as
more enjoyable than the time spent alone. Respondents
indicated that their most enjoyable activities were intimate
relations and socializing—activities that promote bonding
and high quality relationships. Their least enjoyable activi-
ties were commuting and working. These results are con-
sistent with survey data. When asked “what is necessary for
happiness?” the majority of respondents rate “relationships
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with family and friends” as most important (Berscheid
1985). In a large study conducted by the National Opinion
Research Center, individuals who reported having contact
with five or more intimate friends in the prior 6 months were
60% more likely to report that their lives were “very happy”
(Burt 1986; Myers and Diener 1995).

Social isolation is associated with broad-based morbidity
and mortality (House et al. 1988). Importantly, when indi-
viduals have control over the amount of time spent alone,
perceived social isolation (i.e., loneliness) is a more impor-
tant predictor of adverse health outcomes than objective
social isolation (i.e., time spent alone; e.g., Cole et al. 2007,
Hawkley et al. 2006; Penninx et al. 1997; Seeman 2000;
Sugisawa et al. 1994). In a developmental study, Caspi et al.
(2006) found that loneliness in adolescence and young
adulthood predicted how many cardiovascular risk factors
(e.g., body mass index, waist circumference, blood pressure,
cholesterol) were elevated in young adulthood.

The first scientific treatments of loneliness depicted
loneliness as “a chronic distress without redeeming fea-
tures” (Weiss 1973, p. 15), perhaps resulting from poor
social skills (Marangoni and Ickes 1989) or a discrepancy
between actual and desired social relationships (e.g.,
Peplau and Perlman 1982). Cacioppo and Patrick (2008)
have suggested that humans are not only obligatorily gre-
garious, but that their survival depends on their collective
abilities rather than on their individual might. Given sur-
vival depends on the inclusion and participation in a social
group, there is an adaptive benefit to having a strong
response (i.e., loneliness) when a member’s inclusion
might be in jeopardy, just as there is a benefit to having
aversive signals for other conditions critical for their sur-
vival (e.g., hunger, pain). Such an evolutionary perspective
implies that individuals might inherit differing tendencies
to experience loneliness. Longitudinal studies have con-
firmed that loneliness is stable (1 year test-retest = .75,
3 years test-retest = .70, Cacioppo et al. 2006), and
adoption and twin studies have suggest that loneliness has a
heritable component in children (Bartels et al. 2008;
McGuire and Clifford 2000) and in adults (Boomsma et al.
2005, 2006a, 2007). The measures of loneliness in these
studies have been somewhat idiosyncratic, so our first aim
is to determine the heritability of loneliness using a mea-
sure developed and validated for use in large surveys and
proven to be predictive of mental health outcomes in
population-based studies (Hughes et al. 2004).

Secondly, we want to explore the genetic architecture of
loneliness by using an extended twin-family design. Twin
studies are powerful to establish whether or not genetic
variation contributes to variation in complex traits, such as
loneliness. The extended twin study, which includes sib-
lings, spouses, and parents of twins (e.g., Eaves 1972;
Martin et al. 1997; Boomsma et al. 2002; Maes et al. 2009)
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offers the possibility to test for several refinements in
genetic architecture that go beyond the quantification of
heritability, such as the presence of vertical cultural
transmission and genotype—environment correlation. Data
from additional siblings increase the statistical power to
analyze genetic non-additivity and shared environment
(Boomsma and Molenaar 1987; Heath et al. 1985; Post-
huma and Boomsma 2000).

According to the similarity-attraction hypothesis, people
are more likely to form long-term relationships with those
who are similar to themselves in terms of attitudes and
personality (Byrne et al. 1970). The characteristics on
which similarity operates, move from obvious character-
istics (e.g., physical traits, attitudes) to less obvious ones
(personality, cognitive-structural similarity) as relation-
ships develop and deepen (Neimeyer and Mitchell 1988).
Loneliness reflects a reaction to the absence of intimate and
social needs and influences social cognition (see Ernst and
Cacioppo 1998), reactions to others (Hawkley et al. 2006),
depressive symptomatology (Cacioppo et al. 2006, in
press), and overall subjective well being (Cacioppo et al.
2008). Although feelings of loneliness can be transient,
stable individual differences in loneliness are hypothesized
to have sufficiently broad effects on social cognition,
emotion, and behavior to produce similarity-based match-
ing. i.e., positive “phenotypic” assortative mating. Another
mechanism that can lead to assortment is the larger prob-
ability to meet for those individuals who share a social
background and cultural environment i.e., social homog-
amy. These two mechanisms of mate selection have dif-
ferent implications for genetic analyses. An extended twin
design that includes data on spouses of twins allows the
possibility to test whether phenotypic assortment or social
homogamy is most likely (Eaves et al. 1989; Heath and
Eaves 1985; van Grootheest et al. 2008).

The influence of genetic factors does not need to be
constant across age, sex, or different environments. Earlier
we established that for loneliness there is little evidence for
age-by-genotype or sex-by-genotype interaction. In this
paper, we investigate the effects of environmental expo-
sures, such as sociodemographic factors, on the heritability
and environmental contributions to the variance of loneli-
ness. The inclusion of these factors as moderators of
heritability amounts to the study of gene—environment
interaction (e.g., Boomsma and Martin 2002; Eaves 1984).
Also, we explore if these environmental exposures influ-
ence the prevalence of loneliness. Prior research in popu-
lation-based samples in the United States has shown that
loneliness is lower the greater the education level and
lower in married than in unmarried individuals (Hawkley
et al. 2008; Hughes et al. 2008). We sought to replicate
these findings in Dutch and Belgian twin families, and
to explore other demographic predictors of loneliness.
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Loneliness was defined as a sum score (the sum of 3 items)
and the extent to which these scores differed the modifi-
cation of genetic influences as a function of sex, age and
other demographic characteristics was investigated. In
order to address these research questions, the loneliness
items must measure the same underlying trait across groups
so that group differences in the sum scores only reflect
group differences with respect to loneliness. A necessary
condition for this is that the questionnaire displays mea-
surement invariance with respect to the groups under
consideration (Mellenbergh 1989; Meredith 1993). We
apply multiform confirmatory factor analysis to establish
whether the loneliness scale is measurement invariant with
respect to sex, age, marital status, twin zygosity status,
parental status, twin status and country of living.

Method
Participants and procedure

Participants were registered with the Netherlands Twin
Register (NTR, Boomsma et al. 2002; 2006b) or with the
East Flanders Prospective Twin Survey (EFPTS, Derom
et al. 2006). In 2004, twins and their parents, siblings and
spouses were invited by mail to complete a survey con-
cerning health, lifestyle, personality, and psychopathology
(Distel et al. 2007). The total sample for genetic analyses
comprised 8,683 twins, siblings and parents from 3,911
families. Among those, 4,818 were members of a twin pair,
817 were siblings of a twin pair, 1,350 were fathers and
1,698 were mothers of a twin pair. There were 308 brothers
and 509 sisters. There were 479 families with monozygotic
male twins (MZM), 278 with dizygotic males (DZM), 1,145
with monozygotic females (MZF), 617 with dizygotic
females (DZF), and 728 with opposite sex twin pairs (DOS).
The mean age was 34.25 for the twins (1886, SD = 11.24),
36.90 for the siblings (16-90, SD = 11.53), and 58.01 for
the parents (34-87, SD = 6.53). In addition, for the study of
the mechanisms of assortment we used data from the
spouses of the twins (580 male and 337 female spouses).
Zygosity of same-sex Dutch twins was determined either
from DNA polymorphisms or answers to validated survey
questions. For Belgian twins zygosity was assessed at birth
through sequential analysis based on sex, fetal membranes,
umbilical cord blood groups and placental alkaline phos-
phatase until 1985. After that time, DNA fingerprinting was
used. In case of missing or insufficient DNA information,
the zygosity of the same-sex twins was based on survey
items on physical twin resemblance and confusion of the
twins (see Derom and Derom 2005). The Dutch and the
Belgian sample are highly similar regarding loneliness
scores and demographic characteristics.

Measures

Loneliness was assessed with the short scale for measuring
loneliness in large surveys, developed by Hughes et al.
(2004). The three items that compose this scale were
selected from the R-UCLA Loneliness Scale (Russell et al.
1980): “How often do you feel left out”, “How often do
you feel isolated from others”, and “How often do you feel
that you lack companionship”. Response categories were:
“Hardly ever” (1), “Some of the time” (2), and “Often”
(3). Responses were summed, with higher scores indicating
greater loneliness. Hughes et al. (2004) obtained a reli-
ability of .72 for the Three-Item Loneliness Scale (TILS)
and a correlation of .82 between the TILS and the R-UCLA
scale. The scale was translated into Dutch by a professional
translator and back to English by a native English speaker.
The back translation was approved by one of the devel-
opers of the TILS. We collected re-test data 6 months after
the original data collection from 200 unrelated individuals.
The test—retest reliability for the TILS was .63.

The selection of relevant sociodemographic character-
istics variables was based on previous studies on the pre-
dictors of loneliness (Hawkley et al. 2008; Hughes et al.
2008). Marital status was measured with the question “Are
you currently married or do you have a durable relation-
ship?” (“no”, “yes, living together”, and “yes, but not
living together”).

The participants reported the highest educational level
achieved, choosing between 4 categories, from primary
education to university degree. Work status was assessed
with the question: “What kind of work do you currently
do?” with 8 answer categories: 1-paid work > 32 h per
week, 2-paid work, 12-32 h, 3-paid work < 12 h, 4-stu-
dent, 5-unemployed, 6-pension, 7-housewife/man, and
8-retired. As we were interested in the amount of time
spent working, we coded category 4-student as missing; we
merged categories 5—8 as unoccupied, and categories 2—3
as part-time workers. The three resulting categories were
recoded so that a higher value reflected more hours of
work. Finally, participants reported how many children and
siblings they have.

Measurement invariance analysis

To study loneliness in different groups (e.g., twins and
parents, or men and women) it must first be established that
the TILS is measurement invariant (MI), meaning that
given a certain level of loneliness (the factor score), indi-
viduals from different groups have the same probability of
a particular response on one of the 3 items of the TILS. MI
was examined in a multi-group confirmatory factor
(MGCF) analysis that specified one latent factor on which
the 3 items loaded. For the 3 ordinal items a threshold
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model was assumed with a liability distribution that sepa-
rated participants into 3 categories by specifying 2
thresholds. MI was tested for sex (men—women), marital
status (durable relationship—durable relationship but not
living together—no durable relationship), zygosity
(monozygotic—dizygotic twins), parental status (parent—
non-parent), twin status (twin-non-twin), age (younger
individuals (<43 years old)—older individuals (>43 years
old)) and country of living (The Netherlands—Belgium).

Three types of MI were tested that form a nested hier-
archy and are represented by increasing levels of cross-
group equality constraints. The first level of MI is metric
invariance. Metric invariance holds if the latent factor
scores predict the item responses equally across groups.
Metric invariance is tested by constraining the factor
loadings of the 3 items to be equal across the groups under
consideration (e.g., across men and women). If metric
invariance holds, the next level of MI is strong factorial
invariance which can be tested by imposing constraints on
the thresholds. If thresholds and factor loadings are the
same across groups, this means that any difference in
loneliness among groups is the result of differences in the
latent factor mean. The final step is to test whether dif-
ferences in variances of the liability distributions of the
items are only caused by differences in variances of the
latent factor between the groups (strict invariance). If strict
MI holds, differences in means and variances in loneliness
among groups are due to a true difference on the latent
factor, and not due to differences in measurement of this
construct. It is then allowed to interpret differences in both
means and (co)variances of the latent factor scores across
groups as true differences in the latent construct (Gregorich
2006).

MI was tested in Mplus Version 5.0 using the DELTA
parameterization (Muthén and Muthén 2005). The
Weighted Least Squares Mean Variance adjusted
(WLSMYV) estimator in combination with the ‘complex’
option was used to correct for dependency among obser-
vations, which has shown to be effective in the context of
family data (Rebollo et al. 2006). Since chi-squared dif-
ference tests are strongly affected by sample size and
model complexity (Herzog et al. 2007; Schermelleh-Engel
et al. 2003; Yu 2002), alternative goodness-of-fit indices
were employed. The Root Mean Error of Approximation
(RMSEA), the Tucker-Lewis Index (TLI) and the Com-
parative Fit Index (CFI) were shown to be adequate fit
statistics for confirmatory factor analysis with ordinal data
(Yu 2002). RMSEA value smaller than .05 indicate good
fit, values between .05 and .08 indicate adequate fit, values
between .08 and .10 mediocre fit whereas values larger
than .10 are not acceptable. CFI and TLI values larger than
.95 are considered as good fit (Yu 2002). More technical
details about the MCGF model for ordinal data can be
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found in Flora and Curran (2004) or Millsap and Yun-Tein
(2004).

Genetic analyses

Descriptive statistics were obtained from SPSS 14.0
(Norusis 2005). In the genetic analyses, data from mono-
zygotic (MZ) and dizygotic (DZ) twin pairs were analyzed
simultaneously with data from their parents and siblings. In
the classic twin design (CTD), the difference in genetic
relatedness between MZ and DZ twins, who share
respectively, 100 and 50% (on average) of their segregating
genes, forms the basis to estimate the amount of variance
that can be ascribed to genetic and environmental factors.
Genetic variance can be decomposed into additive genetic
variance (A) and non-additive, or dominance, genetic
variance (D). Environmental variance is decomposed as
variance due to environmental factors common to family
members (C), and due to environmental factors unique to
the individual (E). The components C and D can not be
simultaneously estimated under the CTD. Adding data
from parents of the twins has been shown to reduce
parameter bias and aid in distinguishing between additive
and non-additive genetic effects (Heath et al. 1985; Keller
and Coventry 2005; Rebollo et al. 2007). Adding data from
siblings of twins increases the statistical power to detect
variance due to A, C and/or D (Posthuma and Boomsma
2000). Also, the extended twin family design (ETFD)
allows the consideration of assortative mating, vertical
cultural transmission and the gene-environment correlation
induced by simultaneous genetic and cultural transmission.

To distinguish between mechanism of assortment, i.e.,
phenotypic assortment or social homogamy, data from
spouses of MZ and DZ twins were analyzed. According to
Heath and Eaves (1985), social homogamy leads to (1) a
correlation between spouses of MZ twins identical to the
one between spouses of DZ twins; (2) a correlation
between a twin and his cotwin’s spouse which does not
differ between MZ and DZ twins; and (3) a correlation
between husband and wife equal to that between a twin and
his cotwin’s spouse. The presence of phenotypic assort-
ment would be indicated by a larger correlation between
husband and wife than between a twin and his cotwin’s
spouse.

The contribution of genetic and environmental factors to
the variation of loneliness was estimated, both in a model
that assumed social homogamy, and in a model that
assumed phenotypic assortment. For social homogamy, the
model as described by Eaves et al. (1989) and depicted in
Fig. la was fitted to the data. Here, the strength of the
assortment, entirely due to cultural environment, is repre-
sented by the correlation between the C factors of the
parents of the twins. The environment of the parents
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Fig. 1 a Path diagram of social homogamy model. Squares represent
the phenotypes of a DZ twin pair (Pt and P1,) with one sibling (Ps;p),
and both parents (Pg and Pyj). Latent factors represent A-additive
genetics, C-common environment, E-non-shared environment. Path
coefficients represent r-variance due to non parental shared environ-
ment, f-cultural transmission, i-assortment. b Path diagram of
phenotypic assortment model. Squares represent the phenotypes of
a DZ twin pair (Pt; and Pr,) with one sibling (Ps;,), and both parents
(Pg and Pyj). Latent factors represent A-additive genetic variance,
D-dominance genetic variance, E-non-shared environment, and

contributes directly (f) to the environment shared by off-
spring. The parameter r represents the variance of the
shared environment, which does not come from the
parental environment.

To model phenotypic assortment, the approach descri-
bed by Fulker (1982), and Neale et al. (1994) was applied
which assumes spouse correlations arise through positive
phenotypic assortative mating (Fig. 1b). The spouse cor-
relation is represented in Fig. 1b by a copath (i), which
represents an extrinsic correlation that influences the
covariance structure of both antecedent and subsequent
factors, but does not contribute to their variance (Cloninger
1980). In the CTD, cultural transmission is accounted for
as C. In an ETFD cultural transmission can be distin-
guished from other forms of shared environment, assuming
that vertical cultural transmission (VCT) from parents to
offspring is based on the measured phenotype of the par-
ents rather than on a latent variable. Non-transmissible
shared environment comprises environmental conditions

F-Vertical cultural transmission. Path coefficients represent s-gene—
environment covariance, r-variance due to vertical cultural transmis-
sion, g-variance of additive genetic factors, i-assortment. ¢ Path
diagram of moderator model. f8, f4 and f. represent the moderating
effects of the moderator (covariate) on the variance components A, D,
and E, respectively. M; to M, represent the observed value on the
moderator for twin 1 and twin 2. f§ represents the main effect of
the moderator, with is included in the model for the means. u is the
intercept of the model for the means (Figure does not include the
parents and sibling for simplicity)

shared by relatives reared together within a generation
(Cloninger et al. 1979). With univariate data, a model that
includes both VTC and C is not identified; thus based on
the pattern of correlations, we decided to assume that non-
transmissible shared environment (C) was zero for loneli-
ness. When parents transmit both genes and environment to
their offspring, a passive genotype—environment correla-
tion (s) occurs. We assume that the population is at equi-
librium, and thus genetic and cultural transmission,
assortative matting and gene—environment covariance are
constant from generation to generation. Therefore, the
parameters that represent those components in the parental
generation are constrained in the model fitting as a function
of the parameters of the offspring generation.

Summing up, the phenotypic variance is modeled as a
function of additive (A) and dominance genetic variation
(D), vertical cultural transmission (f), non-shared envi-
ronment (E), and gene—environment correlation (s). The
estimates incorporate the effects of assortative mating.
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Variance due to D is not expected to change as a product of
assortative mating, under the assumption that loneliness is
affected by a large number of genes (Crow and Kimura
1970, p. 156). Finally, it should be noted that under the
current design D and VCT can not be estimated simulta-
neously, because their effects on twin and intergenerational
correlations are opposite (Heath et al. 1985).

Gene—environment interaction

The second goal of this study is to explore the effects of
sociodemographic factors on the prevalence and heritability
of loneliness. The moderator model (see Fig. 1c) described
by Purcell (2002) was applied in which the effect of a
moderator is introduced on the prevalence (i.e., the main
effect of the moderator), and the variance components (i.e.,
GE interaction effect of the moderator). Inclusion of mod-
erator effects on the prevalence implies partialling out the
effect of the moderator, after which the remaining variance is
decomposed into genetic and environmental components.
These variance components are allowed to vary depending
on the level of the moderator. i.e., each variance components
is partitioned into a part that is independent of the moderator,
and a part that is a linear function of the moderator. The
model thus allows for a different variance decomposition for
different levels of the moderator.

General model fitting procedure

Structural equation modeling with maximum likelihood
estimation of parameters was conducted. To analyze an
ordinal dependent variable a threshold model was speci-
fied, in which it is assumed that the ordered categories
reflect an imperfect measurement of an underlying liability
distribution (Neale and Cardon 1992). From the prevalence
for each category c-1 (c = number of categories) thresh-
olds are estimated, which represent the values in the lia-
bility distribution that discriminate between categories.
The scale of the latent distribution is constrained to have a
mean of zero and a variance of 1. Nested models were
evaluated to arrive at the best model, starting with a satu-
rated model in which all parameter estimates (means,
variances, and covariances between relatives) were allowed
to vary freely. More constrained models were compared by
subtracting differences in the log-likelihood (—2LL),
obtaining a chi-square statistic. A non-significant p value
indicates that the restricted model can be retained without a
significant loss of fit. Because of the large sample size, a p
value of .01 was chosen. We also used the RMSEA
(Steiger 1990), the Bayesian Information Criterion (BIC,
Schwarz 1978) and the Akaike Information Criterion (AIC;
Akaike 1987) in selecting the best model. RMSEA is more
robust to sample size and model complexity than the

@ Springer

chi-square test (Schermelleh-Engel et al. 2003). Good
models have an RMSEA of .05 or less. Models whose
RMSEA is .10 or more have poor fit. BIC and AIC are
information theoretic criteria designed to minimize the
amount of information required to express the data and the
model. Thus, those models that are the most parsimonious
and efficient representations of the data are selected.
Models producing smaller values of BIC and AIC can be
thought of as more efficiently approximating the true
model (Markon and Krueger 2004). All models included a
main effect of age on the thresholds, and all genetic models
also included the main effect of marital status (the mod-
erator with the strongest main effect). All model fitting
utilized the software package Mx (Neale et al. 2006).

Results
Measurement invariance

Table 1 gives prevalences of the three loneliness items in
different groups of individuals. To test whether the dif-
ferences in prevalence between the groups represent true
differences, multiform confirmatory factor analysis was
applied. Table 2 shows the results of the MI analyses.
Based on the CFI and TLI, all three levels of MI hold for
all groups. The RMSEA values also indicate adequate to
good fit except for strict factorial invariance for the three
marital status groups (.124 and .095, respectively).

Descriptive statistics

Table 3 shows the distribution for the loneliness scores and
for each of the measured moderators, separately for the
parent and offspring generation. The means and standard
deviations for the three-item loneliness scale were very
similar to those obtained by Hughes et al. (Mean = 3.89,
SD = 1.34, 2004, p. 663). The fact that most people report
low levels of loneliness produces a fairly skewed distri-
bution. Analyzing this score as a continuous variable is
problematic, and therefore we treated it as ordinal with 4
categories, with the first one representing low levels of
loneliness.

The distribution of marital status varied considerably
between generations. The third category of stable rela-
tionship without cohabitance showed low endorsement.
Given that the main interest is in the impact of having a
stable relationship on loneliness, we merged categories 2
and 3. The variable having children showed variability
only in the offspring generation, as obviously 100% of
parents have children. With respect to educational level,
there is a shift of the offspring generation towards a higher
educational level.
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Table 1 Prevalences of the three loneliness items

Item 1 Item 2 Item 3
Almost Sometimes Often Almost Sometimes Often Almost Sometimes Often
never never never
Men .60 37 03 71 26 .02 .80 18 .02
Women .50 44 05 .62 34 .04 75 22 .03
Not married/no durable relationship 31 .56 13 .56 .38 .06 .68 27 .06
Married/durable relationship .60 37 .02 .68 .29 .03 .80 18 .02
Durable relationship but not living A48 47 05 .64 32 .04 75 21 .04
together
MZ twins .50 43 07 .64 31 05 77 .20 .03
DZ twins S1 44 06 .66 31 .04 78 18 .03
Parents .56 41 .03 .66 31 .03 .75 23 .03
Non-parents .53 42 .05 .65 31 .04 78 .19 .03
Twin .50 44 .06 .65 31 .04 77 .19 .03
Non-twin 57 40 .03 .66 31 .03 .77 21 .02
Young S1 44 .06 .65 31 .04 78 .19 .03
Old .58 .39 03 .66 31 .03 .76 22 .02
Dutch .56 41 .04 .66 31 .03 .79 .19 .02
Belgian 45 A7 .08 .62 .33 05 .69 27 .05
Table 2 Model fitting results for three levels of measurement invariance
N e df #par  CFIL TLI RMSEA
Men vs. women Metric invariance 10,218 1.794 2 15 1.000 1.000 .000
Strong factorial invariance 10,218 18.644 3 14 .999 999 .032
Strict factorial invariance 10,218 22.397 5 11 999 999 .026
Not married/no durable relationship vs. Metric invariance 9,922 9.862 5 21 1.000 1.000 017
married/durable relationship vs. Strong factorial invariance 9,922 364.624 7 19 981 981  .124
ﬂgig?;;?ﬁg“sml’ but not Strict factorial invariance 9,922 341988 11 13 982 989 095
MZ twins vs. DZ twins Metric invariance 4,862 1.211 2 15 1.000 1.000 .000
Strong factorial invariance 4,862 1.630 3 14 1.000 1.000 .000
Strict factorial invariance 4,862 5.231 5 11 1.000 1.000 .004
Parents vs. non-parents Metric invariance 10,230 7.374 2 15 1.000 999 .023
Strong factorial invariance 10,230 54931 3 14 998 996 .058
Strict factorial invariance 10,230 69.745 6 11 .997 998 .046
Twin vs. non-twin Metric invariance 10,230 8.175 2 15 1.000 .999 .025
Strong factorial invariance 10,230 69.304 3 14 997 995 .066
Strict factorial invariance 10,230 91.457 6 11 .996 997 .053
Young vs. old Metric invariance 10,230 13.172 2 15 999 999 .033
Strong factorial invariance 10,230 97.861 3 14 .996 993 .079
Strict factorial invariance 10,230 107.763 6 11 995 996 .058
Dutch vs. Belgian Metric invariance 10,230 2.986 2 15 1.000 1.000 .010
Strong factorial invariance 10,230 35.414 3 14 998 997 .046
Strict factorial invariance 10,230 38.992 6 11 .998 .999 .033

N number of individuals, ;(2 adjusted chi-square difference test statistic, df adjusted difference in degrees of freedom between fitted and
comparison models (note that this is not simply the difference in number of free parameters), #par number of free parameters in the model, CFI

comparative fit index, TLI Tucker-Lewis index, RMSEA root mean square error of approximation
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Table 3 Description of the sample for loneliness and demographic
variables

Offspring Parental
generation generation
Loneliness
Mean score; SD 4.18; 1.36 4.12; 1.29
Sum score of 3 40.9% 43.0%
Sum score of 4 26.5% 26.5%
Sum score of 5 13.6% 12.8%
Sum score of 6 11.8% 13.1%
Sum score of 7 3.4% 2.7%
Sum score of 8 1.5% 1.3%
Sum score of 9 1.3% .6%
Marital status
1 Not married/no durable  26.8% 6.7%
relationship
2 Married/durable 62.8% 83.9%
relationship
3 Durable relationship but  8.5% 3.5%
not living together
Having children
1 No 54.3% 0%
2 Yes 44.7% 100%
Educational level
1 Primary education 1.4% 1.7%
2 Low secondary 16.2% 32.4%
3 High secondary 26.7% 23.2%
4 University 51.1% 28.4%
Work status
1 Full time 46.1% 25.5%
2 Part time 12-32 h 23.0% 15.6%
3 Part time <12 h 2.6% 3.0%
4 Student 7.3% 1.3%
5 Unemployed 2.1% 16.5%
6 Pension 1.7% 15.2%
7 Housewife/man 4.7% 3.9%
8 Retired 1.2% 25.5%
Number of siblings
Mean; SD; range 2.84; 1.89; 0-15 3.64; 2.84; 0-17
1 16.1% 15.1%
2 39.8% 16.6%
3 20.7% 16.1%
4 8.6% 11.8%
5 5.7% 9.4%
6+ 8.2% 21.6%

Mechanism of assortment
Table 4 shows the model fitting results from testing dif-

ferent predictions for spouse correlations regarding the
possible mechanism of assortment. At the bottom of the
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table, estimates of twin—spouse correlations are summa-
rized. The estimates suggest a zygosity difference in the
correlation between the twin and his co-twin’s spouse,
which would suggest the presence of phenotypic assort-
ment. However, this difference was not significant. Models
3-5 in Table 4 tested the conditions described by Heath
and Eaves (1985) for the presence of social homogamy.
None of the models showed a significant deterioration of
the fit, implying that social homogamy is a likely mecha-
nism of spouse resemblance for loneliness. In model 6 the
overall presence of assortment was tested, and found to be
significant. It should be noted that the number of spouses
available by zygosity, once the data are structured in pairs
was rather small (see Table 4), and the results of the model
fitting procedure may be an artifact of the lack of power.
Thus, we proceeded to test both models specifying phe-
notypic assortment and social homogamy with genetic
modeling.

Saturated model

Table 5 shows the model fitting results for the saturated
model. Models 2 and 3 show that thresholds for loneliness
do not differ between zygosity groups or between genera-
tions. Models 4-4.2 show no sex differences in the
thresholds or in the effects of age. The effect of marital
status on loneliness differed significantly between men and
women. Models 5.1 and 5.2, show that age and marital
status affect levels of loneliness. Model 6 confirmed that
assortative mating is significant for loneliness. Models
7.1-7.3 showed no sex differences in parent—offspring
correlations, and models 8.1-8.3 showed no sex differences
either in twin correlations. Thus, in subsequent genetic
analyses parameters representing the influence of A, D and
E were constrained to be the same for men and women.
Table 6 presents the estimates of the correlations from
the final saturated model. Twin (rfMZ = .40, rDZ = .05)
and parent—offspring (rPO = .12) correlations suggest a
moderate heritability, and non-additive genetic effects. The
parent—offspring correlation being slightly higher than the
DZ/Sibling correlation might be a result of the combination
between non-additive genetic effects and assortative mat-
ing. Non-additive genetic effects result in a fast decrease of
the DZ correlations (Eaves 1972), and assortative mating
inflates the parent—offspring correlation to a larger extent
than it does to the sibling correlation (Crow and Kimura
1970). This pattern of correlations could also be a result of
vertical cultural transmission, which usually results in a
greater intergenerational correlation than it would be
expected under additive genetic effects (Heath et al. 1985).
The thresholds represent the cut point of a normal dis-
tribution that an individual has to achieve in order to
endorse the next loneliness score, independently of the
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Table 4 Model fitting results for the study of the mechanisms of mate selection and estimates of twin-spouse, cotwin—-spouse and spouse—spouse

correlations
Model —2LL df Versus P Adf P
1 Full unconstrained 13914.247 5,722
2 Spouse—Spouse equal for MZ & DZ 13916.039 5,723 1 1.791 1 181
3 Spouse—Spouse = 0 13916.468 5,724 2 429 1 512
4 Twin—cotwin’s spouse equal for MZ & DZ 13917.633 5,725 3 1.165 1 .280
5 Twin—cotwin’s spouse = husband-wife 13919.276 5,726 4 1.643 1 199
6 Twin—cotwin’s spouse = husband-wife = 0 13930.556 5,727 5 11.274 1 <.001
Full Model Model 5
MZ DZ MZ Dz
Twin-own spouse 17 (N = 476) 17 (N = 381) 13 13
Twin-cotwin spouse 12 (N = 390) .02 (N = 260) 13 13
Twin spouse-cotwin spouse —-05 N =179 24 (N =55) .00 .00
—2LL = —2 log-likelihood of the model, df degrees of freedom, vs versus, y° difference in —2 LL between nested models, Adjf difference in

degrees of freedom between nested models, p p value associated with y?, MZ monozygotic, DZ dizygotic

Best fitting model indicated in bold

Table 5 Model fitting results from saturated model and maximum likelihood estimates for parameters (familial correlations, thresholds and
regression of age and marital status on thresholds) under the best model (indicated in bold)

Model —2LL df Versus b Adf p

1. Fully saturated 20897.068 8,651

Tests on the model for the thresholds (ts)

2.ts MZ = ts DZ 20911.400 8,657 1 14.332 6 .026
3. ts parents = ts offspring 20925.113 8,663 2 13.713 6 .030
4. ts males = ts females 20931.989 8,666 3 6.87 3 .076
4.1 fmarriage males = ffmarriage females 20944.534 8,667 4 12.54 1 <.001
4.2 flage males = fage females 20935.866 8,667 4 3.87 1 .049
5.1 page =0 20946.444 8,668 4.2 10.57 1 .001
5.2 pmarriage = 0 21123.093 8,669 4.2 187.22 2 <.001
Tests on the correlations

6. Spouse correlation = 0 20955.396 8,668 4.2 19.53 1 <.001
7.1 Father—son = Father—daughter 20935.998 8,668 4.2 132 1 716
7.2 Mother—son = Mother—daughter 20936.741 8,669 7.1 743 1 388
7.3 Mother—offspring = Father—offspring 20938.134 8,670 7.2 393 1 234
8.1 MZM = MZF 20939.978 8,671 7.3 1.844 1 174
8.2 DZM (SibMM) = DZF(SibFF) 20945.376 8,672 8.1 5.38 1 .020
8.3DZ = 0OS 20945.461 8,673 8.2 085 1 770

effects of the covariates. The thresholds did not differ
between males and females or between parents and off-
spring. The f for age was estimated at .155, suggesting that
older people show a higher prevalence in the lower cate-
gories, i.e., they are less lonely. The f for marital status
was estimated at .239 for males and .132 for females
indicating that people who are married or engaged in a
stable relationship are less likely to feel lonely. This effect
was stronger for men than for women.

Genetic modeling

Table 7 shows the results of the genetic model fitting. The
first model assumed social homogamy. Models 2 and 3
are complementary, and estimate dominance and cultural
transmission respectively, assuming phenotypic assort-
ment. Although the chi-square of these models leads to a
significant p value, the RMSEA indicates that all models
provide an acceptable fit to the data. The dominance model

@ Springer



Behav Genet

Table 6 Estimates of the correlations from the final saturated model
(8.3)

r

Monozygotic twin 397
Dizygotic/sibling .047
Parent—offspring 122
Spouse .163

seems to provide the best fit according to BIC and AIC. In
model 4, both cultural transmission and dominance are
constrained at zero. The comparison of this model against

the prior two models (model 2 and 3) suggests that both
dominance and cultural transmission make a significant
contribution to the variance of loneliness. Model 5 and 6
indicate that additive genetic effects and assortment are
significantly different from zero.

Under social homogamy genetic differences explain
29.7% of the variance, and the remaining 70% is explained
by non-shared environment. The non-parental shared
environment explained a small percentage of .3%, and the
parental 0%. Under phenotypic assortment, additive
genetic influences explain 18% of the variance, with .5%
due to assortment. Dominance explains 19% of the

Table 7 Genetic model fitting results and parameter estimates from social homogamy and phenotypic assortment models

Parameter Model
1 2 3 4 5 6

a: Additive genetic path .545 423 .629 513 - 443

¢: Shared environmental path® .059 - - - - -

d: Non-additive genetic path - 433 - - - 418

e: Unique environmental path .836 .793 .801 852 1.000 793

i: Assortative mating path 47.986 164 159 152 .165 -

g: Variance of A factors - 1.031 1.058 1.044 1.000 1.000

r: C variance (non transmitted) 975 - .018 - - -

s: Genotype—environment covariance - - —.062 - - -

f: Cultural transmission path .016 - —.089 - - -

—2 Log likelihood 20965.81 20955.43 20959.40 20970.28 21090.90 20974.98

Degrees of freedom 8,674 8,674 8,674 8,675 8,676 8,675

Number of parameters 12 12 13 11 10 11

Root mean square error of approximation .048 034 .040 .041 118 .047
.035

Bayesian information criterion —25,333 —25,339 —25,337 —25,335 —25,279 —25,333

Akaike information criterion 18.35 7.97 11.93 20.82 139.44 25.51

Versus SAT SAT SAT 1 3 1
2

7 20.351 9.978 13.939 14.844 120.618 19.541
10.883

p value <.001 001 <.001 <.001 <.001 <.001
.001

Model I: Social homogamy model

Number of constraints included in this model = 3; the total variance in twins, the total variance in parents and the shared environmental variance

in twins are constrained to equal 1

Model 2: Phenotypic assortment: Dominance model

Number of constraints included in this model = 2; the total variance is constrained to equal 1 and the parameter g in the parental generation are

constrained as a function of the parameters in the offspring generation

Model 3: Phenotypic assortment: Cultural transmission model

Number of constraints included in this model = 4; the total variance is constrained to equal 1 and the parameters g, r and s in the parental
generation are constrained as a function of the parameters in the offspring generation

Model 4: As model 2 + no dominance

Model 5: As model 4 4+ no additive genetic influences
Model 6: As model 2 + no assortative mating

* Shared environment not induced by cultural transmission
Best fitting model indicated in bold
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variance and the remaining 63% is explained by non-
shared environment. Under the cultural transmission model
(model 3), additive genetics would explain 42% of the
variance, with 2% due to assortment. Negative cultural
transmission would explain 2% of the variance, and the
negative gene—environment correlation would explain 8%
of the variance. A negative estimate of cultural transmis-
sion implies that parents try to educate their children in an
opposite direction to their own phenotypes. Heath et al.
(1985) demonstrated that, the effects of dominance tend to
mask those of VCT, and thus increase the number of
individuals necessary to estimate VCT. However, their
simulation study showed that the current sample is suffi-
cient to estimate an effect of cultural transmission of .3
under the presence of genetic dominance with sufficient
power. Heath et al. (1985) also demonstrated that, in the
absence of VCT, dominance leads to negative estimates of
cultural transmission parameters, which is precisely the
pattern of results encountered here. We can thus conclude
with a certain level of confidence that the dominance
model is the most appropriate to explain individual
differences in loneliness.

Main and moderating effects of covariates

Based on the dominance model we tested the moderating
effects of a series of sociodemographic covariates on the
variance components of loneliness, as well as their main
effects. Table 8 shows the estimates (first the main effect
for men and women and then variance components and
their moderation) for each of the covariates. All covariates
had significant main effects on loneliness, with a tendency
for stronger effects in men. Married people, with children,
a higher education and a larger number of siblings are less
likely to feel lonely. The work situation affects men and
women in opposite directions. Men who work more feel
less lonely, whereas for women the pattern is the opposite.

Table 8 Parameter estimates from full moderator models (significant
estimates in bold)

Marriage Children Education Work Siblings

Pmaing -.181 =113 —-.029 —-.013 —.059
Pmain -.106 —-.034 .008 019 —.022
Additive genetic 297 —.305 266 348 —.268
Pa .043 —.017 .022 —.007 —.044
Dominance .367 .356 .370 321 331
genetic

Pa —.084 —.038 —.023 —.005 —.031
Unique .566 571 594 573 589
environment

Pe .007 .006  —.005 .003 —.003

It should be noted though that these effects are rather small.
For each covariate we tested their moderating effects on the
non-shared environmental variance (f.), the variance due
to dominance (f4), and the additive genetic variance (f3,).
Most moderating effects on the variance components were
not significant. The moderating effects of marital status and
number of siblings on the dominance component were
marginally significant (p < .05 but p > .01). According to
these results the proportion of variance explained by
dominance would be lower for married people with a larger
number of siblings.

Discussion

The present study extends the prior work on the genetics of
loneliness. Firstly, we established that the instrument that
was used in this study showed measurement invariance
(MI) with respect to sex, age, zygosity, parental and twin
status. Only for marital status, MI could not be established.
Secondly, consistent with prior research, we found that
loneliness is moderately heritable. A genetic model that
included non-additive genetic variation provided the best
fit to the data. It is likely, that loneliness has a stable trait-
like component, independent of environmental situations.
Individuals may inherit different sensitivities to social pain.
Just as some people are sensitive to physical pain and
respond more strongly to protect themselves, some people
may be more sensitive to the social pain caused by real or
perceived rejections. Individuals who are especially sen-
sitive to social painful may tend to engage in self-protec-
tive cognition and behavior in interpersonal interactions
which, paradoxically, results in their thinking and acting in
off-putting ways. Alternatively, individuals may inherit
different propensities to feel lonely given a specific social
context. That is, people may differ in their propensity to
extract and burn social nutrients, much like people differ in
the propensity to extract and burn calories from the food
they eat. Neither a high or low propensity is best in an
absolute sense, each is best in different environmental
conditions. Results from a recent fMRI study are consistent
with this hypothesis. Participants were exposed to pleasant
social pictures (e.g., a smiling couple) and equally pleasant
pictures of objects (e.g., a sun setting over the ocean) while
in an fMRI scanner. Individuals low in loneliness were
more likely to show activation of the ventral striatum, a
reward area in the limbic lobule, when viewing the pleasant
social pictures than when viewing the pleasant nonsocial
pictures, whereas individuals high in loneliness showed the
opposite response (Cacioppo et al. 2009). It was as if
individuals low in loneliness are affected more positively
when exposed to people in pleasant circumstances than are
individuals high in loneliness.
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The presence of genetic variation due to dominance
suggests that a given trait has probably not been neutral to
selection (Eaves et al. 1999; Keller et al. 2005). Penke et al.
(2007) demonstrate that recurring selection in different
directions tends to deplete the additive genetic variance and
increase the proportion of non-additive genetic variance.
Thus, selection pressures on loneliness and other person-
ality traits must vary across environments and/or across
time, so that the net fitness effects are neutral if averaged.
This process is known as “balancing selection” by envi-
ronmental heterogeneity. This would suggest that different
extremes of the continuum of loneliness might be adaptable
in different kinds of environments. However, based on the
present study other explanations for selection pressures
cannot be excluded since there may be a survival effect
present for loneliness.

Thirdly, the small but significant effect for assortive
mating indicated that non-lonely individuals tend to bear
children with non-lonely individuals, whereas lonely indi-
viduals tend to bear children with lonely individuals. Prior
research indicates that lonely individuals are perceived
more negatively than non-lonely individuals (e.g., Lau and
Gruen 1992), an effect that is greater for lonely than non-
lonely perceivers (Rotenberg and Kmill 1992). Lonely
individuals also have more difficulty developing strong
relationships with classmates than non-lonely individuals
(Anderson and Martin 1995; Duck et al. 1994) and they
perceive their friends as less similar to themselves than do
non-lonely individuals (Bell 1993). Given lonely individ-
uals are perceived to be less interpersonally attractive than
non-lonely individuals, positive assortative mating may
occur because non-lonely individuals are more likely to
achieve the joint consent necessary for marriage with non-
lonely individuals, leaving the relatively unpopular lonely
individuals with fewer options (Nurmi et al. 1997).

We also examined predictors of loneliness. Marriage,
the number of children, years of education, and the number
of siblings are associated with lower levels of loneliness.
Interestingly, these effects tended to be stronger for men
than women. Tornstam (1992) examined the loneliness of
2,795 Swedish residents 15-80 years. As in the current
study, married individuals were less lonely than unmarried
individuals and this effect was stronger for men than
women. Work, on the other hand, appeared to have quite
different effects on men and women, with men showing
lower levels of loneliness and women higher levels of
loneliness when employed. The effect of age on loneliness
was equal for males and females. The positive association
indicated that younger individuals feel lonelier than older
individuals. The literature typically shows that loneliness
does not vary with age until late in life (over ages 80 or 85),
when disabilities and limitations increase loneliness
(Dykstra et al. 2005; Victor et al. 2005; Savikko et al.
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2005; Jylhd 2004). This oldest age group is highly under-
represented in our sample in which loneliness is greatest in
the young adults.

Finally, Fowler et al. (2009) provided evidence recently
for the heritability of the social network attributes of
transitivity (the likelihood that two of a person’s contacts
are connected), centrality (the fraction of paths in a net-
work that pass through a given individual), and in-degree
(the number of times a person is named as a friend). The
heritability of these network characteristics suggests the
existence of intrinsic node characteristics, that is, heritable
attributes and behaviors of the individuals comprising the
social network. Given the present results for the heritability
of loneliness and prior research showing that loneliness
predisposes more negative social perception and behavior
(Cacioppo and Patrick 2008), loneliness may serves as an
intrinsic node characteristic underlying the heritability of
social networks. For instance, Fowler et al. (2009) found
the pattern network heritability was explained best by an
“Attract and Introduce” model in which: (a) some indi-
viduals were inherently more likely to receive friendship
nominations, and (b) some individuals are inherently more
likely to introduce new friends to existing friends. As noted
above, lonely individuals are identifiable by both lonely
and nonlonely individuals and are liked less than nonlonely
individuals (e.g., Anderson and Martin 1995), as posited in
(a). If lonely individuals are also less likely to introduce
new friends to existing friends, as would be expected given
the effects of loneliness on social cognition (Cacioppo and
Patrick 2008), then the trait of loneliness would meet both
conditions specified by Fowler et al. (2009) to produce the
heritability of the social network attributes they observed.

Several limitations should be kept in mind when inter-
preting the results of this study. Firstly, spouses may
actively influence each others’ loneliness scores through
marital interaction. If spouses are more similar in their
loneliness scores as a function of the duration of the rela-
tionship this is not captured in the present analyses. We
therefore calculated the correlation between the differences
in the loneliness scores of two spouses with the duration of
the relationship. Based on data from 1,091 spouse pairs a
correlation of —.056 was estimated which was not signif-
icantly different from zero. It is thus unlikely that marital
interaction influenced our results. A second more general
limitation, related to the first one, concerns social interac-
tions among family members. In the present study we
tested for vertical cultural transmission, i.e., a direct
influence of the parental phenotype on the phenotype of
their offspring. However, the offspring in this study con-
sisted of adults (mean age 35 years, SD = 11.6) so most
offspring will not longer live at home with their parents.
Thus, it may be that there is a direct influence of parental
loneliness on offspring loneliness, but only as long as
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parents and offspring share the same house. The same
concern applies to social interaction among siblings. Sib-
ling interaction effects for threshold variables are indicated
if there are prevalence differences between MZ and DZ
twins (or siblings). Table 1 shows that there is very little
evidence for such differences. Moreover, comparisons of
DZ and sibling correlations showed little/no evidence for a
special twin environment. Again, when interpreting the
results one should keep in mind that siblings in this study
do no longer share a house.

In conclusion, a relatively simply model seems to suffice
to explain individual differences in loneliness. Several
demographic variables including marriage, having siblings
and children and educational attainment explain part of the
variance in loneliness. Genetic factors, both additive and
non-additive, explain about 37% of the variance. The
influence of genetic factors is not modified by any these
demographic traits.

Acknowledgments This study was supported by the Borderline
Personality Disorder Research Foundation; Spinozapremie (NWO/SPI
56-464-14192); Center for Neurogenomics and Cognitive Research;
Center for Medical Systems Biology (NWO Genomics); Twin-family
database for behavior genetics and genomics studies (NWO 480-04-
004).

Open Access This article is distributed under the terms of the
Creative Commons Attribution Noncommercial License which per-
mits any noncommercial use, distribution, and reproduction in any
medium, provided the original author(s) and source are credited.

References

Akaike H (1987) Factor-analysis and AIC. Psychometrika 52:317-332

Anderson CM, Martin MM (1995) The effects of communication
motives, interaction involvement, and loneliness on satisfaction.
Small Group Res 26:118-137

Bartels M, Cacioppo JT, Hudziak JJ, Boomsma DI (2008) Genetic
and environmental contributions to stability in loneliness
throughout childhood. Am J Med Genet B Neuropsychiatr
Genet 147B:385-391

Bell B (1993) Emotional loneliness and the perceived similarities of
one’s ideas and interests. J Soc Behav Pers 8:273-280

Berscheid E (1985) Interpersonal attraction. In: Lindzey G, Aronson
E (eds) The handbook of social psychology, 3rd edn. Random
House, New York, pp 413484

Boomsma DI, Martin NG (2002) Gene—environment interactions. In:
D’haenen H, den Boer JA, Willner P (eds) Biological psychiatry.
Wiley, New York, pp 181-187

Boomsma DI, Molenaar PCM (1987) Constrained maximum-likeli-
hood analysis of familial resemblance of twins and their parents.
Acta Genet Med Gemellol 36:29-39

Boomsma DI, Vink JM, Van Beijsterveldt TC, de Geus EJC, Beem L,
Mulder EJ, Derks EM, Riese M, Willemsen GHM, Bartels M,
van den Berg M, Kupper HM, Polderman JC, Posthuma D,
Rietveld MJH, Stubbe JH, Knol LI, Stroet TH, van Baal GCM
(2002) Netherlands twin register: a focus on longitudinal
research. Twin Res 5:401-406

Boomsma DI, Willemsen G, Dolan CV, Hawkley LC, Cacioppo JT
(2005) Genetic and environmental contributions to loneliness in
adults: the Netherlands Twin Register Study. Behav Genet
35:745-752

Boomsma DI, Cacioppo JT, Slagboom PE, Posthuma D (2006a)
Genetic linkage and association analysis for loneliness in Dutch
twin and sibling pairs points to a region on chromosome 12q23—
24. Behav Genet 36:137-146

Boomsma DI, De Geus EJC, Vink JM, Stubbe JH, Distel MA,
Hottenga JJ, Posthuma D, van Beijsterveldt CEM, Hudziak JJ,
Bartels M, Willemsen G (2006b) Netherlands twin register: from
twins to twin families. Twin Res Hum Genet 9:849-857

Boomsma DI, Cacioppo JT, Muthen B, Asparouhov T, Clark S (2007)
Longitudinal genetic analysis for loneliness in Dutch twins.
Twin Res Hum Genet 10:267-273

Burt RS (1986) Strangers, friends and happiness (GSS Technical
Report No. 72). University of Chicago, National Opinion
Research Center, Chicago

Byrne D, Ervin CR, Lamberth J (1970) Continuity between the
experimental study of attraction and real-life computer dating.
J Pers Soc Psychol 16:157-165

Cacioppo JT, Patrick B (2008) Loneliness: human nature and the need
for social connection. W. W. Norton & Company, New York

Cacioppo JT, Hughes ME, Waite LJ, Hawkley LC, Thisted RA (2006)
Loneliness as a specific risk factor for depressive symptoms: cross
sectional and longitudinal analyses. Psychol Aging 21:140-151

Cacioppo JT, Hawkley LC, Kalil A, Hughes ME, Waite L, Thisted
RA (2008) Happiness and the invisible threads of social
connection: the Chicago health, aging, and social relations
study. In: Eid M, Larsen R (eds) The science of well-being.
Guilford, New York, pp 195-219

Cacioppo JT, Norris CJ, Decety J, Monteleone G, Nusbaum H (2009)
In the eye of the beholder: individual differences in perceived
social isolation predict regional brain activation to social stimuli.
J Cogn Neurosci 21:83-92

Cacioppo JT, Hawkley LC, Thisted RA (in press) Perceived social
isolation makes me sad: five year cross-lagged analyses of
loneliness and depressive symptomatology in the Chicago
Health, Aging, and Social Relations Study. Psychol Aging

Caspi A, Harrington H, Moffitt TE, Milne BJ, Poulton R (2006)
Socially isolated children 20 years later: risk of cardiovascular
disease. Arch Pediatr Adolesc Med 160:805-811

Cloninger CR (1980) Interpretation of intrinsic and extrinsic struc-
tural relations by path-analysis—theory and applications to
assortative mating. Genet Res 36:133-145

Cloninger CR, Rice J, Reich T (1979) Multifactorial inheritance with
cultural transmission and assortative mating 2. General-model of
combined polygenic and cultural inheritance. Am J Hum Genet
31:176-198

Cole SW, Hawkley LC, Arevalo JM, Sung CY, Rose RM, Cacioppo
JT (2007) Social regulation of gene expression in human
leukocytes. Genome Biol 8:R189. doi:10.1186/gb-2007-8-9-
r189

Crow JF, Kimura M (1970) An introduction to population genetics
theory. Harper & Row, New York

Derom C, Derom R (2005) The East flanders prospective twin survey.
In: Blickstein IKLG (ed) Multiple pregnancy: epidemiology,
gestation and perinatal outcome, 2nd edn. Taylor and Francis,
Oxford, pp 39-47

Derom CA, Vlietinck RF, Thiery EW, Leroy FOG, Fryns JP, Derom
RM (2006) The East Flanders Prospective Twin Survey
(EFPTS). Twin Res Hum Genet 9:733-738

Distel MA, Ligthart L, Willemsen G, Nyholt DR, Trull TJ, Boomsma
DI (2007) Personality, health and lifestyle in a questionnaire
family study: a comparison between highly cooperative and less
cooperative families. Twin Res Hum Genet 10:348-353

@ Springer


http://dx.doi.org/10.1186/gb-2007-8-9-r189
http://dx.doi.org/10.1186/gb-2007-8-9-r189

Behav Genet

Duck S, Pond K, Leatham G (1994) Loneliness and the evaluation of
relational events. J Soc Pers Relat 11:253-276

Dykstra PA, van Tilburg T, de Jong Gierveld J (2005) Changes in
older adult loneliness: results from a seven-year longitudinal
study. Res Aging 27:725-747

Eaves LJ (1972) Computer simulation of sample size and experi-
mental design in human psychogenetics. Psychol Bull 77:144—
152

Eaves LJ (1984) The resolution of genotype x environment interac-
tion in segregation analysis of nuclear families. Genet Epidemiol
1:215-228

Eaves LJ, Fulker DW, Heath AC (1989) The effects of social
homogamy and cultural inheritance on the covariances of twins
and their parents—a Lisrel model. Behav Genet 19:113-122

Eaves LJ, Heath A, Martin NG, Maes HHM, Neale M, Kendler KS,
Kirk K, Corey L (1999) Comparing the biological and cultural
inheritance of personality and social attitudes in the Virginia
30000 study of twins and their relatives. Twin Res 2:62-80

Emler N (1994) Gossip, reputation and adaptation. In: Goodman RF,
Ben-Ze’ev A (eds) Good gossip. University of Kansas Press,
Lawrence, pp 34-46

Ernst JM, Cacioppo JT (1998) Lonely hearts: psychological perspec-
tives on loneliness. Appl Prev Psychol 8:1-22

Flora DB, Curran PJ (2004) An empirical evaluation of alternative
methods of estimation for confirmatory factor analysis with
ordinal data. Psychol Methods 9:466-491

Fowler JH, Dawes CT, Christakis NA (2009) Model of genetic
variation in human social networks. Proc Natl Acad Sci
106:1720-1724

Fulker DW (1982) Extensions of the classical twin method. Hum
Genet Part A Unfold Genome 103A:395-406

Gregorich SE (2006) Do self-report instruments allow meaningful
comparisons across diverse population groups? Testing mea-
surement invariance using the confirmatory factor analysis
framework. Med Care 44(11):78-94

Hawkley LC, Masi CM, Berry JD, Cacioppo JT (2006) Loneliness is
a unique predictor of age-related differences in systolic blood
pressure. Psychol Aging 21:152-164

Hawkley LC, Hughes ME, Waite LJ, Masi CM, Thisted RA,
Cacioppo JT (2008) From social structural factors ro perceptions
of relationship quality and loneliness: the Chicago Health,
Aging, and Social Relations Study. J Gerontol B Psychol Sci Soc
Sci 63(6):S375-S384

Heath AC, Eaves LJ (1985) Resolving the effects of phenotype and
social background on mate selection. Behav Genet 15:15-30

Heath AC, Kendler KS, Eaves LJ, Markell D (1985) The resolution of
cultural and biological inheritance—informativeness of different
relationships. Behav Genet 15:439-465

Herzog W, Boomsma A, Reinecke S (2007) The model-size effect on
traditional and modified tests of covariance structures. Struct
Equ Model 14:361-390

House JS, Landis KR, Umberson D (1988) Social relationships and
health. Science 241:540-545

Hughes ME, Waite LJ, Hawkley LC, Cacioppo JT (2004) A short
scale for measuring loneliness in large surveys—results from
two population-based studies. Res Aging 26:655-672

Hughes ME, Hawkley LC, Waite LJ, Masi CM, Thisted RA,
Cacioppo JT (2008) Who are the lonely people I: the health
and retirement study (Paper submitted for publication)

Jylhd M (2004) Old age and loneliness: cross-sectional and longitu-
dinal analyses in the Tampere Longitudinal Study on Aging. Can
J Aging 23:157-168

Kahneman D, Krueger A, Schkade D, Schwarz N, Stone A (2004) A
survey method for characterizing daily life experience: the day
reconstruction method (DRM). Science 3:1776—-1780

@ Springer

Keller MC, Coventry WL (2005) Quantifying and addressing
parameter indeterminacy in the classical twin design. Twin
Res Hum Genet 8:201-213

Keller MC, Coventry WL, Heath AC, Martin NG (2005) Widespread
evidence for non-additive genetic variation in Cloninger’s and
Eysenck’s personality dimensions using a twin plus sibling
design. Behav Genet 35:707-721

Lau S, Gruen GE (1992) The social stigma of loneliness: effect of
target person’s and perceiver’s sex. Pers Soc Psychol 18:182—
189

Maes HH, Neale MC, Medland SE, Keller MC, Martin NG, Heath
AC, Eaves LJ (2009) Flexible Mx specification of various
extended twin kinship designs. Twin Res Hum Genet 12:
26-34

Marangoni C, Ickes W (1989) Loneliness: a theoretical review with
implications for measurement. J Soc Pers Relat 6:93-128

Markon KE, Krueger RF (2004) An empirical comparison of
information-theoretic selection criteria for multivariate behavior
genetic models. Behav Genet 34:593-610

Martin NG, Boomsma DI, Machin GA (1997) A twin-pronged attack
on complex traits. Nat Genet 17:387-392

McGuire S, Clifford J (2000) Genetic and environmental contribu-
tions to loneliness in children. Psychol Sci 11:487-491

Mellenbergh GJ (1989) Item bias and item response theory. Int J Educ
Res 13:127-143

Meredith W (1993) Measurement invariance, factor analysis and
factorial invariance. Psychometrika 58:525-543

Millsap RE, Yun-Tein J (2004) Assessing factorial invariance in
ordered-categorical measures. Multivar Behav Res 39:479-515

Muthén LK, Muthén BO (2005) Mplus user’s guide, 3rd edn. Muthén
& Muthén, Los Angeles

Myers DG, Diener E (1995) Who is happy? Psychol Sci 6:10-19

Neale M, Cardon L (1992) Methodology for genetic studies of twins
and families. NATO. twins and families. Kluwer, Dordrecht

Neale MC, Walters EE, Eaves LJ, Maes HH, Kendler KS (1994)
Multivariate genetic-analysis of twin-family data on fears—Mx
models. Behav Genet 24:119-139

Neale M, Boker SM, Xie G, Maes HHM (2006) Mx: statistical
modeling, 6th edn. Department of Psychiatry, VCU Box 900126,
Richmond, VA, 23298

Neimeyer RA, Mitchell KA (1988) Similarity and attraction: a
longitudinal study. J Soc Pers Relat 5:131-148

Norusis MJ (2005) Spss 13.0 guide to data analyses. Prentice Hall,
Englewood Cliffs

Nurmi JE, Toivonen S, Salmela-Aro K, Eronen S (1997) Social
strategies and loneliness. J Soc Psychol 137:764-777

Penke L, Denissen JJA, Miller GF (2007) The evolutionary genetics
of personality. Eur J Pers 21:549-587

Penninx BW, van Tilburg T, Kriegsman DM, Deeg DJ, Boeke AJ,
van Eijk JT (1997) Effects of social support and personal coping
resources on mortality in older age: the Longitudinal Aging
Study Amsterdam. Am J Epidemiol 146(6):510-519

Peplau LA, Perlman D (1982) Perspective on loneliness. In: Peplau
LA, Perlman D (eds) Loneliness: a sourcebook of current theory,
research and therapy. Wiley, New York, pp 1-20

Posthuma D, Boomsma DI (2000) A note on the statistical power in
extended twin designs. Behav Genet 30:147-158

Purcell S (2002) Variance components models for gene—environment
interaction in twin analysis. Twin Res 5:554-571

Rebollo I, De Moor MHM, Dolan CV, Boomsma DI (2006)
Phenotypic factor analysis of family data: correction of the bias
due to dependency. Twin Res Hum Genet 9:367-376

Rebollo I, van der Sluis S, Bartels M, Posthuma D, Boomsma DI
(2007) Modeling GxE with categorical moderators in the
presence of dominance. Behav Genet 37:787-788



Behav Genet

Rotenberg KJ, Kmill J (1992) Perception of lonely and non-lonely
persons as a function of individual differences in loneliness.
J Soc Pers Relat 9:325-330

Russell D, Peplau LA, Cutrona CE (1980) The Revised Ucla
Loneliness Scale—concurrent and discriminant validity evi-
dence. J Pers Soc Psychol 39:472-480

Savikko N, Routasalo P, Tilvis R, Pitkdlda K (2005) Predictors and
subjective causes of loneliness in an aged population. Arch
Gerontol Geriatr 41:223-233

Schermelleh-Engel K, Moosbrugger H, Muller H (2003) Evaluating
the fit of structural equation models: tests of significance and
descriptive goodness of fit measures. MPR Online 8:23-74

Schwarz G (1978) Estimating the dimension of a model. Ann Stat
6:461-464

Seeman TE (2000) Health promoting effects of friends and family on
health outcomes in older adults. Am J Health Promot 14:362—
370

Steiger JH (1990) Structural model evaluation and modification—an
interval estimation approach. Multivar Behav Res 25:173-180

Sugisawa H, Liang J, Liu X (1994) Social networks, social support,
and mortality among older people in Japan. J Gerontol 49:S3—
S13

Tornstam L (1992) Loneliness in marriage. J Soc Pers Relat 9:197—
217

van Grootheest DS, van den Berg SM, Cath DC, Willemsen G,
Boomsma DI (2008) Marital resemblance for obsessive-com-
pulsive, anxious and depressive symptoms in a population-based
sample. Psychol Med 38:1731-1740

Victor C, Scambler S, Bowling A, Bond J (2005) The prevalence of,
and risk factors for loneliness in later life: a survey of older
people in Great Britain. Ageing Soc 25:357-375

Weiss RS (1973) Loneliness: the experience of emotional and social
isolation. MIT Press, Cambridge

Yu CY (2002) Evaluating cutoff criteria of model fit indices for latent
variable models with binary and continuous outcomes. Unpub-
lished doctoral dissertation, University of California, Los
Angeles. Retrieved from http://www.statmodel.com/download/
Yudissertation.pdf

@ Springer


http://www.statmodel.com/download/Yudissertation.pdf
http://www.statmodel.com/download/Yudissertation.pdf

	Familial Resemblance for Loneliness
	Abstract
	Introduction
	Method
	Participants and procedure
	Measures
	Measurement invariance analysis
	Genetic analyses
	Gene-environment interaction
	General model fitting procedure

	Results
	Measurement invariance
	Descriptive statistics
	Mechanism of assortment
	Saturated model
	Genetic modeling
	Main and moderating effects of covariates

	Discussion
	Acknowledgments
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (None)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated v2 300% \050ECI\051)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /SyntheticBoldness 1.00
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveEPSInfo true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org?)
  /PDFXTrapped /False

  /Description <<
    /DEU <>
    /ENU <>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [5952.756 8418.897]
>> setpagedevice


