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Summary

Much of the recent confusion concerning studies of complex phenotypes such as neuropsychiatric disorders
may derive from the inappropriate assumption of simple Mendelian transmission. This has sometimes led
to unrealistic expectations regarding the potential benefits of linkage studies. To investigate how Mendelism
may be simulated, we collected data on a common familial behavioral trait, attendance at medical school,
among the relatives of 249 preclinical medical students. The "risk" of first-degree relatives going to medical
school was approximately 61 times that of the general population. Complex segregation analysis carried
out under a unified model provided strong evidence of vertical transmission. The results were compatible
with transmission of a major effect, and a recessive model provided as satisfactory a fit as a general single-
locus model. Moreover, a commonly applied test, allowing the transmission probability parameter (T2) to
deviate from its Mendelian value, did not give a significant improvement of fit. Only a more general model
where all three transmission probabilities (T1, T2, and T3) were unrestricted resulted in a significantly better
fit than did the recessive model.

Introduction

Familial aggregation is a common feature of many dis-
eases and developmental abnormalities as well as of
many normal human traits and characteristics. Such
aggregation may be the product of shared genes, shared
environment, or A mixture of the two. It is well estab-
lished that, in certain inherited characteristics in animals
measured on a continuous scale, the genetic contribu-
tion derives from the additive effects of multiple genes
at different loci and that the same is also true of other
characteristics which appear discontinuous or quasi-
continuous (Gruneberg 1952). It is likely that similar
mechanisms operate in some human diseases where lia-
bility to develop the disorder is not continuously dis-
tributed in the population and is due to the mainly ad-
ditive combination of multiple genes and environmental
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effects. Only those individuals whose liability at some
stage exceeds a certain threshold become affected (Fal-
coner 1965). When familial correlations in liability are
high and the disorder is common, the resultant pattern
of inheritance may simulate that expected for single-
factor inheritance (Edwards 1960). This may be par-
ticularly important where the phenotype is poorly
defined, so that the inclusion of mild, uncertain, or bor-
derline cases may lead to a classical segregation ratio
which is absent when only definite cases are consid-
ered. Similarly, a deliberate selection only of "loaded"
pedigrees can spuriously provide a "Mendelian ap-
pearance."

There is undoubtedly a genetic contribution to the
familial aggregation of neuropsychiatric disorders such
as schizophrenia (Gottesman et al. 1987), manic depres-
sive illness (McGuffin 1988), and probably Alzheimer
disease (Kay 1989). However, in none of these condi-
tions is a simple Mendelian pattern of segregation usual.
Therefore, with regard to the mode of transmission,
researchers performing linkage studies are forced to
make assumptions which may not be correct. The usual
strategy is to concentrate on multiply affected families
in which transmission is assumed to be via an incom-
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pletely penetrant dominant gene. This has led to a per-
plexing pattern of results (Barnes 1989). There have
been reports of an X-chromosome gene locus linked
to a gene for major depressive disorders (Baron et al.
1987; Mendlewicz et al 1987), to a gene for familial
Alzheimer disease on chromosome 21 (St. George-Hys-
lop et al. 1987), to a gene predisposing to manic depres-
sion on chromosome 11 (Egeland et al. 1987), and to
a susceptibility locus for schizophrenia on chromosome
5 (Sherrington et al. 1988). Unfortunately, other re-
searchers have either failed to replicate these findings
or have even effectively excluded such linkages in their
family material (Gershon et al. 1980; Detera-Wadleigh
et al. 1987; Hodgkinson et al. 1987; Kennedy et al.
1988; Schellenberg et al. 1988). The one promising ex-
ception so far concerns early-onset Alzheimer-type de-
mentia, for which a recent report provides independent
replication of linkage with chromosome 21q markers
and gives a plausible resolution of the apparent dis-
agreement between earlier publications (Goate et al.
1989).
The most popular explanation of disparate or con-

tradictory findings is that most common major mental
disorders are genetically heterogeneous. However, the
fundamental methodological issue-i.e., that likelihood
methods of linkage analysis (Morton 1955; Ott 1985)
require that the mode of transmission of both the main
trait and the marker trait be known -cannot be over-
looked. If incorrect assumptions are made about the
main trait, then incorrect results may be produced. Re-
cent studies show that misspecification of the mode of
transmission (or random misclassification of affecteds)
is not likely to lead to spurious detection of linkage
(Clerget-Darpoux et al. 1986; Greenberg and Hodge
1989). Nevertheless, the search for major genes for men-
tal disorders is premised not on any strong evidence
that such genes exist but, rather, on the absence of any
compelling evidence against their existence. A salutary
example of how a rather different behavioral trait may
stimulate Mendelism was provided by Lilienfield (1959),
who showed, using a simple binomial test, that the
familial distribution of attending medical school was
consistent with autosomal recessive inheritance. We set
out to determine whether we could replicate this finding
by using modern, more powerful methods of complex
segregation analysis.

Methods

First- and second-year medical students at the Univer-
sity of Wales College of Medicine were asked to com-

Table I

Frequency of Attending Medical School in Adult
Relatives of Medical Students

Category of Adult Attending Medical School
Relatives (N) (%)

Fathers (249) ............. 16.1
Mothers (249) ............ 6.0
Siblings (137) ............ 21.9
Grandparents (598) ........ 2.8
Uncles/aunts (1,313) ...... 2.1

plete a detailed questionnaire concerning the higher
educational attainments of their first- and second-degree
relatives. Two hundred forty-nine students (85% of the
sample) provided complete data. Table 1 shows the per-
centage of relatives over the age of 18 who had attended
medical school. The overall percentage of first-degree
relatives attending medical school was 13.4%, com-
pared with approximately 0.22% of the general popu-
lation (Medical Directory 1988), giving a relative risk
of 61.

Segregation analysis was performed on the nuclear
families of our students by using the computer program
POINTER and by applying a unified model approach
(Lalouel et al. 1984), so called because it unifies the
Morton and MacLean (1974) mixed model with the
Elston and Stewart (1971) concept of transmission prob-
abilities. Under the mixed model (fig. 1) it is assumed
that a trait x results from the additive contributions
of a major transmissible effectg, a multifactorial trans-
missible effect c, and a random nontransmitted environ-

t

liability
Figure I Mixed model. The three genotypes AIAI, A1A2, and
A2A2 differ in their mean liabilities as shown. The multifactorial
"background" is represented by the broken line. Only individuals
whose liability exceeds the threshold (shaded area) exhibit the trait.
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mental component e, such that x = g + c + e. The
major effect results from segregation at a single locus
of two alleles Al, A2, leading to three genotypes with
mean liabilities of exhibiting the trait of xI, X2, and
X3 as shown in the figure. If it is assumed that liability
has both an overall mean of zero and a unit variance,
the major gene effect is parameterized in terms of the
following: q, the gene frequency of A2; t, the displace-
ment between xi and X3; and d, a dominance parame-
ter. The transmissible multifactorial component has a
single parameter H, the proportion of total variance
in liability contributed by multifactorial transmission.
Under the unified model, random mating is assumed,
and the parameters Tl, T2, and T3 denote the probabil-
ities of transmitting allele Al for genotypes AIAI,
AIA2, and A2A2, respectively. The Mendelian expec-
tations are Ti = 1, T2 = 1/2, T3 = 0. Pairwise compar-
ison of models can be carried out using the likelihood
ratio test where minus twice the difference in log likeli-
hoods is asymptotically a X2 with df equal to the differ-
ence in the number of parameters (Cavalli-Sforza and
Bodmer 1971).

Attending medical school is comparatively rare in the
population as a whole, and there were no instances of
multiple ascertainment of the same family. Therefore,
we assumed that our procedure for obtaining the sam-
ple was close to single ascertainment through children
and chose a low value for the probability of ascertain-
ment, which was arbitrarily set at .001.
As mentioned above, we applied segregation analy-

sis to nuclear-family data only. Because none of our
probands had children, the sample of relatives encom-
passed three categories: (1) parents, (2) siblings within
the usual "age at risk" for attending medical school,
which in Britain is age 18 years or older, and (3) sib-
lings younger than age 18 years. For simplicity, we re-
duced these to two liability classes. Parents and older
siblings, i.e., groups (1) and (2), were considered to be
in the first liability class, where the population risk of
attending medical school is that for British adults, about
0.22%. Younger siblings, i.e., group (3), were consid-
ered to be in a second liability class. Here the popula-
tion risk is much smaller and difficult to estimate ac-
curately, but certainly it is not zero. From our own
experiences, fewer than one in 40 students gain entry
to medical school before the usual age, and therefore
the risk for the second liability class was set at 0.005%.
A further simplifying assumption was that sex differ-
ences could be ignored. Again, this might present a
potential problem, since inspection of table 1 shows
a higher proportion of "affected" fathers than "affected"

mothers. However, the sex difference disappears in sib-
lings (not shown in table 1), reflecting the fact that there
are now equal numbers of men and women attending
British medical schools.

Results

From inspection of the findings summarized in table
1, it is clear that we are dealing with a trait which is
strongly familial (ifwe accept the population risk figures
of 0.22%). But there is not, on the face of it, a simple
pattern of inheritance. It could be argued that the 22%
frequency of the trait in siblings over age 18 years (ex-
cluding probands) is not significantly different from the
expectation under an autosomal recessive hypothesis
(Pearson x2 = 0.33, NS). However, a segregation ra-
tio of 3:1 would of course only be expected in hetero-
zygous x heterozygous matings in which both parents
appear unaffected, whereas in fact the observed fre-
quency of the trait in parents, particularly in fathers,
is high. We therefore proceeded to complex segrega-
tion analysis using the program POINTER.
The results are summarized in table 2, where likeli-

hood ratios are also listed for comparison of several
models. A "mixed" model of a major gene plus mul-
tifactorial component has significantly more support
than does multifactorial transmission alone (X2 =
14.4, df = 3, P< .005). There is, however, no significant
difference either between the mixed model and the
major-locus model (X2 = 0.01, df = 1, NS) or between
the general single-locus model and a recessive model
where "d" is fixed at 0 (X2 = 0).
A "null" model of no transmission was much less

satisfactory than even the multifactorial model (X2 =

149.17, df = 1, P = .000). Similarly, a hypothesis of
no major effect (q = 0) could be rejected, as could a
model in which all transmission probabilities were set
to be equal. Comparing the recessive model with a more
general vertical transmission model in which T2 was al-
lowed to deviate from its Mendelian value resulted in
no significant change of the likelihood (X2 = 2.37, df
= 1, NS). However, when all transmission probabili-
ties Ti, T2 and T3 were unrestricted and a search was
performed on these together with q and t, a likelihood
ratio test comparison with the recessive model was
significant at the 0.05% level (X2 = 8.92, 3 df). We
can therefore conclude the following:
a) We have very strong evidence of familial transmis-

sion since the null model is much less satisfactory
than any of the transmission models. Similarly, we
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Table 2

Application of a Unified Model

MAXIMuM-LIKELIHOOD PARAMETER ESTIMATES -2 In
ITERATED LIKELIHOOD

MODEL PARAMETERS d t q H T1 T2 T3 + CONSTANT

Mixed (M) .d t q H .087 4.044 .089 .008 [1] [.5] [0] -2879.97
General single locus (GSL).d t q .651 3.899 .088 [0] [1] [.5] [0] -2879.86
Recessive (R) .t q [0] 7.619 .088 [0] [1] [.5] [0] -2879.86
Vertical transmission 1 (Vi) t q T2 [0] 6.363 .129 [0] [1] .143 [0] -2882.23
Vertical transmission 2 (V2) t q T1 T2 T3 [0] 7.254 .038 [0] la .668 .637 -2888.78
Multifactorial (MF) .H [0] [0] [0] .845 [1] [.5] [0] -2865.57
Null (N) . . .[0] [0] [0] [0] [1] [.5] [0] -2716.40
No major affect (NM) .t [0] .7619 [0] [0] [1] [.5] [0] -2716.39
No transmission (NT) .t q [0] 3.201 .113 [0] .887 .887 .887 -2716.40

NOTE.-Likelihood ratios: M-MF = 14.40, df = 3, P < .005; M-GSL = 0.11, df = 1, NS; GSL-R = 0.0, df = 1, NS; V1-R =
2.37, df = 1, NS; V2-R = 8.92, df = 3, P< .05; MF-N = 149.17, df = 1, P = .000; R-NM = 163.47, df = 1, P = .000; GSL-NT
= 163.46, df = 1, P = .000. Fixed parameter values are shown in brackets, e.g., [.5].

' Fixed at a bound during iteration.

can reject q = 0 and a "no-transmission"! model
where all three T parameters are constrained to be
equal.

b) We have strongly suggestive evidence of a major
effect, in that a mixed model has more support than
a multifactorial model but does not have an advan-
tage over a single-locus alone.

c) On grounds of parsimony a recessive-gene hypothe-
sis offers a more satisfactory explanation of the trans-
mission of the trait than does a general single-locus
model, since constraining the dominance parame-
ter to the recessive-model value (i.e., d = 0) did not
produce a reduction of the likelihood.

d) Allowing the transmission probability T2 to deviate
from its Mendelian value of .5 did not result in a
significantly improved fit. This is sometimes consid-
ered the most relevant test of Mendelian transmis-
sion (Lalouel et al. 1984). However, when we went
on to apply an even more general model, allowing
all transmission probabilities to be unrestricted, a
significantly better fit was obtained, allowing rejec-
tion of the recessive model.

Discussion

Both intelligence and personality factors influence
the choice of medicine as a career and the ability to
gain entry to medical school. Both intelligence, as mea-
sured by IQ tests, and personality, as assessed by vari-
ous scales, are moderately heritable (Henderson 1982).
Therefore, it is probable that genetic factors do, in an
indirect way, contribute to the familiality of attending

medical school; but the major-gene hypothesis is, on
commonsense grounds, highly implausible. It is far more
likely that the major source of family resemblance for
this trait derives from family culture and shared envi-
ronment than from shared genes.

Despite this, our analysis not only supported verti-
cal transwission, which could be compatible with ei-
ther cultural or genetic inheritance, but also suggested
transmission of a major "recessive-like" effect. Thus un-
der mixed-model analysis, a major effect, which did
not differ significantly from a recessive pattern of in-
heritance, receives greater support than does the more
intuitively plausible hypothesis of multifactorial trans-
mission. Under a unified model we compared the hy-
pothesis of T2 = 1/2 with the hypothesis of an unres-
tricted T2. This has been suggested by the original
authors of the unified model as the most relevant test
of Mendelian segregation (Lalouel et al. 1984). Again
the recessive-gene hypothesis withstood the test, and
thus far our analysis, using modern, more sophisticated
methods, replicated findings published more than 30
years ago (Lilienfield 1959). Searching on all three trans-
mission probabilities of Elston and Stewart (1971) pro-
vides a yet more stringent test of Mendelian transmis-
sion. This is not always routinely performed within the
context of a unified model analysis (and we suspect from
our own experience that this is at least in part because
of practical problems of achieving convergence). How-
ever, when we compared the completely unrestricted
T model with the recessive model, we were finally able
to reject the latter, albeit at just under the 5% level of
significance (likelihood ratio x2 = 8.91, 3 df).
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Our study is not without its methodological imper-
fections. Reliance on a general population risk figure
derived from the British Medical Directory is not ideal,
and a control population taking into account socioeco-
nomic status and educational level would be desirable.
A sex effect is also apparent in our data in that medical
students' fathers are more likely to have attended medi-
cal school than are their mothers. This, of course, is
not a biological phenomenon but, rather, is a reflec-
tion of the previous selection policies (now abandoned)
in British medical schools of deliberately choosing more
men than women. We chose to ignore parental sex effect
in our analyses, since no sex effect was present in sib-
lings. This is certainly an oversimplification, but it is
not one likely to have biased our results in the direction
of detecting a recessive gene. Therefore, despite these
caveats, the findings on all but one test are compatible
with a recessive-gene hypothesis and partially replicate
results obtained 3 decades earlier (Lilienfield 1959).
The recessive-gene hypothesis did fail the final and

most stringent test ofcomparison, i.e., with a completely
unrestricted T model. However, even here the significance
level was not high, and it could be argued that, because
of the multiple significance tests carried out, we have
not provided convincing refutation of the recessive-gene
hypothesis. It could therefore be further argued that
we have more consistent, and somewhat more persua-
sive, evidence of a major gene for attending medical
school than for any of the neuropsychiatric disorders
recently investigated in linkage studies.
We do not suggest that such linkage strategies should

be abandoned; indeed, we consider that genetic marker
studies of neuropsychiatric disorders have a definite
place in disorders where there is strong prior evidence
of an important genetic component (McGuffin 1988).
Nor do we suggest that genetic approaches are out of
place in studies of complex common disease. Indeed,
we have elsewhere advocated genetic strategies as a
means of refining phenotypes (Farmer et al. 1987), and
we strongly favor the view that genetic studies provide
the most consistent clues to the etiology of common
neuropsychiatric disorders (e.g., see McGuffin et al.
1987). However, our findings can perhaps serve as a
reminder of the dangers of an overeager acceptance of
simple explanations of the transmission of complex
phenotypes and provide a caution against the whole-
sale application of genetic linkage investigations into
any behavioral trait which shows familial aggregation.
As we have discussed elsewhere (McGuffin and Sturt
1986), it would be mistaken to regard either segrega-
tion or linkage analysis as a panacea for the problems

of complex phenotypes or to disregard the lessons to
be learned from the classical methods of clinical fam-
ily, twin, and adoption studies. Instead, an effort con-
tinues to be necessary to improve diagnostic criteria and
phenotype measurement and definition. Such an effort
in combination with the careful and circumspect in-
terpretation of the results of segregation and linkage
analysis ultimately holds real promise.
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