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Abstract
Objectives: Neural networks are a powerful statistical tool that use nonlinear regression type models to obtain
predictions. Their use in the Lifeways cross-generation study that examined body mass index (BMI) of children, among
other measures, is explored here. Our aim is to predict the BMI of children from that of their parents and maternal
and paternal grandparents. For comparison purposes, linear models will also be used for prediction. A complicating
factor is the large amount of missing data. The missing data may be imputed and we examine the effects of different
imputation methods on prediction. An analysis using neural networks (and also linear models) that uses all available
data without imputation is also carried out, and is the gold standard by which the analyses with imputed data sets are
compared.
Results: Neural network models performed better than linear models and can be used as a data analytic tool to
detect nonlinear and interaction effects. Using neural networks the BMI of a child can be predicted from family members to within roughly 2.84 units. Results between the imputation methods were similar in terms of mean squared
error, as were results based on imputed data compared to un-imputed data.
Keywords: Body mass index, Child, Neural networks, Multiple imputation, Multiple imputation by chained equations,
Principal components, Reduction method, Lifeways
Introduction
Increasing levels of body mass index (BMI) present a
problem, particularly in children. Determining possible
pathways of familial transmission is important, both for
prevention and management intervention. In the Lifeways cross-generation cohort study, expectant mothers were recruited initially in 2001–2003 [1]. Height and
weight at age 5 were recorded for 567 children. Where
available from either baseline or follow-up, BMI measurements of their parents, maternal grandmother (mgm)
and grandfather (mgf ), paternal grandmother (pgm) and
grandfather (pgf ) were also recorded. The extent to which
the BMI of the child can be predicted from their parents,
maternal and paternal grandparents is of interest. Neural
networks (NN) have emerged as a major field of statistics
and data analysis where the goal is to create reliable and
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flexible predictive models. They are described in many
books, for example Ripley [2].
As is a common problem in epidemiological studies
the Lifeways study has missing data. Multiple imputation (MI) was developed to address the limitations of a
complete case analysis [3]. Different imputation models
are used here and both NN’s and linear models are fitted
to the imputed data. Results are compared to a reduction
method where no imputations are done, but predictions
are made based on complete data models for the different
patterns of missing data.

Main text
Methods
Neural networks

Neural networks are fitted to these data in order to predict child BMI from (possibly) non-linear functions of
the covariates and their interactions. This is not easily done using a linear model, as the number of possible
non-linear and higher-order interaction terms is large.
We experiment with fitting multi-layer neural networks
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using the backpropagation algorithm of [4] in which one
fits the unknown weight parameters in a neuron using a
gradient search method. The networks we use had one
or more layers of sigmoidal units with a single sigmoidal
output layer. The choice of how many neurons and how
many layers is determined by leave-one-out cross validation i.e. one observation is left out at a time and predicted
by a NN fit to the remainder of the data. The error-difference between actual and predicted is computed, squared
and the average taken over all observations. This will be
referred to as mean squared error (mse). The network
that minimizes this error is chosen. MSE is also used as a
criterion to assess goodness-of-fit of the model. Different
starting weights may give different NN’s and thus different mse. Therefore we fit each NN with 3 repetitions and
the minimum error for each observation is taken. Nonlinearity in the model is also explored using a generalized additive model (GAM) in which the linear predictor
is given by a sum of smooth functions of the covariates
[5]. It’s main difference from a NN model is that interaction terms are not automatically included. It is known
GAM models underestimate p-values and they are not
our main interest.
Multiple imputation

A complete case analysis of these data would involve very
few families (< 15) and statistically more powerful analyses can be done by including individuals with incomplete
data. The MI methods used to do this require the missing
at random assumption to produce unbiased estimates [6].
An investigation into the pattern of missing data in [7]
did not demonstrate any systematic variability and these
data were found to be missing completely at random.
MI is a two-stage process. In stage 1, the incomplete
data set is replicated multiple times, and missing values
are replaced by plausible values drawn from a posterior
distribution according to a suitable imputation model
based on the observed data. In stage 2, the target analysis
is performed on each of the imputed data sets with the
resulting parameter estimate and corresponding standard error of each data set, combined into a single estimate (and standard error) using Rubin’s rules [3]. For
stage 1, we use an imputation model based on principal
component analysis (PCA) due to [8] that is fit using their
R package missMDA. The first step consists in imputing the missing entry with an initial value, then PCA is
performed on the imputed data set. Then, the value fitted by PCA is used to predict a new value for the missing
one. On the new completed data set, the same procedure
is applied and these two steps are repeated until convergence. To prevent over-fitting when there are many
missing values a regularized version of the algorithm is
available.
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We also use a fully conditional specification (FCS),
also known as multiple imputation by chained equations
(MICE), that fits separate univariate models to each variable with missing values, iteratively cycling through the
univariate models. Univariate imputation models considered here are Bayesian linear regression (NORM)
and predictive mean matching (PMM). For NORM as
described in [9], we assume that z is a variable whose
missing values we wish to impute from other (complete)
variables x = (x1 , . . . , xk ), including an intercept term.
Let nz be the number of individuals with observed z values. We assume z|x; β ∼ N (βx, σ 2 ). Let β̂ and V be the
set of estimated regression parameters and corresponding covariance matrix from fitting this model. Let β ∗ be
a random draw from the posterior distribution given by
β ∗ ∼ MVN (β̂, V ). Imputations for z are drawn from the
posterior predictive distribution of z using β ∗.
PMM reduces the impact of model mis-specification,
or non-normality [9]. In PMM, using a perturbed parameter vector β ∗ as above, for each missing value zi with
covariates xi , the q individuals with the smallest values of
|β̂xh − β ∗ xi | (h = 1, . . . , nz) are identified. One of these
q closest individuals, say i′ , is chosen at random, and the
imputed value of zi is zi′ . We use q = 3, which performed
well in a simulation study [9].
The R package mice [10] is used to carry out these procedures. There is no mechanism at present that allows
imputation to be done using a NN model, as a NN model
is not identifiable.
Gold standard‑network reduction method

All patterns of missing data were identified and a NN and
a linear model fit to each data set with those variables
that are present [11].
Statistical analysis

Summary statistics for these data including an analysis involving pairwise correlations and univariate linear
regression models may be seen in [7].
The imputation methods PCA, PMM and NORM are
carried out on the data and 10 imputed data sets obtained
for each method. Each imputed data set is fit using a NN
and a linear model.
Neural net fitting is done using two layers, the first with
two neurons and the second with one, as this provided
close to the best fit in terms of mse and had a low computation time. This is done using the neuralnet package
in R [12]. As computing leave-one-out mse involves 567
NN fits, and 3 replications for each fit are carried out, the
number of data sets imputed for each imputation method
was set to ten. The linear models regress child BMI on a
linear combination of family member’s BMI.
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For the reduction method, since the data set contain 63
patterns of missing values, 63 NN and also 63 linear models are fitted. To provide comparison with other methods,
each NN is trained on 80% of the available data and the
test set is the remaining 20%. The mse is computed and
then the average mse over the 63 NN’s computed. A similar procedure is conducted for the linear model. Computations are carried out in R [13].
The GAM model is fit using the mgcv package in R
with the default options [14].
Results

The fraction of missing data for each family member is child = 0.0, mother = 0.012, father = 0.579,
mgm = 0.561, mgf = 0.716, pgm = 0.679 and pgf = 0.774.
The root mse in the NN models is roughly 1.45 units of
BMI. Thus the BMI of a child can be predicted from family members to within ± 1.96 × 1.45 = ± 2.84 . The following can be inferred from Tables 1 and 2:
• MSE is smallest on data imputed using MICE and
PMM, followed by MICE with Bayesian linear regression and worst for data imputed with PCA. This is
also true for the linear models fit.
• The neural net gave a smaller mse than the linear
model for each imputation method indicating some
non-linearity and interaction terms in the linear
model.
• Imputing with MICE and PMM and fitting with a
neural net gave a slightly smaller mse than the reduction method fit with neural net but the reverse is
true for linear models. The standard deviation of mse
for the reduction method linear models (63 in all) is
large. This is as expected as some of the data sets fitted are quite small e.g. data sets with 6 or 7 family
members.
• The important predictors in the linear model
( p < 0.05) are mother, father and mgm for all impu-

Table 2 Leave-one-out mse (sd) for different models
for the 10 imputed and the reduction data sets
Imputation method

Prediction rule
mse

Mse sd

R2

Neural network
PCA

2.3271

0.0854

22.23

MICE and PMM

2.1106

0.1181

29.46

MICE and NORM

2.2938

0.0965

23.34

Reduction method

2.1662

1.0207

27.60

Linear model
PCA

2.7083

0.0467

9.50

MICE and PMM

2.5674

0.0980

14.20

MICE and NORM

2.6367

0.0780

11.88

Reduction method

2.3033

0.9625

23.02

R2 is the percentage of variation explained

tation methods, except PCA where the mgm is borderline significant.
It is not possible to identify the important predictors for a
NN with any data or the linear model reduction method.
For a NN the weights for any particular neuron are not
identifiable. The linear model reduction method involves
63 linear models, each with different predictors, with no
obvious way of combining the results. The R2 value was
available for each model via the mse.
The results of the GAM fit to one data set imputed by
PMM are shown in Fig. 1. This shows clearly non-linearity in the response of the child with father, mgm and
pgf. We also note, results not shown, that mse for GAM
models in Table 2 are between those for linear models
and NN’s, as is expected. The R2 for a GAM model fitted to data imputed by MICE and PMM was 19.70%, considerably less than the neural net value in Table 2. This
indicates interaction terms (not automatically included in
GAM models) are important in the prediction.

Table 1 Estimates (s.e.) and p-values for each family member in a linear model
Member

Imputation by PCA*
Estimate

s.e.

p-value

Mother

0.0614

0.0178

0.0006

Father

0.0563

0.0232

0.0155

Mgm

0.0325

0.0183

Mgf

0.0413

Pgm
Pgf

Imputation by MICE and PMM

Imputation by MICE and Norm

Estimate

Estimate

s.e.

p-value

0.0519

0.0191

0.0065

0.0900

0.0263

0.0006

0.0757

0.0493

0.0216

0.0267

0.1212

0.0379

0.0142

0.0247

0.5635

0.0094

0.0202

0.6424

* Using prediction rules for the imputed data sets

s.e.

p-value

0.0549

0.0190

0.0038

0.0716

0.0355

0.0438

0.0224

0.0441

0.0157

0.0049

0.0325

0.2430

0.0275

0.0383

0.4703

0.0073

0.0192

0.7023

0.0074

0.0205

0.7171

− 0.0028

0.0528

0.9582

− 0.0155

0.0324

0.6327
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Fig. 1 Typical relationships between child and family members using a GAM model. The figure shows the component smooth functions for each
covariate that make up the GAM fit, on the scale of the linear predictor, with associated confidence bands
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Discussion

NN’s give the best predictions of the methods considered. They also provide a measure of the degree of nonlinear and interaction effects in the data that can aid in
identifying suitable models.
The advantages of this study is that it uses data from
three generations of one family. To our knowledge no
other study has attempted to predict child BMI from
the two previous generations.
In [7] univariate linear regression models were conducted and a maximum R2 of 4% was observed between
child and mother. That between child and mgm was
also 4%. However one of the main aims of that study
was to model associations between family members
and to understand the underlying process generating
the data. Here the aim is to establish how well child
BMI can be predicted from that of family members.
De Silva et al. [15] evaluated the performance of different MI methods including NORM for handling up
to 50% of missing data when assessing the association
between childhood obesity and sleep problems. They
also conducted a simulation study and observed slight
gains in precision for all MI methods when compared
with a complete case analysis. Our results are in agreement with this in terms of comparing imputed data
models with a high percentage of missing data with
reduction methods. There is little difference between
analyses conducted on imputed data and analyses conducted on reduced data—where no imputation is done.
The network reduction method is computationally
intensive to implement but its use as a gold standard
to compare imputed methods is a useful technique in
studies such as this, where large amounts of data are
imputed.
Our results represent valuable information regarding
protocol and data collection in relation to this and similar studies. They indicate that studies based on incomplete data where missing data is imputed can give reliable
results.

Limitations
• The NN architecture used is relatively simple. Slightly
better results can be obtained for more complicated
NN’s as exploratory analyses revealed.
• There is no mathematical theory to justify MICE and
PCA imputation methods in general and no simulation can study all the possibilities. We used real data
to assess deviations from observations and results are
limited to these data.

Page 5 of 6

Abbreviations
BMI: body mass index; Mgm: maternal grandmother; Mgf: maternal grandfather; Pgm: paternal grandmother; Pgf: paternal grandfather; NN: neural
network; MI: multiple imputation; Mse: mean squared error; GAM: generalized
additive model; PCA: principal components analysis; FCS: fully conditional
specification; MICE: multiple imputation by chained equations; NORM: univariate imputation by Bayesian linear regression; PMM: predictive mean matching.
Authors’ contributions
GK is the sole author of this study. The author read and approved the final
manuscript.
Acknowledgements
The Lifeways Cross-Generation Cohort Study was established as part of European Science Foundation-funded “Social Variations in Health Expectancy in
Europe” international research programme and its various sweeps have been
funded by the Health Research Board of Ireland. The study is overseen by a
scientific steering group whose members are (in alphabetical order): Professor
Gerard Bury, Professor Leslie Daly, Professor Sean Daly, Dr. Orla Doyle, Dr Una B.
Fallon, Dr. Frances B. Hannon, Dr. Howard Johnson, Dr. Lucy J. Jessop, Professor
Cecily C. Kelleher, Professor B. Gerard Loftus, Professor John J. Morrison, Professor Andrew W. Murphy, Dr. Celine Murrin, Dr. Isabelle Niedhammer, Dr. John O’
Brien, Professor Helen Roche, Dr. Aakash Shrivastava, Dr. Mary Rose Sweeney,
Professor Richard Tremblay and Dr. Karien Viljoen.
Competing interests
The author declares no competing interests.
Availability of data and materials
The data that support the findings of this study are available from Professor
Cecily Kelleher and the Lifeways cross-generation cohort study steering group
but restrictions apply to the availability of these data, which were used under
license for the current study, and so are not publicly available. Data are however available from the author upon reasonable request and with permission
of Professor Cecily Kelleher and the Lifeways cross-generation cohort study
steering group.
Consent for publication
Not applicable.
Ethics approval and consent to participate
Ethical approval for the Lifeways study was obtained from ethical committees
of Coombe University Hospital, Dublin, University College Dublin, the Irish College of General Practitioners and University College Hospital Galway, Ireland.
Funding
The Lifeways Cross-Generation Cohort Study has been supported in all
sweeps since its establishment in 2001 by the Health Research Board of
Ireland (Grant Numbers HRA_PHS/2010/13, R12052 and R13279). The funding
agency had no role in the design and conduct of the study, in the collection, analysis, and interpretation of the data; or in the preparation, review, or
approval of the manuscript.

Publisher’s Note

Springer Nature remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.
Received: 15 November 2018 Accepted: 12 December 2018

References
1. O’Mahony D, Fallon UB, Hannon F, Kloeckner K, Avalos G, Murphy AW. The
Lifeways Cross-Generation Study: design, recruitment and data management considerations. Irish Med J. 2007;100:3–6.
2. Ripley BD. Pattern recognition and neural networks—a statistical
approach. Cambridge: Cambridge University Press; 1990.

Kelly BMC Res Notes

3.
4.
5.
6.

7.
8.
9.

(2018) 11:897

Rubin DB. Multiple imputation for nonresponse in surveys. New York:
Wiley; 1987.
Rumelhart DE, Hinton GE, Williams RJ. Learning representations by backpropagating errors. Nature. 1986;323:533–6.
Hastie T, Tibshirani R. Generalized additive models. New York: Chapman
and Hall; 1990.
Carlin JB. Multiple imputation: a perspective and historical overview. In:
Molenberghs G, Fitzmaurice G, Kenward M, Tsiatis A, Verbeke G, editors.
Handbook of missing data methodology. New York: Chapman and Hall;
2014.
Murrin CM, Kelly GE, Tremblay RE, Kelleher CC. Body mass index and
height over three generations: evidence from the Lifeways cross-generational cohort study. BMC Public Health. 2012;12:81.
Husson F, Josse J. missMDA: a package for handling missing values in
multivariate data analysis. J Stat Softw. 2016;70:1–31.
White IR, Royston P, Wood AM. Multiple imputation using chained equations: issues and guidance for practice. Stat Med. 2011;30:377–99.

Page 6 of 6

10. van Burren S, Groothuis-Oudshoorn K. mice: Multivariate imputation by
chained equations in R. J Stat Softw. 2011;45:1–67.
11. Sharpe PK, Solly RJ. Dealing with missing values in neural network-based
diagnostic systems. Neural Comput Appl. 1995;3:73–7.
12. Güther F, Fritsch S. neuralnet: training of neural networks. R J.
2010;2(1):30–8.
13. R Development Core Team. R: a language and environment for statistical
computing, 2012. ISBN 3-900051-07-0. http://www.R-project.org.
14. Wood SN. mgcv:GAMs and generalized ridge regression for R. R News.
2001;1:20–5.
15. De Silva AP, Moreno-Betancur M, De Livera AM, Lee KJ, Simpson JA. A
comparison of multiple imputation methods for handling missing values
in longitudinal data in the presence of a time-varying covariate with
a non-linear association with time: a simulation study. BMC Med Res
Method. 2017;17:114.

Ready to submit your research ? Choose BMC and benefit from:

• fast, convenient online submission
• thorough peer review by experienced researchers in your field
• rapid publication on acceptance
• support for research data, including large and complex data types
• gold Open Access which fosters wider collaboration and increased citations
• maximum visibility for your research: over 100M website views per year
At BMC, research is always in progress.
Learn more biomedcentral.com/submissions

