1duasnue Joyiny vd-HIN 1duasnue Joyiny vd-HIN

1duasnue Joyiny vd-HIN

s " NIH Public Access
a2 & Author Manuscript

Published in final edited form as:
J Clin Epidemiol. 2010 December ; 63(12): 1312-1323. doi:10.1016/j.jclinepi.2010.04.020.

Individual (N-of-1) trials can be combined to give population
comparative treatment effect estimates: Methodologic
considerations

Deborah R. Zucker, MD, PhD¥#, Robin Ruthazer, MPH, and Christopher H. Schmid, PhD
Tufts Medical Center /Tufts University, Boston, MA 02111

Abstract/Summary

Objective—To compare different statistical models for combining N-of-1 trials to estimate a
population treatment effect.

Study Design and Setting—Data from a published series of N-of-1 trials comparing amitriptyline
therapy and combination treatment (amitriptyline + fluoxetine ) were analyzed to compare summary
and individual participant data meta-analysis, repeated measures models, Bayesian hierarchical
models, single-period, single-pair and averaged outcome crossover models.

Results—The best fitting model included a random intercept (response on amitriptyline) and fixed
treatment effect (added fluoxetine). Results supported a common, uncorrelated within-patient
covariance structure that is equal between-treatments and across patients. Assuming unequal within-
patient variances, a random effects model was favored. Bayesian hierarchical models improved
precision and were highly sensitive to within-patient variance priors.

Conclusion—Optimal models for combining N-of-1 trials need to consider goals, data sources,
and relative within and between patient variances. Without sufficient patients, between-patient
variation will be hard to explain with covariates. N-of-1 data with few observations per patients may
not support models with heterogeneous within-patient variation. With common variances, models
appear robust. Bayesian models may improve parameter estimation but are sensitive to prior
assumptions about variance components. With limited resources, improving within-patient precision
must be balanced by increased participants to explain population variation.

Keywords
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INTRODUCTION

N-of-1 trials are often multi-crossover, randomized, blinded single-patient trials in which an
individual generally tries two interventions (two treatments or a treatment and a placebo), each
multiple times, to determine which is more effective [1]. By providing more rigorous
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comparative effectiveness assessments for an individual, these trials may offer an approach for
providing evidence-based, personalized medicine. Classically, these single patient (N=1) trials
were designed to aid personal clinical decision-making and to focus solely on the individual’s
response to treatments. Thus the frequency of N-of-1 trial use in current practice is not known
since individual care-focused trials comparing approved treatments and undertaken solely for
personal treatment management are not typically published. Most published reports of N-of-1
trials summarize and compare results across trials from a prospectively-designed series. We
have proposed combining series of similarly designed N-of-1 trials using a Bayesian
hierarchical model for comparative effectiveness research [2]. In addition to incorporating
external information, this methodology gives both a comparative treatment effect estimate for
the population as well as potentially improved effectiveness estimates for individuals by
borrowing strength from the trials of others to learn about between and within-patient variation.
The N-of-1 trial’s presumption of individual uniqueness and its goal of personal prediction
would seem to contrast with the usual clinical trial objective of identifying a common treatment
effect to then apply to each individual in the population. Because combining a series of N-of-1
trials can provide an estimate of overall effect, it is important to understand when one might
use this approach and how this approach and its resulting estimate might agree or differ from
more standard clinical trial designs.

N-of-1 trials have been used to compare interventions for a range of chronic conditions (e.g.,
arthritis[3], fibromyalgia [4;5],Chronic airflow limitation [6]gastric reflux [7],etc [8;9]).
Criteria for using this trial design have been described and are similar to those required for
standard crossover trials.[10;11] The condition must be chronic and stable. The interventions
must be symptomatic (not permanently changing the condition status) and the interventions
need to have appropriate on/off kinetics to limit possible carryover and period effects. Because
there are repeated exposures to the same interventions, N-of-1 trials may be most appropriate
for comparing later phase (e.g., phase V) therapeutics and for head to head comparisons of
approved medications.

To undertake combined N-of-1 trials research, one might use results (if made available) from
already completed trials independently done for personal treatment management. One instead
might undertake a prospective series with the clear population research objective. Or one might
use a combination of trial sources. If one is using already completed trials, what is the best way
to combine their data? If one is prospectively collecting data, do additional measures per patient
increase the precision of the population estimate? Do repeated measurements on individuals
allow for models that are better than those based on one or two measurements per patient?
Although improved estimation of each patient’s individual response is a prime advantage of
N-of-1 trials and having these embedded within population trials might provide implementation
benefits [12], we focus in this paper on the analytic considerations and models for estimating
the population effect.

Each N-of-1 trial provides information not only about within-patient treatment comparisons,
but also about the variation of responses within each patient to each treatment. Therefore, we
wanted to assess whether and how this within-patient variation might best be incorporated into
a population estimate that presumably depends more on between-patient than within-patient
variation. To combine N-of-1 trials, one might first follow the summary meta-analysis
paradigm and combine results within each (patient’s) trial to estimate individual patient effects
and then average across (patients’) trials to obtain an overall effect [13;14]. This type of analysis
can use available data either by patient-period or aggregated to the patient level (for example,
if one has a 2 period trial one would use the simple within-subject difference between the 2
treatments’ outcomes) Alternatively, with patient-period data, as with individual-patient data
meta analysis, one could use mixed-models to combine within and across patient periods
simultaneously [15-18]. For prospectively designed trials with treatment order randomized
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across trials, use of only a subset of the periods would mirror more standard population designs.
For example, analyzing randomized first-period treatment outcomes corresponds to a
randomized parallel group trial; using outcomes from the pair-randomized treatments in the
first two periods corresponds to an AB/BA crossover design. But not all trial series are
prospectively designed and randomized together for combined N-of-1 analysis. Comparing the
subset analyses to models that use all periods can help evaluate the information added by the
multiple crossovers (obtained at higher cost to participants and to the healthcare/research
system).

To inform our comparisons of the various models for optimally combining N-of-1 trials, we
use data from our study of N-of-1 trials comparing amitriptyline and the combination of
amitriptyline plus fluoxetine for treating fibromyalgia syndrome [5] By re-analyzing the data
from this series of similarly designed N-of-1 trials we compare and contrast meta-analysis,
repeated measures models, Bayesian hierarchical models, single-period and single-pair
crossover models for combining N-of-1 trials to obtain a population estimate of comparative
treatment-effectiveness. We consider key sources of variation (within patient, between patient
and random) as well as the assumptions of these different models, and use our data to aid in
choosing between the various analytic options.

1. Data collection and selection

The data come from a series of 58 N-of-1 trials that compared two therapies for fibromyalgia
syndrome (FMS) and were carried out at seven community-based rheumatology practices and
at one FMS referral center [5]. Each N-of-1 trial had six treatment periods divided into 3 sets
of paired treatments — one period on combination therapy (amitriptyline [AMT] + Fluoxetine
fl) and one on the “control” medication (AMT). For treatment allocation, the first treatment
pair was block randomized (for every 20 trial kits, 10 started with AMT and 10 with AMT
+FL). The other 2 pairs were random in their start medications. The Fibromyalgia Impact
Questionnaire (FIQ) score [19] was the outcome measured once at baseline (absent FMS
medications) and once at the end of each of the six 6-week treatment periods. The FIQ is a
patient assessed quality of life assessment tool scored continuously between O (best score) and
100 (worst score). Analyses reported here used data from the forty-six patients who completed
at least two treatment periods (one on each treatment), of whom 34 completed all 6 treatment
periods[5].

2. Analytic Approaches for Combining N-of-1 Trials

We investigated three analytic methods for combining all data available from the N-of-1 trials:
(i) summary data meta-analysis, (ii) linear mixed models using maximum likelihood
(individual participant data [IPD] meta-analysis), and (iii) Bayesian hierarchical models with
and without informative prior information. We compared these answers with analyses applied
to portions of the data that mirrored more standard clinical trial designs: (i) a t-test applied to
only the first period measurement from each trial (analogous to a randomized parallel group
trial) and (ii) a paired t-test of data from only the first two periods (one on each treatment) of
each N-of-1 trial (analogous to a typical AB/BA single crossover design). We also used a paired
t-test to estimate the mean difference of each patient’s averaged outcome on each treatment
across the N-of-1 trials. To simplify model comparisons, we focus here on analyses using data
from the 34 individuals who completed their N-of-1 trials (all 6 treatment periods) and thus
have balanced trial designs. Later, we discuss some results obtained using data from all the
individuals (N=46) with at least two completed periods (one on each treatment) in beginning
to explore analyses of unbalanced N-of-1 trial designs.
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2.1. Summary Data Meta-Analyses: Considering each N-of-1 study as a separate
trial—A typical estimate of the pooled treatment effect combines summary data from each

N N
trial to form a weighted average ﬁ=zizlwiyi/ Zi: Wi of the individual study estimates, y;
with weights, w;. In a fixed effects model one assumes that each study has the same true mean
effect, u, while in a random effects model, each study can have a different effect, x;, but these
effects are assumed to follow a common distribution, often assumed normal N(x, 72). In a fixed
effects model, the studies’ weights w; = 1/c;2 are often supplied by the inverse of their

variances,s;” ; in a random effects model, the weights wi=1/ (Tf;+0',~2) also include a between-
study variance component 2. Because this between-study variance component is the same for
all the studies being aggregated, the resulting weights are more equal than in the fixed-effects
model and are less sensitive to large differences among their within-study variances.

Using this summary data meta-analysis approach, a set of N-of-1 trials could be combined
using the studies’ observed mean effects y and variances ;2. But unlike a typical summary
data meta-analyses in which large population trials supply good estimates of within-trial
variances, N-of-1 studies typically have only a handful of observations and so their within-trial
variances are not well-estimated.

Many years ago, Cochran [20] suggested that when combining results of small population
studies it may be better to assume a common within-study variance formed by pooling across
trials. Within-study inverse variance weights are then proportional to the studies’ sample sizes.
When the trials’ designs are balanced and have the same number of unit measurements their
weights are equal. We fit fixed and random effects combined N-of-1 summary meta-analysis
models with both separate and common variances to the combined N-of-1 data. Within-study
variance was estimated using a standard sample variance formula. The between-study variance
component was estimated using the method of DerSimonian and Laird [13] and models were
fit using S-Plus 6.2.

2.2 Linear Mixed Models: Combining Individual-Patient Data [ IPD] Across Trials
—Increasingly, meta-analyses use mixed models to combine individual participants’ data
(IPD) across trials [14-17] while accounting for correlations in the data that derive from the
clustering of participants within the trials. When these clusters (studies) are treated as a random
sample from a population of potential clusters, the model contains additional variance
components to represent the between-study variation. In typical IPD meta-analyses, the
participants are the units providing the correlated measurements within the study clusters. In
contrast, in series of N-of-1 trials, the correlated data are the multiple comparative
measurements taken on individuals and the model then has within-patient variance
components, as in longitudinal studies [21]. If these patients are then nested within a clinical
practice or a specific trial series, the correlated data structure may be extended further to reflect
this.

Touse alinear mixed model to aggregate trials’ data requires clearly defined assumptions about
the model’s multiple components and their relationships. In combining our N-of-1 trials these
include: (i) determining the model parameters, (ii) characterizing parameters’ effects on the
outcome (fixed versus random effect assumptions) and (iii) defining assumptions regarding
the several variance components.

Model Parameters: We let Yjj be the observed FIQ score for the it patient in the j™ period (j
=1,2,...,J)and let Y = (Yi1, Yio, ..., Yiy) denote the collection of FIQ scores for the it patient.
We assume Y; follows a multivariate normal distribution with mean u;, and a JxJ covariance
matrix Zj, expressed Y ~ N (uj, 2j). In the balanced repeated crossover design in our study,
half of the measurements were taken under AMT+FL (treatment) and half under AMT
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(control). The mean treatment effect vector u; then consists of separate values for the two
treatments. Using an indicator variable X;jj = 1 for treatment with AMT+FL and X;; = 0 for
AMT, we write each individual period mean as: ujj = a; + BiXjj where a; is the control mean
(mean FIQ score on AMT alone) and p; is the difference between the two treatments’ means.
In addition to the treatment effect, other covariates (such as trial period, practice setting, and
participant characteristics) might be included in the model. To incorporate these variables, we
can generalize the mean to #; = X;#; (a function of a set of regression covariates X; with a vector
of regression parameters, @;). In the single treatment model, 6; = («j,5i).

Mean Parameter Specifications (Fixed versus random effects): In this model, when ; is
the same for each patient (6; = 6), 8 is a fixed effect. Alternatively, if the regression varies
across patients, 6; would be a random effect as for example, if each patient’s response were to
depend on many patient-specific characteristics that affect the outcome in both treatment
groups. Expressed in a general form: 6; = @ + d; where @ are the fixed effects and d; ~ N(O,
D) are random effects with covariance matrix D. The normal distribution for d; specifies the
form of this random variation across individuals. Effects with only a fixed component have
the corresponding elements in D set to zero.

Multi-level model structures: Another way of representing this linear mixed model is to use
a hierarchical or multilevel form:

Y;=X6+¢; with & ~N(0,%;);
6; ~N (@, D).

As an example, if the outcome depends only on treatment, we can write this model as:

Yij =ai+piX;jte;j with e;; ~ N(O’ 0—'2)
a; ~N (a” szy)
B ~N(B.73)

In specifying how each of the different subjects’ models relates to each other, this structure
reduces the number of parameters that need to be fit for estimation while still allowing the
mean (and possibly variance) to vary across individuals. Estimating the random intercepts ¢;
and the random slopes i, requires only 2 mean parameters (. and ) and 3 variance parameters

(o2, 72 and Té). An additional correlation between aj and £ may also be added. The random
effects summary meta-analysis model is a form of this model with a single summary statistic
(e.g., the difference between the mean of the treatment and the mean of the control groups) as
a univariate outcome. The treatment effect £ has mean g (the overall treatment effect) and

between-patient variance Té and a within-patient variances;?, that varies across patients. The
fixed effects model follows by settingT§=0.

Variance structures: Covariance matrices may be structured within patients and may vary
across patients. When few observations are available from each patient, the same within-patient
covariance matrix, X, for all patients is often assumed, i.e., Yj ~ N (xj, X). We investigated
several forms for X including: (i) unstructured (general X); (ii) first-order autoregressive in
which each measurement has the same variance and measurements that are k visits apart have
correlation pK; (iii)uncorrelated errors with common variance o2 at each period; and (iv)
uncorrelated errors with separate variances for measurements on each treatment. The
unstructured form, while the most general, requires fitting J (in our completed trial J=6)
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variance and J(J+1)/2 (i.e., 21) covariance terms and so may be over-parameterized. The first-
order autoregressive form reflects the longitudinal nature of the short time series of
measurements taken on each individual and uses two parameters, o2 and p. The common
variance form (across patients) with uncorrelated and identically distributed errors is the
simplest possible structure, requiring only one parameter, 2. A variant of this common form
allowing separate variances by treatment group can account for the possibility that response
variability differs by treatment.

While most mixed models assume a common within-patient covariance matrix across patients,
if sufficient within-patient data are available, it may be possible to remove this restriction. The
simplest model assumes an uncorrelated common variance structure for each patient with
different variances across patients, i.e., Z; = ;2. The number of variances to be estimated may
be reduced by grouping them according to some characteristic of the patients. For example, if
we thought that FIQ scores for patients treated in the community might vary differently from
those of patients treated at the referral center, we could set X = X for community-based
patients and X; = Xg for patients treated at the referral center. A simple form reflecting no
within-person correlation and a common variance across measurements within a group of

patients has X,) =0~ and %) =01

In model development, the order of testing assumptions can impact model structure. For our
models, we first considered whether factors besides the patient and the treatment significantly
impacted treatment effect. These variables (in our example, time and site) were selected since
they were integral to our prospective study design [5]. We fit the linear mixed models using
the Ime function in S-Plus 6.1. Models comparisons used the Bayesian information criterion
(BIC; [22]) that penalizes the likelihood for the addition of parameters. BIC has been shown
to maximize the posterior probability that one model out of a considered set is correct under
the assumption that no models are preferable a priori. Models with lower BIC are preferred
because they provide the best fit with the fewest number of parameters.

2.3 Bayesian Hierarchical Models

Bayesian methods enable the incorporation of prior information regarding the treatment effect
and inference about the resulting posterior probability estimates. The Bayesian version of the
mixed model employs the same hierarchical structure while adding prior distributions on the
model parameters. For a model with treatment as the sole covariate, this involves the addition

of prior distributions for a, 8, 6i%, 72 and Tf;. We derived [5] the prior distributions from a
published crossover trial [23] that used the same medications and dosages. That trial’s results
suggested a mean of 8 points and a standard deviation of 3.9 for f, the mean difference between
FI1Q scores on AMT+FL and AMT, and a mean of 50 points with a standard deviation of 4.6
for o, the mean response on AMT (“control” treatment).

We had limited information about the variance parameters 72, TZ} (between-patients) and o;2
(within-patient). Inverse gamma (IG) distributions are convenient computational choices for
distributions of variances and we chose a fairly non-informative 1G(1,8) prior distribution for
all of these variance parameters. In addition to assuming random treatment effects, we also
tested models assuming constant treatment effects across patients (8; = S) by setting ‘CBZ =0
and a common within-patient variance model (c;2 = 62) with an 1G(1,8) prior on 2.

To extend the Bayesian models for comparison with the non-Bayesian mixed model analyses
and to assess the impact of the prior distributions, we also examined these models using non-
informative prior distributions for all parameters. We chose normal distributions centered at 0
with very large variances of 106 for the means, a and f, and chose uniform distributions over
the range 0 to 104 for square roots of the variance parameters [24]. Bayesian models were fit
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using Markov chain Monte Carlo with the WinBUGS 1.4.3 software (available from:
http://www.mrc-bsu.cam.ac.uk/bugs/winbugs/contents.shtml)

2.4 Standard Trial Design Analyses

We compared these more complex models to standard population research design analyses.
We mimicked a parallel arm RCT by comparing outcomes from only the first treatment period
from each N-of-1 trial (AMT or AMT+FL) using a t-test. We analyzed outcomes from the first
pair of periods (one period on each treatment) from each N-of-1 trial using a paired t-test as in
an AB/BA crossover trial design[25]. We then also used a paired t-test to compare the
difference in each individual’s averaged outcome (i.e. mean outcome from all completed
periods, on each treatment) across all the N-of-1 trials, here termed the averaged crossover
design.

3.0 Additional Considerations: More Measures vs. More Patients

Finally, we compared the impacts of adding treatment periods and patients into a series of N-
of-1 trials. Using a simple random effects model [14], we calculated the approximate precision
(inverse of the variance) of the mean effect with M patients and N paired treatment periods per
patient relative to a classic 2 period (AB/BA) crossover design (M =46 and N = 1) under
several combinations of between-patient and within-patient variance. Precision was calculated
as the sum of the weights on individual patients where the weight on an individual was the sum
of the within-patient and the between-patient variances (o2 and t2, respectively). Patients are
assumed independent so the precision is calculated as M(t2 + 6%/N).

RESULTS

We used the data from 46 N-of-1 trials with at least 2 completed treatment periods (one on
each therapy) from our combined N-of-1 implementation study[5]. Among the 34 completed
trials (all 6 periods), the reported mean differences in FI1Q scores comparing treatment groups
ranged from 31.3 points in favor of AMT+FL (i.e., a 31.3 point decline in FIQ score with this
treatment) to 13.6 points in favor of control (i.e., a 13.6 point increase in FIQ score with
treatment compared to AMT only). Standard errors for these differences ranged from 1.3 to
21.7 and the size and direction of these mean differences did not correlate directly with the
extent of within-patient variation across individuals. Lack of evidence of carryover or time
trend supported the assumption of measure independence from time and treatment order [5].

Linear mixed models provide great flexibility for meta-analysis and we investigated a variety
of regression covariates and covariance structures as part of our model building. No added
covariates, including practice setting and trial period, contributed significantly to the model
with treatment effects (data not shown). So, henceforth, we focus on the treatment effects of
AMT and AMT+FL.

Table 1 presents the results of various mixed models using random and fixed effects for the
regression intercept and treatment effect as well as unstructured, autoregressive, common and
separate covariance models. We have ordered these from best to worst model according to the
Bayesian Information Criterion (BIC) where the best model has lowest BIC. These results
suggest that:

I.  Random intercepts (scores on AMT alone) fit better than fixed intercepts (model 1
vs. model 5, model 6 vs. model 12),

I1. Fixed treatment effects fit as well or better than random treatment effects (models 1
vs. 4; models 6 vs.8, models 9 vs.10) under a variety of covariance structures.
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I11. Among the fixed treatment effects models, the common variance structure (model 1)
fit best (model 1 vs. 2, 3, 6, 9, 12). The addition of an autoregressive term for
correlation among time periods (model 2) and an additional variance component for
separate variances by treatment group (model 3) do not improve model fit enough to
overcome the added parameter. Use of an unstructured covariance matrix (model 6)
adds many parameters to the model and has a much worse fit than the simpler
covariance structures,

IV. The fixed treatment itself is highly significant (model 6 vs. model 7).

Table 2 compares treatment effect estimates from summary and individual-participant data
(IPD) meta-analyses and Bayesian hierarchical models, each with assumptions of fixed and
random treatment effects and with common and separate variances for each individual. We
used two data sets: balanced trial results from the 34 individuals who completed all six periods
(section A) and unbalanced trial results from the 46 individuals who finished at least the first
2 periods (section B).

Results from the 34 balanced (completed) trials using a common within-patient variance are
similar, showing roughly a 7 point advantage (decrease in FIQ score) with treatment, under
both fixed and random effects assumptions using summary or individual patient data. Estimates
under a separate variances assumption are smaller. Of note, the summary data meta-analysis
estimate under the fixed effects treatment assumption with separate variances is very small and
is the only one of all the complex model estimates not to differ significantly from zero. This
anomalous result occurs because of a single patient who had an extremely precise estimate of
no treatment benefit. The small variance received a large weight in the fixed effect analysis.
Omission of this outlier returned the estimate —6.86, in line with the other models. Very precise
treatment effect estimates might result from a trial in which outcomes differ by treatment but
where the measurements are highly consistent within each treatment. However, since
measurement variation stems from both individual baseline measurements and the treatment
effect, measures might likely be more consistent when there is no treatment effect. Using a
separate variances fixed effects model might then bias the resulting mean estimates towards
the null. Thus, a major advantage of the random effects model is its robustness to such outliers.

As expected, the results using the Bayesian hierarchical model with uniform (hon-informative)
priors for the treatment effect behaved much like the non-Bayesian models. Because the prior
treatment mean (8.0) was larger than the treatment mean observed in our study, the posterior
means incorporating the informative priors are larger. The posterior standard errors are smaller,
reflecting the additional information introduced by the priors.

Assuming a common within-patient variance, results are not sensitive to the choice of variance
priors. With unequal between-patient variances, however, results are very sensitive to the prior
distributions placed on the within-patient variance (but not the between-patient variances). This
is not surprising since each trial has limited within-patient information (6 measures), but when
pooled there are enough trials to provide information on a common within-patient variance
and on the between-patient variances. A similar impact is seen using a stronger (more
informative) prior. Not surprisingly, removing the “outlier” (i.e., reducing heterogeneity) from
the random effects models yields results closer to those of the fixed effects models.

Figure 1 illustrates the various prior and posterior distributions (for the parameters in a model
with a common within-patient variance, random intercepts, but fixed treatment effect
parameters. The empirical posterior distributions, for the intercept (o)) and slope (B), are well
approximated by normal distributions matched to the parameters’ respective posterior means
and standard deviations (estimated from the Markov Chain Monte Carlo model). These
posteriors are more precise than their respective prior distributions, but their rough agreement

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



1duasnuey Joyiny vVd-HIN 1duasnue Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zucker et al.

Page 9

reflects the information on the means available from the prior published study. The empirical
posterior distributions of the between-patient variances (t,, and t3) and the within patient
variance (c2) are well-estimated by inverse gamma distributions but with larger scale
(corresponding roughly to the degrees of freedom) and shape (a sum of squares about the mean)
parameters than the initially chosen prior distributions. These reflect the additional information
available from the data, not available from the previous trial.

The right-hand side of Table 2 (Section B) presents results using the various models with data
from the 46 participants who completed at least 2 treatment periods (12 non-completers
finished fewer than 6 periods). The estimates and standard errors using these unbalanced trial
designs indicate that the additional information improved precision, and also reduced the
average treatment effect. The latter suggests that non-completers were more likely to have
small or no treatment effects, and was the most common reason given for dropping out [5].
The extreme increased precision seen with likelihood analysis of IPD likely reflects incorrect
estimation of precision when no repeated measures are available. If only trials with more than
two periods are used, variance estimates are increased (see table footnote).

In Table 2 we also present results of analyses that mirror more standard parallel and crossover
trial designs. Using only results from the first trial period, analyses mirror a parallel group
design. The first pair of periods and the averaged treatment outcomes from the N-of-1 trials
were analyzed as a standard and averaged AB/BA crossover trial designs, respectively.
Compared to other models, the average treatment effects estimated using the single period
parallel design were somewhat higher (—8.1+ 5.6) using data from the 34 completed N-of-1
trials and somewhat lower (-5.3 + 4.6) using data from the 46 trials with at least 2 periods
completed. Standard errors were higher for both and neither one was statistically significant
(0.16 and 0.26 using 34 and 46 trials, respectively). The estimates using the two-period
crossover design were —8.0+ 3.7 and —6.7 £ 3.3, using the 34 and 46 trials respectively and
both were statistically significant (p= 0.04 and p=0.05, respectively). As expected, using the
second period measurements substantially improved the estimates’ precision and as shown in
table 2, adding repeated measures further improved precision.

In the case of the averaged crossover analysis, the estimated effect using data from the 34
balanced trials was similar to the results from the other non-Bayesian common-variance
models, although the standard error was slightly different. In the averaged crossover analysis,
the effect estimate and precision were derived by equally weighting the treatment differences
from each trial, ignoring the number of periods each had completed. In effect, this means that
the between-study variance is accounted for, but not the within-study variances. In contrast,
the fixed effects common variance estimate uses the within-study variances, but not the
between-study variance. In both analyses, then, total variance is underestimated because one
of the two variance components is ignored.

A question raised then relates to the trade-off between studying many patients for a few time
periods or few patients for many time periods. Table 3 shows the relative efficiency achieved
by varying the number of pairs of treatment periods and the number of patients enrolled for
three combinations of within-patient and between-patient variances in a random effects model.
Table 3A uses the estimates from our data (200 and 100, respectively) whereas Tables 3B and
3C show results when the within-patient or between-patient variance is reduced. We included
some extreme hypothetical designs (e.g., an impractical trial with 100 treatment pairs) to
illustrate that the participant/period trade off relates not only to analytic efficiency but perhaps
even more to feasibility and practical considerations including recruitment and retention. As
described in our implementation study [5], this ultimately shapes the available data. As
expected, precision increases with longer follow-up (more repeated measures) and with higher
enrollment. But the number of patients and the number of periods are not of equal importance.
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For example, with our study’s variances (between-patient variance of 100 and within-patient
variance of 200), taking 10 pairs of measurements on 25 patients (500 measurements) is only
about twice as efficient as taking 1 pair of measurements on 46 patients (92 measurements).
In this case (Table 3A), doubling the number of patients doubles efficiency, but doubling the
number of pairs increases efficiency by a fraction that decreases as the number of pairs
increases. After the first few repeats, therefore, additional measurements add little to precision.

This relative efficiency changes, however, with different amounts of between- and within-
patient variability. Table 3B demonstrates that additional measurements on individual patients
remain valuable when the between-patient variability is small relative to the within-patient
variability. Thus, 10 pairs of measurements on 70 patients are nearly as valuable as 1 pair on
60 patients. Conversely, when the within-patient variance is small relative to the between-
patient (Table 3C), additional measurements on patients add little because the action is
occurring between, rather than within, patients.

DISCUSSION

In this paper, we have explored analytic approaches for combining N-of-1 trials’ data to
estimate a treatment effect for the population. N-of-1 trials not only provide information about
comparative response, but also about the variability of an individual’s responses to each
treatment. A usual premise in undertaking N-of-1 trials is that individuals differ in their
responses to treatments and that repeated measurements help to more accurately determine the
comparative effectiveness of the interventions for an individual. In typical population studies,
on the other hand, we assume participants are similar and pool their results to estimate an
average effect that can be applied to future patients in the population. Thus, in combining N-
of-1 trials, we struggle to balance individuals’ differences with presumed similarities in
deciding how best to incorporate the within-patient information into a representative estimate
of the treatment effect for the population.

We considered and tested models with varied frameworks and assumptions. Paralleling the
meta-analysis of multi-person trials, each of the N-of-1 studies could be viewed as a separate
trial and their summary data combined [13]. Alternatively, the N-of-1 trials might be viewed
as IPD and their results handled as independent or correlated repeated measures [16;17]. Both
approaches support incorporating prior information through Bayesian hierarchical models.
Also, lack of any detected trends within-patients over time supports the N-of-1 trial assumption
of independent measurements.

We found that under a variety of within-patient covariance structures, the data supported a
fixed treatment effect rather than a random treatment effect. This implies that the effect of
added fluoxetine is the same for all patients, as is generally assumed in a clinical trial. In this
respect, the meta-analysis of our N-of-1 trials differs from many meta-analyses of clinical trials
that require random effects to model differences in treatments across studies. This is perhaps
not surprising as the N-of-1 trials we used had a common protocol. This assumption may not
hold when combining N-of-1 trials that have different protocols or if the therapies are unrelated
(e.g., not a common treatment [AMT] with or without an addition fl). Patient outcomes did
differ however, as evidenced by the need for random intercepts that reflects the different FIQ
levels on AMT across patients. The lack of any additional explanatory power by patient-level
covariates to explain the between-patient variation reinforces the need for larger numbers of
patients to explore heterogeneity of patient response. Further study (e.g. simulations) is needed
to assess the impact of repeated measures in facilitating discovery of treatment interactions
with risk factors.
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The best fitting model used a common within-patient variance with zero correlation between
measurements. As with the fixed treatment effect, a common variance is a standard assumption
for estimating an overall population effect in many parallel and crossover trial designs. But
since an N-of-1 design with multiple crossovers intends to measure the effect of treatment on
an individual, we might anticipate that N-of-1 data would support estimation using individual-
specific variances. Our analysis, however, did not find any heteroscedasticity of variances,
most likely because six crossovers were too few to estimate these variances well enough. In
other words, the data provided insufficient evidence to reject the simpler common variance
assumption. An N-of-1 trial can be designed with more than six crossovers, but in practice
participants may not tolerate additional treatment switches especially if there are clinically
appreciable differences in the treatments’ effectiveness. As such, for our series and in many
others, more complex covariance structures may not be supported. The lack of correlation
between period responses in the individuals’ trials also suggests that the time intervals between
measurements provided sufficient washout periods to eliminate any correlations.

As expected, use of prior information modified our knowledge about the value and precision
of estimates of model parameters. Because the average treatment effect size in our study was
smaller than that in the previous crossover trial (mean difference =—8.0; [23]), the posterior
effects were reduced relative to the prior ones but increased relative to those from our current
study’s data. These posterior estimates were also much more precise than estimates based only
on our trials” data. As more N-of-1 trials accrue, this precision only increases. The use of
information from other N-of-1 trials and other clinical trials will then strengthen the
conclusions drawn about the average treatment effect. Practically, a sequential approach,
similar to cumulative meta-analysis [26], that builds these prior distributions from a
combination of clinical experience and pilot studies of within-patient variation would seem
recommended.

The multilevel structure accounts for both within and between-patient variation and thereby
gives more accurate predictions than either analyzing each individual trial separately or pooling
all the results together with a common slope and intercept [27]. But it is important to keep in
mind that results are sensitive to assumptions about the prior distribution of the variances.
Future experience with N-of-1 studies may allow construction of more informative variance
priors. These may help make posteriors more robust to outliers as well. Posterior variances
from previous studies may be useful, in this regard. Results with our data-derived priors
demonstrated the particular sensitivity of the random effects models to within-patient variance
information. The posteriors from our current study might be used with the next series of N-
of-1 trials for fibromyalgia therapies using the FIQ.

In general, additional data increased efficiency. The N-of-1 multi-crossover design increased
precision compared with a single period design or a two period AB//BA design. Using the
averaged crossover analysis the results reflect the advantage of the repeated measures when
the trials have balanced designs. Less clear is the benefit of this averaging approach for
combining trials with varied repeated measures. Inclusion of partially completed trials (the 12
additional trials with at least two completed treatment periods) generally increased precision,
but did not take into account any potential bias introduced by the missing periods and was
susceptible to the effect of outliers. While incorporating partially completed trials is important,
analysis must carefully consider potential biases from incomplete data and the increased
analytic complexities.

In combining N-of-1 trials, we also need to keep in mind the broader research considerations
and our reasons for combining these trials. One can use the combined N-of-1 approach to

aggregate data from already completed trials each of which presumably was undertaken solely
for an individual’s treatment management. This enables estimation of a population effect and
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better estimation of individual’s effects by borrowing strength from other patients. In this case,
the N-of-1 trial design’s increased cost (time and materials) may be justified by the individual
benefits that originally supported the use of these trials for personal treatment management
(e.g., greater evaluation validity, outcome precision and patient involvement in self-care). If
we are considering designing a prospective study, however, we want to consider what, if any,
are the benefits of using a series of N-of-1 trials for obtaining an overall population estimate
rather than using a more standard trial design.

Although more treatment periods and informative prior distributions increase model estimate
precision, they cannot substitute for larger numbers of patients if we seek increased knowledge
about between-patient heterogeneity. That said, particularly when dealing with fast-acting
treatments with short-lasting effects, allocating resources to more visits per patient rather than
to recruiting more patients may enable N-of-1 designs to be more efficient than single period
designs. As Table 3 indicates, additional periods are most useful when within-patient variances
are large relative to between-patient variances.

Non-statistical considerations may also motivate the use of the combined N-of-1 design. These
include improving evaluation of “real world” effectiveness, promoting head-to-head
comparative effectiveness studies of already approved or alternative therapies that might not
otherwise be studied, increasing trial participant diversity through practice-based research, and
providing personalized comparative effectiveness assessments to participants. Considerations
that extend beyond data analysis may impact cost-benefit evaluations of this research approach.
For example, preliminary reports suggest that making individualized outcome data available
by using N-of-1 trials in population studies may enhance participation in clinical trials [5;12].
Individual and practical implementation benefits coupled with the potential to extend clinical
research into routine clinical care, might favor this approach over a standard multi-period
crossover design in which participants’ results are not individually assessed and used.

A combined N-of-1 approach to estimating population effects comes with a large caveat
regarding generalizability of the resulting population estimate. As with other population
research, outcome generalizability depends on how representative trial patients are of the
overall population. In our implementation study [5], although we sought broad inclusion, those
ultimately enrolled represented only a narrow subset of treatment-naive patients with
fibromyalgia syndrome. As in all clinical trials, patient selection impacts outcome and this
impact may be greater in the combined N-of-1 design if resource allocation to repeated
measurements limits the range of patients studied.

We conclude by noting that the combined N-of-1 trials design permits a sequential approach
to estimating average treatment effectiveness using patients recruited to a study primarily
focused on individual effectiveness. The multiple measurements collected on each patient
enable estimation of patient-specific effects and their precision and also enable the researcher
to balance individual and populations effectiveness objectives. With consideration of the
resulting model complexities, the use of these designs may enhance research capacity.

What is new?
Key findings
In combining N-of-1 trials to estimate a population treatment effect:

«  With few observations per patient and little information about within-patient
variation, combined N-of-1 trials data may not support models that include
complex variance structures.
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e Prior information with Bayesian models can be useful for increasing the precision
of estimates but are very sensitive to prior assumptions about variance components.

e Models with fixed treatment effects and common variances are robust and lead to
conclusions that are similar to, though more precise than, single period or single-
crossover study designs.

What this adds to what was known

N of 1 studies can be combined to estimate population effects and depending on the analytic
models used might offer different estimates and insights compared with more standard
clinical trials.

What is the implication? What should change now?

« Combining N-of-1 trials provides an approach for estimating population treatment effects
although with limited resources, improved within-patient precision from repeated measures
must be balanced by increased participants to explain population variation, to give
representative population effect estimates and to address patient care and research goals.

Acknowledgments

We thank Dr. Ingram Olkin for his helpful discussions. We also thank the journal reviewers for their very helpful
suggestions for improving this manuscript and in particular for suggesting the addition of the averaged crossover
analysis to our comparison.

Funding and support: This research was funded in part by a grant # RO1 AR45416 (PI: Dr. Zucker) from the National
Institute of Arthritis and Musculoskeletal and Skin Diseases.

Role of the Sponsors: The National Institute of Arthritis and Musculoskeletal and Skin Diseases did not participate
in the design and conduct of this study, in the collection, analysis or interpretation of the data, or in the preparation,
review or approval of this manuscript.

Reference List

(1). Guyatt G, Sackett D, Taylor DW, Chong J, Roberts R, Pugsley S. Determining optimal
therapyrandomized trials in individual patients. N Engl J Med April 3;1986 314(14):889-92.
[PubMed: 2936958]

(2). Zucker DR, Schmid CH, MclIntosh MW, D’ Agostino RB, Selker HP, Lau J. Combining single patient
(N-of-1) trials to estimate population treatment effects and to evaluate individual patient responses
to treatment. J Clin Epidemiol 1997;50(4):401-10. [PubMed: 9179098]

(3). March L, Irwig L, Schwarz J, Simpson J, Chock C, Brooks P. n of 1 trials comparing a non-steroidal
anti-inflammatory drug with paracetamol in osteoarthritis. BMJ October 22;1994 309(6961):1041—
5. [PubMed: 7950736]

(4). Jaeschke R, Adachi J, Guyatt G, Keller J, Wong B. Clinical usefulness of amitriptyline in
fibromyalgia: the results of 23 N-of-1 randomized controlled trials. J Rheumatol March;1991 18
(3):447-51. [PubMed: 1856813]

(5). Zucker DR, Ruthazer R, Schmid CH, Feuer JM, Fischer PA, Kieval RI, Mogavero N, Rapoport RJ,
Selker HP, Stotsky SA, Winston E, Goldenberg DL. Lessons learned combining N-of-1 trials to
assess fibromyalgia therapies 1. J Rheumatol October;2006 33(10):2069-77. [PubMed: 17014022]

(6). Mahon JL, Laupacis A, Hodder RV, McKim DA, Paterson NA, Wood TE, Donner A. Theophylline
for irreversible chronic airflow limitation: a randomized study comparing n of 1 trials to standard
practice. Chest January;1999 115(1):38-48. [PubMed: 9925061]

(7). Johannessen T, Petersen H, Kristensen P, Fosstvedt D, Kleveland PM, Dybdahl J, Loge I. Cimetidine
on-demand in dyspepsia. Experience with randomized controlled single-subject trials. Scand J
Gastroenterol 1992;27(3):189-95. [PubMed: 1502480]

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



1duasnuey Joyiny vVd-HIN 1duasnue Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zucker et al.

Page 14

(8). Guyatt GH, Keller JL, Jaeschke R, Rosenbloom D, Adachi JD, Newhouse MT. The n-of-1 randomized
controlled trial: clinical usefulness. Our three-year experience. Ann Intern Med February 15;1990
112(4):293-9. [PubMed: 2297206]

(9). Larson EB, Ellsworth AJ, Oas J. Randomized clinical trials in single patients during a 2-year period.
JAMA December 8;1993 270(22):2708-12. [PubMed: 8133588]

(10). Guyatt G, Heyting A, Jaeschke R, Keller J, Adachi J, Roberts R. N of 1 randomized trials for
investigating new drugs. Control Clin Trials 1990;11:88-100. [PubMed: 2161315]

(11). Guyatt G, Sackett D, Adachi J, Roberts R, Chong J, Rosenbloom D, Keller J. A clinician’s guide
for conducting randomized trials in individual patients. CMAJ September 15;1988 139(6):497-503.
[PubMed: 3409138]

(12). Avins AL, Bent S, Neuhaus JM. Use of an embedded N-of-1 trial to improve adherence and increase
information from a clinical study. Contemp Clin Trials June;2005 26(3):397-401. [PubMed:
15911473]

(13). DerSimonian R, Laird N. Meta-analysis in clinical trials. Control Clin Trials September;1986 7(3):
177-88. [PubMed: 3802833]

(14). Whitehead, A. Meta-analysis of Controlled Clinical Trials. Wiley West; Sussex: 2002.
(15). Whitehead A, Omar RZ, Higgins JP, Savaluny E, Turner RM, Thompson SG. Meta-analysis of

ordinal outcomes using individual patient data. Stat Med August 15;2001 20(15):2243-60.
[PubMed: 11468762]

(16). Higgins JP, Whitehead A, Turner RM, Omar RZ, Thompson SG. Meta-analysis of continuous
outcome data from individual patients. Stat Med August 15;2001 20(15):2219-41. [PubMed:
11468761]

(17). Jones AP, Riley RD, Williamson PR, Whitehead A. Meta-analysis of individual patient data versus
aggregate data from longitudinal clinical trials. Clin Trials February;2009 6(1):16-27. [PubMed:
19254930]

(18). Ishak KJ, Platt RW, Joseph L, Hanley JA, Caro JJ. Meta-analysis of longitudinal studies 1. Clin
Trials 2007;4(5):525-39. [PubMed: 17942468]

(19). Burckhardt CS, Clark SR, Bennett RM. The fibromyalgia impact questionnaire: development and
validation. J Rheumatol May;1991 18(5):728-33. [PubMed: 1865419]

(20). Cochrane WG. The combination of estimates from different experiments. Biometrics 1954;10:101—
29.

(21). Singer, JD.; Willett, JB. Applied Longitudinal Data Analysis:Modeling Change and Event
Occurrence. Oxford University Press; New York: 2003.

(22). Schwarz G. Estimating the dimension of a model. Annals of Statistics 1978;6:461-4.

(23). Goldenberg D, Mayskiy M, Mossey C, Ruthazer R, Schmid C. A randomized, double-blind
crossover trial of fluoxetine and amitriptyline in the treatment of fibromyalgia. Arthritis Rheum
November;1996 39(11):1852-9. [PubMed: 8912507]

(24). Gelman A. Prior distributions for variance parameters in hierarchical models. Bayesian Analysis
2006;1(3):515-33.

(25). Senn, S. Cross-over Trials in Clinical Research. first ed. J. Wiley; Chichester; New York: 1993.

(26). Lau J, Schmid CH, Chalmers TC. Cumulative meta-analysis of clinical trials builds evidence for
exemplary medical care. J Clin Epidemiol January;1995 48(1):45-57. [PubMed: 7853047]

(27). Gelman, A.; Hill, J. Data Analysis Using Regression and Multilevel/Hierarchical Models.
Cambridge University Press; New York: 2007.

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



1duasnuey Joyiny vVd-HIN 1duasnue Joyiny vd-HIN

1duasnuey Joyiny vd-HIN

Zucker et al. Page 15

Figure 1.
Density plots of the prior and posterior distributions for the population level parameters used
for analyses in Table 2. Graphs represent estimates for the mean parameters (« and ) and 3

variance parameters, within (c;2) and between (2 and T/Z,) patients. Each plot shows the weakly
informative priors given in footnotes 2 and 4 of Table 2, the empirical posterior from the
MCMC analysis and the approximated normal (for means) or inverse gamma (for variances)
distributions found by matching means and variances.

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



Page 16

Zucker et al.

2887 6g TS - painanasun lenb3 paxi4 paxi4 A
€987 LE 18T €0'v— payejaiiooun/ 81buls [enbaun wopuey paxi4 7
9581 6 0LT 8T’ pajejalioaun/ a|buls fenbaun wopuey wopuey 0T
88T LE 8Y'T €V'G— payejaiiooun/ 81buls [enbaun paxi4 wopuey 6
008T 12 G6'T 09'2— painjoniisun [enb3 wopuey wopuey 8
1611 st | - | painonasun [enbg | - wopuey L
68.1T 6T G6'T 19'/— painjoniisun [enb3 paxi4 wopuey 9
GG.T € e €8'9— paejaiiooun / 8|buls fenb3 paxi4 paxi4 g
9ELT 9 00¢ €8'9- pajeja.00uN /316UIS fenb3 wopuey wopuey 14
1211 S 00'C £8'9— paje|aiooun fuawiesl ] Aq syesedas fenb3 paxi4 wopuey €
12T S 202 9,'9— anIssalfialoiny/a)6uls [enb3 paxi4 wopuey 2z
[44A) 1% 00¢ €8'9— paye[aiiooun/a|buls fenb3 paxi4 wopuey T
cmmw_wu‘__%: sia1owesed 10013 109843 24N10N.1S sdUeIIBAOD/(S)3ouRLIRA | SeouelieA queungasl | deosaur | jepowy
ueIsaeg jossquinN | paepuels | juswieas aouBLIRA JUBIYEd-UIUNAN Swaned

NIH-PA Author Manuscript

"an[eA d1BWINU 1saM0| 3yl Buiaey [apow 1s8q ay1 yum ‘([zz] :o19) uousil) uonew.olu] ueisakeqg ayp 0
Bu1ploa9e paisl| a.le S|3POIA "Palou Se suoldwnsse palieA pue sialaweled Juswiiesal) ay) Buisn sjopow paxiw Passasse al] JO U0I109|as aAlleIuasaldal e Jo s1nsay

T 3lqel

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



Page 17

Zucker et al.

‘0 FThC— ‘0T Ce — e T pooy[axiT erea
41 EE0FY'S y7 900 *L'G LT ¥2G STFr'G— 1uUalTed [enpIAIpU]
T T o ) e e sIsA[euy/-e1a|\
€1 €T z16T¥9% zr1 0T +¢0 Arewwng
ajededss
LTFG9- LTF59- 0ZFTL- 8TFTL- orduois | guuoyun
LTF99- 9TF59- 8TF0L- LTFTL- gwioyun | grbuons
LTF 99— 9T ¥G9— STFTL- STFT L ogduons
LTF 99— 9'TFG'9- STFT .- 8TFI'L- 6 1EaM
8TF99— LTF59- STFTL- 8TFTL- guosun L SnrRwLIoU
6TFI'9- 8T 19— TCF89- 0789~ gPuons
6'T+C'9— 6'T+T'9— TC¢+89- 0C ¥8'9— mv_mm>>
P P o R sAlreulIojul uelsafeg :eleq
_ _ _ _ Wwiou 9 :
0CFT9 8T 0T 789 02789 gwHoaun uoN JuBIEd [ENPIAIDUI
T ET TET e N R pooy1|axj1 rered
8TFT9- 8TFI9- 02789~ 02789~ JuBEd [ENPIAIPUI
D — o - —o sIsA[euy/-e1a|\
€T €T ¢CcF89- 0¢+89- | e | frewwing
77T 26— gT¥89- | | s g 491085010 pafiessny
€'€T L'9— 1e508- | 00 mm— ] e y 49A0SS04D VE/aY
9P FEG- 96¥T18- | 0 | s ¢ UBisaq |alresed
sjuaied sjuaijed
upm | usemeg uowiwiod
Jolid 10943 fouRIIBA
s1091)3 wopuey | s1oep3 pexi4 | s108y3 wopuey | s108y3 pexiq SI01Id 8oURLIBA UoUIEI L 19POINI JUBIIE] UBOMIOG
SpolJad Jo JaquinN [enbaun SpPOLIad J0 JaquinN |enb3
(9%=N) s4819]dwiod poutad g< (y£=N) s4a18]dwod porsad-9
d v
z 10413 pJEpUEIS T 90URIAHIQ UBIIN

"JusWIeaJ] Yyora uo pajejdwod porsad auo 1ses| 18
UNIM S[eL] 9¢ 3y} WoJj elep pue sfel (sporiad 9) pais|dwod € syl WoJj elep Ylim sjapow onAeue snoweA Buisn paurelqo (Salewinss 10a)43 uswiesl | Uesin

c?9lqel

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.




Page 18

Zucker et al.

AWMMOON@ aMOMWV O ~ mb pue A@M ‘62 nN.VN\Nv O ~ M\F »AOWON\O hQ@@v DI ~ NNC( Joud mau e se sialawesed aduelieA Jo uonnguisip Jousisod Buisn

0T

@91~ 72U (g 1) D ~ L2 (8D DI ~ 71,

“(00T°0) N ~© (00T'0) N ~ 92 (00T'0) N ~ P2

8

(S0°ST'8-IN ~ g {(S0°'TZ'0S)N ~ ©

L

*(T00000°0°0)N ~ ¢ :(T00000°0°0)N ~ ©

9

“leid} yoes wouy sporsad palejdwiod |je woiy | NV U0 awodno pabelane snuil T4+ 1 ANV U0 3WwooIno pabeiane s, [els) 4oes Jo 1s9)-1 paired

S

'spotsad 40 Jred 1811 WOJY 1INV SNUIW T4+ UO SBLIOJINO JO 1581-) ve_mn_w

Ajuo spouiad 15114 Jo synsal Buisn 1s83-1

€

(96'Tx IS) T SOIRWINSS UBBW = S[RAISIUI BOUBPIILOD

4

“JusLUIEa.] UOIBUIGLIOD 3Y) UO JuawaAocidwi Ja1ealb s)os)yal

30UBJBY4IP UBaW dAINeBaU B pUe SNJeIS UOIIPUOD J81Ia] S198]484 3100S O[4 JoMO] W Juswiess) (LIAY) [043U02 Ui SNUIW Juawiless) (4+LINY) UOIRUIGUIOD 8y} UO $8109S (4 Ul 90UIalIQ = 90UaJaiq Ues|n

1

LT%G0- LTFG'9- 6'TF0'L~ 8TFI'L- orbuoss [ guuoyun

LTF9V- 9TF6'r- 6TF9G- 8T ¥6'G- gwioyun | 5rbuons

LTF59- 9TF59- 8TF0L- 8TF0L~ orbuons

ETFV - ETFC Y- 9T¥6'G- 7' T¥6'G— g 1M

LTF8v- 9TF6v— 6TF6G- 8T 65~ guosun L SnrRwLIoU

6'TFT9- 6'TF09— TTFL9- 0 ¥8'9- orbuoss [ guuoyun

6TFLE- 6T 0 A TZ¥Cs- | gwlopun | grbuons

6TFT9- 6'TF09- TCF89- 0C¥89- grbuoss

VT ¥6°€- €TF9'e- LT¥GG- 9T¥G'G- glEaM

6TF0 Y- 6TF0Y— 7TITG- AATA gUuHopun NH.%\.,HM_F/_EOE_ Ewﬂ%n_\ﬂ_m% Mwm_w_mc_

$108)43 wopuey | s10843 paxi4 | S108)3 wopuey $108443 paxiH S1014d ddUBLIBA Laﬂ“@w,ww%w EJ ] W m_wmum,ﬂw? og
spoliad Jo JaquinN [enbaun Spoliad Jo Jaquinp fenb3
(9%7=N) s4218]dw02 pottad g< (¥£=N) s4a18]dwoa porsad-9
g v

z 40113 PIepUEIS F 80UBIBYIQ UEBIN

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



Page 19

Zucker et al.

AloAnoadsal ‘v TF9 v— pue T'TFL'€— :(Ty=N) spouiad aiow Jo g yum sfets m:_mDE

‘saoueLIeA JuBIIed [BNPIAIPUI 818[NDJeD 01 Blep yBnous SzmH

"(£0°0=d) |9pow s10a48 wopuel e Buisn spoddns sueaw ay) Jo Alisuabolslay ayl Jo 159 ‘seaueLieA [enbaun Bulwnsse :NH

'S|apow saoueLIeA [enba sy} 01 Je]IWIS S8W0IN0 SP|3IA S[eLl) paoueeq ay) JO sasAfeur ueisaAeg ay) wody Jai[ino ayl Bumiwo (1000°0 = d) #9°TF98'9— SI 81LWIS3 ‘I31[IN0 mEEEOHH

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



Page 20

Zucker et al.

99'€9 | 0¢'8E | 6¢'6¢ | OT'6T | ¢6'ST | €L¢CT | LE9 sired 001

€8°LT | 0L°0T | 0¢'8 SE'S o'y LS€ | 8LT sired 0T

LTET | 96 179 86 4% §9'¢ | €€1 sired /

06'6 ¥6'S 95y L6¢ 8r'¢ 86T | 660 sired G

07’8 98’y €LE gv'e €0'¢ ¢9T | 180 sired ¢

(24} €L°¢ 98¢ 187 SS'T v<T | 290 sired €

vev §5°¢ S6'T 2T 90T G8'0 | ¢¥'0 sied g

JAN4 0g'T 00T 590 ¥5°0 €0 | ¢¢0 dred 1

00T 09 514 0¢ 14 0¢ 0T SUEILECINE
0 sared

pajjo4u3 suedionied 40 JaquinN

002 = 3dUeRIIeA JUaITed-UIYLIAA ‘0T = soueLIeA 1uaed-usamiag (g

Sy'0T | L9 | I8V | ¥T'€ | 19¢C | 60C | SOT sited 00T

9L, | 99V | LS€ | €€¢ | ¥6'T | GST | 8.0 sired 0T

¢6'9 | STV | 81°€ | 80C | €L'T | 8€T | 690 sired 2

v0'9 | ¢9¢C | 8L¢ | 18T | 1ST | 1¢'T | 090 sied g

€V'S | 9¢°€ | 06¢ | €9T | 9€'T | 60T | ¥S0 sied ¢

99y | 08¢ | vT'c | OV'T | 9T'T | €60 | VO sied €

¢9€ | LT'C | /9T | 60T | T6°0 | ¢L'0 | 9€0 sied g

LT'¢ | 0T | 00T | S90 | ¥S0 | €V'0 | ¢C0 dred 1

00T 09 *14 0€ G¢ 0¢ 0T SjusLUIeal |
10 sied

pajjo4u3 suedionied Jo JaquinN

002 = 90UBLIBA JUaIed-UILRIA ‘00T = 9JUBLIBA JUalIed-usamiag (v

‘spoliad 1uswiean Jo
Jred T pue syuaned 9y s1 8oualagey "AjpAndadsal 0z:00T (D) 100201 (9) :00Z°00T (W) :SaoueLIRA JUBIRd-USaANIST PUR -UIYIIM [BIBASS Buisn ‘T = N pue 9y
= I\l YlIM 3uo 01 aAne|aJ Juaied Jad sporiad juswiean patred N pue siuaied A yum ubisap s109)40 WOpPLR. B J0J 19343 Urawl ay] JO uolsioaid ajewixolddy

€3lqel

NIH-PA Author Manuscript NIH-PA Author Manuscript NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.




Page 21

Zucker et al.

goe | z8T | 6T | 160 | 920 | 190 | og0 | sued oot
g6 | 927 | s | 880 | €20 | 650 | 620 | suedor
88 | €27 | zeT | 980 [ zz0 | 850 | 620 |  smeds
287 | 697 | 0eT | 580 [ 0z0 [ 950 | szo | suedg
107 | 991 | 22T | €80 [ 690 [ s50 | szo | suedy
69 | 19T | v | 180 [ L90 | v50 | Lzo | suede
vsz | zeT | 21T | 920 [ €90 [ 150 | szo | smedz
itz [ oeT | 00T | 590 [ vs0 | evo | zzo ared 1
0ot | 09 [ o [ o [ sz | 0z | OT | quewnessy
10 sdred

pajjo4ug suedidnied Jo Jaquinn

0Z = 90UBLIBA JUSIIRd-UIYNAA ‘00T = 90UBLIBA JUsiTed-usamiag (D

NIH-PA Author Manuscript

NIH-PA Author Manuscript

NIH-PA Author Manuscript

J Clin Epidemiol. Author manuscript; available in PMC 2011 December 1.



