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External Validation of the Clinical Pharmacogenetic Model for predicting MTX monotherapy efficacy
using a Swedish Cohort of patients with recent-onset rheumatoid arthritis

Abstract

Objective.

Previously, comparison of genetic, demographic and other clinical factors between methotrexate
(MTX) responders and nonresponders has led to a clinical pharmacogenetic model including 4 ge-
netic polymorphisms and 4 nongenetic factors to predict MTX therapy outcome. The aim of this
study is to validate this predictive model in Swedish patients with recent-onset RA.

Methods

Genetic and nongenetic factors were collected in 355 patients participating in the Swefot clinical
trial. All patients received up to 20 mg MTX monotherapy weekly for 3 to 4 months. After this
treatment period, efficacy was evaluated by Disease Activity Score (DAS28). Based on individual
scores calculated by factors compromising the prediction model, patients were classified as pre-
dicted responders, nonresponders and intermediate responders. Hereby, predicted response and
observed response on MTX were compared by calculating accuracy, true negative and true positive
predictive values (TNPV and TPPV) and by constructing receiver operating curves (ROC). Further-
more, predictive values of the original BeSt cohort, in which the predictive model was derived, and
the validation cohort were compared.

Results

At baseline, no significant differences in frequencies of genetic and nongenetic factors compromis-
ing the predictive model were observed between this validation cohort and the BeSt cohort. With
application of the model, the TNPV and TPPV observed in patients of the validation cohort, were
significantly lower compared to the values observed in the original cohort (for TPPV 70% vs. 95%;
for TNPV 68% vs. 86% respectively; all p<0.05). Regarding the number of classifiable patients, the
level of accuracy of the model and the AUC, no significant differences were found between the two
cohorts.

Conclusion

In this study, a pharmacogenetic model for predicting efficacy of MTX in patients with RA was vali-
dated. Our data imply that response prediction with this model is feasible in a substantial part of the
patients. In order to implement this model in rheumatology clinical practice, additional replication
and (ideally) performance of prospectively designed studies is eligible.
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Introduction

Over the last two decades, several genetic risk factors for RA like HLA-DRB1 (shared epitope) and
PTPN22 have been introduced (1;2). Besides the diagnostic ability of genetics, it has been demon-
strated, although to a lesser extent, that genetics could also influence treatment outcome in RA pa-
tients (3-5). Intelligibly, a pharmacogenetic effect could be an explanation for the high variability of
effective drug responses, up to 30-40%, between RA patients in large clinical trials (6;7).

Most genetic factors in relation to RA treatment outcome have been studied with MTX as the drug
under study. Specifically, increasing knowledge about the hypothetical mechanism of MTX action
and its role in the inflammatory pathway in RA has led to a substantial number of candidate genetic
variants, mostly single nucleotide polymorphisms (SNPs), potentially influencing its efficacy in RA
patients (8). However, genetics can not solely account for variability of effective drug response. Clin-
ical and demographic factors, like disease activity- and rheumatoid factor (RF) status, have been
shown to be related with treatment outcome (9-11). Still, only a part of the reported pharmacogenet-
ic studies have also included nongenetic factors for the association with treatment outcome. Howev-
er, in order to detect an individual or a synergystic effect of biomarkers on MTX response, genetic-
and nongenetic factors should be analyzed collectively.

In a previous study of our group, comparison of genetic, demographic and other clinical factors be-
tween MTX responders and nonresponders led to a clinical pharmacogenetic model to predict MTX
therapy outcome in a Dutch cohort of patients with early RA (12). This model demonstrated a true
positive (predictive) rate of 95% and a true negative (predictive) rate of 86% and was able to categor-
ize 60% of the patients into responders or non-responders defined as achieving DAS >2.4 and DAS
<2.4 at 6 months, respectively. Despite the potential ability of the model to predict MTX efficacy,
validation in larger cohorts is required before this pharmacogenetic model can assist rheumatolo-
gists in treatment-decision making. Therefore, the aim of this study is to validate the performance of
this previously designed predictive model in an independent Swedish cohort of patients with recent-
onset rheumatoid arthritis treated with MTX monotherapy (Swefot).

Patients and methods

RA patients

The 355 patients enrolled in this study are originated from a cohort participating in the “Swedish
Pharmacotherapy” (Swefot) randomized clinical trial (13). In this trial, the addition of conventional
DMARDs was compared with the addition of anti-TNFa drugs in patients with early rheumatoid
arthritis (RA), who had failed initial treatment with MTX at 3 to 4 months.

Patients were recruited by rheumatologists in fifteen rheumatology units in Sweden, which collabo-
rated in this study. Inclusion criteria contained a diagnosis of RA according to the revised ACR
(formerly ARA) criteria; RA symptom duration of less than 1 year; no prior disease modifying anti-
rheumatic drug (DMARD) therapy; no oral glucocorticoid therapy or stable glucocorticoid therapy
for at least 4 weeks of at most 10 mg daily prednisolone (or equivalent); Disease Activity Score
(DAS) based on 28-joint count of more than 3.2. Exclusion criteria were contraindications to any of
the trial medications, and prior treatment with any DMARD. All patients gave written informed
consent prior to inclusion.
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Study design

In the Swefot trial, all patients (n=487) started with MTX monotherapy at an initial dose of 10 mg
weekly. This dosage was increased biweekly by 5 mg increasing to a maximum of 20 mg weekly.
Next to MTX, folic acid suppletion was prescribed in tablets of 5 mg to be taken 1-6 times weekly. In
this study, monitoring of liver enzymes and blood counts was performed and abnormalities could
lead to dose adjustments based on well-established clinical routines.

At a follow-up visit at least 3 and at most 4 months after the baseline visit, disease activity scores
(DAS28) (14) were estimated. If patients were responders on MTX therapy (defined in the protocol
as DAS28 <3.2), MTX was continued and patients were followed in usual care. If patients did not
obtain response (defined as DAS28 >3.2), patients were randomized to either arm A (the addition of
sulphasalazine plus hydroxychloroquine) or arm B (the addition of infliximab) according to the
study protocol (REF Swefot study).

Patients who received MTX monotherapy and were evaluated at the follow-up visit at least 3 and at
most 4 months after the baseline visit and for whom DNA samples were available (N=355) were
included in the current analysis.

Clinical evaluation

The clinical pharmacogenetic predictive model was based on obtaining good clinical response as
defined by DAS44 (12). Specifically, responders were defined as patients who were receiving MTX
and had a DAS of <2.4 (good clinical response). Nonresponders were defined as patients who were
receiving MTX and had a DAS of >2.4.

Notably, the original model is based on the DAS44 which includes a 44-joint count. In order to vali-
date the predictive model in the SWEFOT data, main clinical endpoint for each patient in the Swefot
cohort was converted: patient’s DAS28 scores (based on 28 joints) were recalculated to DAS scores
based on a 44-joint count (DAS44) using the transformation formula: DAS28= (1,072 X DAS44) +
0,938 (15).

Of the 355 patients included for the efficacy analysis, patients were unavailable for efficacy analysis
due to lack of information about RF status (N=3), missing DAS at baseline and/or after 3-4 months
(N=4) or due to incomplete genotype data (N=15). Consequently, remaining patients (N=333) were
included for validation of the predictive model.

Genotyping

The standard method used for DNA extraction is modified salting-out method. SNPs for analysis in
this study were selected according to the genetic polymorphisms previously included in the pharma-
cogenetic model (12). The selected SNPs were in genes coding for adenosine monophosphate dea-
minase (AMPD1i), aminoimidazole, carboxamide ribonucleotide transformylase (ATIC), inosine
triphosphate pyrophosphatase (ITPA) and methylenetetrahydrofolate dehydrogenase (MTHFD1).
Specifically, these SNPs were analyzed: AMPD1 34C>T (rs17602729), ITPA 94A>C (rs1127354),
ATIC 347C>G (rs2372536) and MTHFD1 1958G>A (rs17850560).

The method used for genotyping was TagMan allelic Discrimination (Applied Biosystems, Foster
City, U.S.A.). 5" Nuclease assay was performed according to a standard protocol in a 384-well format
with 10 ng of DNA per sample. Detection of the final fluorescent signals from probes, which targeted
alleles for each SNP, was performed at 7900 Sequence Detector (Applied Biosystems, Foster City,
USA).

During the genotyping the following frequency distributions of these SNPs were observed: for
AMPD1 34C>T, 74% CC, 24% CT, 2% TT; for ITPA 94A>C, 1% AA, 14% AC, 85% CC; for ATIC
347C>G, 47% CC, 42% CG, 11% GG and for MTHFD1 1958G>A, 27% GG, 49% GA, 24% AA. Geno-
type frequencies for all 4 SNPs were in Hardy-Weinberg equilibrium in this cohort (p>0.05). The
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success rates for each SNP were as follows: for AMPD1 34C>T 99%; for ITPA 94A>C 98%, for ATIC
347C>G 99% and for MTHFD1 1958G>A 98%.

Statistical analysis

Swefot data were analysed for validation of the previously designed predictive model for MTX effi-
cacy in the BeSt cohort (12). Briefly, reciprocal comparison in multivariate regression analyses of 17
polymorphisms and 24 nongenetic factors in the BeSt cohort led to a predictive model for MTX
efficacy. This model consisted of gender, RF and smoking status, the DAS at baseline, and 4 SNPs in
the AMPD1, ATIC, ITPA, and MTHFD1 genes. Each patient was scored based on the regression
coefficients of the independent variables and categorized in three groups: patient with scores of <3.5
(predicted response), patients with scores between 3.5 and 6 (predicted intermediate response) and
patients with scores of =6 (predicted non-response). Additionally, a nongenetic model was devel-
oped based on gender, RF and smoking status, the DAS at baseline, which led to a subdivision of
patients based on achieving a score of <2 (predicted responder), a score of >2 but <5.5 (intermediate
predicted responder) and a score of >5.5 (predicted nonresponder).

For initial analysis in this study, baseline factors (included the prediction model) between patients in
the BeSt cohort and the validation cohort were compared using chi-square test. Next, Swefot pa-
tients were individually scored based on the sum of points obtained by each baseline factor included
in the original predictive model. Based on these calculated scores, patients were classified in one of
the three groups of predicted response according to the original pharmacogenetic- and nongenetic
model. Predicted response and observed response on were compared by calculating true negative
and true positive predictive values (TNPV and TPPV) and levels of accuracy. Specifically, accuracy
was calculated by the proportion of true results (the number of true positives en negatives) in the
patient population.

Additionally, receiver operating characteristic (ROC) curves were constructed to evaluate the dis-
criminative performance of the pharmacogenetic model in comparison with the nongenetic model
in the SWEFOT cohort. Finally, levels of accuracy, ROC curves and TNPV and TPPV between the
BeSt cohort and the validation cohort were compared using a chi-square test.

Notably, due to the absence of information on smoking status in the Swefot cohort, smoking status
per individual could not be applied in the pharmacogenetic model. In this way, the maximum num-
ber of points which could be obtained was 10.5 (Table 1). Also, due to this absence the nongenetic
model could not be optimally tested in the Swedish validation cohort and was therefore left out of
the analysis.

All statistical analyses were performed using SPSS 16.0 software (SPSS Inc., Chicago, IL, USA).

Results

Baseline characteristics

The response of the included RA patients (N=333) at 3-4 months after start with treatment of MTX
monotherapy was 41% according to DAS44 <2.4. This was not significantly different in comparison
with obtained good clinical response of patients in the original BeSt cohort at 6 months (41% vs.
47%; p>0.05) (12). In addition, no significant differences in baseline factors included the prediction
model between patients in the validation cohort and the BeSt population were observed (Table 1).
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. . <o Validation co-
Variable Score Omgn}al\lIf(l)g g)rt n % hortin %
(N=333)"
Gender
Male o) 30 28
Female 1 70 72
DAS at baseline
<3.8 0o 25 26
>3.8 and <5.1
2nd quartile 3 25 22
3rd quartile 3 26 30
>5.1 3.5 26 23
Rheumatoid factor
Negativity o 32 30
Positivity 1 68 70
MTHFD11958 AA 1 21 23
AMPD1 34 CC genotype 1 74 75
ITPA 94 A-allele carrier 2 15 15
ATIC 347 G-allele carrier 1 53 53

Table 1. Comparison of baseline factors between patients in the original (BeSt) cohort and pa-
tients in the validation (Swefot) cohort2b

a. Abbreviations: AMPD1= adenosine monophosphate deaminase; ATIC= aminoimidazole, carboxamide ribo-
nucleotide transformylase; ITPA= inosine triphosphate pyrophosphatase; MTHFD1= methylenetetrahydrofolate
dehydrogenase; DAS= Disease activity score

b. No significant differences between the validation cohort and the population were observed for gender, DAS at
baseline (based on quartiles), RF status and MTHFD1, ATIC, AMPD1, and ITPA genotype frequencies (p>0.05)
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Validation of the pharmacogenetic model in the Swedish cohort

Assigned scores as defined by the pharmacogenetic model for the Swedish cohort ranged from 1 to
10.5. Application of the pharmacogenetic model cut off values for predicted (non)response to MTX
monotherapy resulted in a TPPV rate of 70% (38 of 54 patients) and a TNPV rate of 68% (122 of 179
patients). In total, 233 patients (70%) in the Swefot cohort were classified as either predicted res-
ponder or nonresponder, whereas 100 patients (30%) were classified as predicted intermediate
responders (Table 2). Hereby, the accuracy of the model in this cohort of patients was 48%, which
represents the proportion of true results (TP+TN/All patients= 33+122/333).

In figure 1, a ROC of the pharmacogenetic model is demonstrated. Hereby, the discriminative ability
of the model (AUC-area under the curve) was 75% (95%C.1. 70%-81%).

Predicted response

Predicted Predicted intermediate Predicted non-

response response response
Observed response
Pharmacogenetic model
Responder (DAS <2.4) 38 42 57
Nonresponder (DAS >2.4) 16 58 122
Total 54 100 179

Table 2. Comparison of the number of observed and predicted response to MTX therapy at 3-4
months for patients in the validation (Swefot) cohort:?

a. Predicted response = DAS <3.5, Predicted intermediate response = DAS >3.5 & DAS <6.0, Predicted nonres-
ponse = DAS =6.0
b. Abbreviations: DAS= Disease activity score.

Comparison performance original cohort and validation cohort

TPPV and TNPV demonstrated in this analysis, were significantly lower in the validation cohort
compared to the predictive values observed in the original cohort (for TPPV 70% vs. 95%: p<0.0001
and for TNPV 68% vs. 86%: p=0.004, respectively) (12). Regarding the number of patients classi-
fied, level of accuracy of the model and AUC no significant differences were found between the Swe-
fot cohort and BeSt cohort (for number of patients classified 70% vs 60%: p=0.182; for accuracy
48% vs. 53%: p=0.572 and for AUC 75% vs. 85%: p=0.111, respectively) (Table 3).
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Figure 1. Receiver operating characteristic curve for predicting response to methotrexate in the
validation (Swefot) cohort

Original Cohort in % Validation cohort in % P-valueb
(N=186) (N=333)"

Predictive values

N of patients classified (%) 60 70 0.182
TPPV (%) 95 70 0.0001
TNPV (%) 86 68 0.0040
Accuracy (%) 53 48 0.572
AUC (%) (95% C.I.) 86 (80-91) 75 (70-81) 0.111

Table 3. Comparison of predictive values for response to MTX therapy at 3-4 months for patients
in the validation (Swefot) cohort: and patients in the original (BeSt) cohorta?

a. Abbreviations: AUC= area under the curve; TPPV= true positive predictive values; TNPV= true negative predic-

tive values

b. Tested by chi-square test
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Discussion

In this study, a model for predicting the efficacy of MTX monotherapy was validated in a cohort of
Swedish RA patients (Swefot). Importantly, no significant differences in frequencies of genetic and
nongenetic factors compromising the predictive model were observed between this validation co-
hort and the BeSt cohort at baseline. Application of this pharmacogenetic model resulted in a TPPV
rate of 70% and a TNPV rate of 68%. In total, 233 patients (70%) were classified as either predictive
responder or nonresponder. With application of the model, the TPPV and TNPV observed in pa-
tients of the validation cohort were significantly lower compared to the values found in the original
cohort. However, for the predictive values accuracy, number of patients classified and AUC the re-
sults were comparable. Overall, these validation data imply that efficacy of a substantial part of early
RA patients treated with MTX could be predicted by this clinical pharmacogenetic model.
Interestingly, the performance of the pharmacogenetic model was already found to be comparable
at initial validation in a separate, but much smaller, group of Dutch RA patients (N=38) in the origi-
nal manuscript (12). In this Dutch group TPPV rate was 70 % and TNPV rate was 68%, whereas
68% of the patients could be categorized as either predictive responder or nonresponder. However,
in comparison with the original BeSt cohort significant differences were observed concerning TPPV
and TNPV. Several explanations are possible to declare these differences.

Firstly, differences in the performance of the model may partially be due to the lower response rate
achieved (DAS <2.4) in the validation cohort with a smaller period of time on MTX therapy before
evaluation of response compared with the original cohort (41% at 3 months vs. 47% at 6 months,
respectively).

Next, no significant associations of the four individual SNPs included in this model and treatment
response were found in the validation cohort (p>0.05). In the analyses of the original BeSt cohort,
the four genetic variants increased the AUC of the pharmacogenetic model with 9% compared with
the nongenetic model (85% vs. 76%, respectively) (12). However, in the validation cohort, a clear
difference between AUCs of the pharmacogenetic- and nongenetic models could not be analyzed
due to absence of smoking status. Conclusively, it remains unclear, if the four variants are true
markers for MTX response, if other variants in the four genes are responsible for the effect on
treatment outcome, 6r whether the extent of genes or the effect of other genes involved in the me-
chanism of action of MTX is more important than the current genes. Since the MTX responsive
phenotype may be considered polygenetic, selecting SNPs according to a candidate gene (mono- or
oligogenetic) approach will repeatedly lead to only a limited explanation of variance in MTX re-
sponse. Hereby, other genes could be more involved in MTX’s mechanism of action than MTHFD1,
ATIC, AMPD1, and ITPA. Future research on the mechanism of action of MTX is therefore required.
Finally, in this study the DAS28 of each patient was converted to the original DAS based on a 44
joint count. However, since cut-off criteria for response are applied to these scores, different re-
sponse rates could be observed. Specifically, in the Swefot trial, patients were defined as responder if
a DAS28 of less than or equal to 3.2 was achieved. Responders in the BeSt study were defined as
achieving an original DAS of less than or equal to 2.4. Comparison of these response rates revealed
that 18 patients were defined responder according to DAS, but nonresponder according to DAS28.
These patients account for almost 13% of the patients in the DAS responder group. Hypothetically,
due to a different observed response distribution in the validation cohort, different predictive values
could be the result. Therefore additional analyses were performed considering responders according
to DAS, but were nonresponder according to DAS28 (n=18), as nonresponders. Regarding the
number of patients classified, TPPV, TNPV, accuracy and AUC, no significant differences compared
with the results in table 3 were found (data not shown).

89



External Validation of the Clinical Pharmacogenetic Model for predicting MTX monotherapy efficacy
using a Swedish Cohort of patients with recent-onset rheumatoid arthritis

The additional recommendation for classification of patients in the intermediate group at baseline,
as reported in our previously study (achieving a decrease of >1.2 or <1.2 in DAS at 3 months) (12),
was left out of the validation analyses. Notably, no data was present due to alternative study design
of the Swefot clinical trial.

In general, lower values for the Swefot cohort of patients found in this study (except for the number
of patients classified) were anticipated. Namely, effect sizes found by association studies could ap-
pear to be smaller, but closer to a genuine effect size, than the first reported effect size (16). A well-
designed meta-analysis of comparing the effect size (e.g. TPPV) with this predictive model in more
cohorts of patients could provide the most optimal legitimate effect size.

Screening for markers in serum of patients with arthritis is a helpful tool and common practice in
rheumatology diagnostics. For example, in a meta-analysis by Nishimura et al it was demonstrated
that the sensitivity and specificity of testing for RF status within RA patients was 69% and 85% (17).
Notably, this meta-analysis included studies that evaluated patients for the utility of RF for diagnosis
or suspected RA. The sensitivity and specificity could be recalculated to a TPPV of 82% and a TNPV
of 72% for the diagnosis of RA by testing for RF positivity. Interestingly, these predictive values,
explained by RF-status, are comparable with the values regarding the predictive model’s TPPV and
TNPV found in our study. In this way, testing for response to MTX monotherapy in recent-onset RA
patients prior to treatment appears to be qualitatively equivalent to testing for RF status to diagnose
RA in clinical practice.

In this study, a pharmacogenetic model for predicting the efficacy of MTX in patients with RA was
validated. Notably, the exact role as predictive markers of response for the four genetic polymor-
phisms included in this model remains to be determined by future studies. Still, our results demon-
strate that predicting treatment response is feasible in RA. Additional replication and (ideally) per-
formance of prospectively designed study with this model in large cohorts is warranted to demon-
strate the legitimate predictive value in rheumatology practice.

90



External Validation of the Clinical Pharmacogenetic Model for predicting MTX monotherapy efficacy
using a Swedish Cohort of patients with recent-onset rheumatoid arthritis

References

(1) Genome-wide association study of 14,000 cases of seven
common diseases and 3,000 shared controls. Wellcome
Trust Case Control Consortium. Nature 2007 June
7:447(7145):661-78.

(2) Plenge RM, Seielstad M, Padyukov L, Lee AT, Remmers
EF, Ding B et al. TRAF1-C5 as a risk locus for rheumatoid
arthritis—a genomewide study. N Engl J Med 2007 Sep-
tember 20;357(12):1199-209.

(3) Hider SL, Thomson W, Mack LF, Armstrong DJ, Shad-
forth M, Bruce IN. Polymorphisms within the adenosine
receptor 2a gene are associated with adverse events in RA
patients treated with MTX. Rheumatology (Oxford) 2008
August;47(8):1156-9.

(4) Maxwell JR, Potter C, Hyrich KL, Barton A, Worthing-
ton J, Isaacs JD et al. Association of the tumour necrosis
factor-308 variant with differential response to anti-TNF
agents in the treatment of rheumatoid arthritis. Hum Mol
Genet 2008 November 15;17(22):3532-8.

(5) Wessels JA, Kooloos WM, De Jonge R., de Vries-
Bouwstra JK, Allaart CF, Linssen A et al. Relationship
between genetic variants in the adenosine pathway and
outcome of methotrexate treatment in patients with recent-
onset rheumatoid arthritis. Arthritis Rheum 2006 Septem-
ber;54(9):2830-9.

(6) Klareskog L, van der HD, de Jager JP, Gough A, Kalden
J, Malaise M et al. Therapeutic effect of the combination of
etanercept and methotrexate compared with each treat-
ment alone in patients with rheumatoid arthritis: double-
blind randomised controlled trial. Lancet 2004 February
28;363(9410):675-81.

(7) Mottonen T, Hannonen P, Leirisalo-Repo M, Nissila M,
Kautiainen H, Korpela M et al. Comparison of combination
therapy with single-drug therapy in early rheumatoid
arthritis: a randomised trial. FIN-RACo trial group. Lancet
1999 May 8;353(9164):1568-73.

(8) Ranganathan P. An update on methotrexate pharma-
cogenetics in rheumatoid arthritis. Pharmacogenomics
2008 April;9(4):439-51.

(9) Anderson JJ, Wells G, Verhoeven AC, Felson DT.
Factors predicting response to treatment in rheumatoid
arthritis: the importance of disease duration. Arthritis
Rheum 2000 January;43(1):22-9.

(10) Bos WH, Bartelds GM, Wolbink GJ, de Koning MH,
van de Stadt RJ, van SD et al. Differential response of the
rheumatoid factor and anticitrullinated protein antibodies
during adalimumab treatment in patients with rheumatoid
arthritis. J Rheumatol 2008 October;35(10):1972-7.

(11) Potter C, Hyrich KL, Tracey A, Lunt M, Plant D, Sym-
mons DP et al. Association of RF and anti-CCP positivity,
but not carriage of shared epitope or PTPN22 susceptibility
variants, with anti-TNF response in RA. Ann Rheum Dis.
2009 Jan;68(1):69-74

(12) Wessels JA, van der Kooij SM, le CS, Kievit W, Barerra
P, Allaart CF et al. A clinical pharmacogenetic model to
predict the efficacy of methotrexate monotherapy in recent-
onset rheumatoid arthritis. Arthriis Rheum 2007
June;56(6):1765-75.

(13) van Vollenhoven RF, Ernestam S, Geborek P, et al. In
patients with early RA who failed initial MTX, the addition
of anti-TNF yields better EULAR and ACR responses than
the addition of conventional DMARDs: 1-year results of the
SWEFOT clinical trial. Program and abstracts of EULAR
2008: The European League Against Rheumatism Annual
Congress; June 11-14, 2008; Paris, France. Abstract
LBooo1.

(14) Prevoo ML, van 't Hof MA, Kuper HH, van Leeuwen
MA, van de Putte LB, van Riel PL. Modified disease activity
scores that include twenty-eight-joint counts. Development
and validation in a prospective longitudinal study of pa-
tients with rheumatoid arthritis. Arthritis Rheum 1995
January;38(1):44-8.

(15) van Riel PL, van Gestel AM. Clinical outcome meas-
ures in rheumatoid arthritis. Ann Rheum Dis 2000 No-
vember;59 Suppl 1:128-i31.

(16) Lohmueller KE, Pearce CL, Pike M, Lander ES, Hir-
schhorn JN. Meta-analysis of genetic association studies
supports a contribution of common variants to susceptibili-
ty to common disease. Nat Genet 2003 Febru-
ary;33(2):177-82.

(17) Nishimura K, Sugiyama D, Kogata Y, Tsuji G, Nakaza-
wa T, Kawano S et al. Meta-analysis: diagnostic accuracy of
anti-cyclic citrullinated peptide antibody and rheumatoid
factor for rheumatoid arthritis. Ann Intern Med 2007 June
5;146(11):797-808.

91






