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This systematic review was designed to
provide more precise effect estimates of
inhibitor development for the various
types of F8 gene mutations in patients
with severe hemophilia A. The primary
outcome was inhibitor development and
the secondary outcome was high-titer-
inhibitor development. A systematic litera-
ture search was performed to include
cohort studies published in peer-reviewed
journals with data on inhibitor incidences

in the various F8 gene mutation types and
a mutation detection rate of at least 80%.
Pooled odds ratios (ORs) of inhibitor de-
velopment for different types of F8 gene
mutations were calculated with intron
22 inversion as the reference. Data were
included from 30 studies on 5383 pa-
tients, including 1029 inhibitor patients.
The inhibitor risk in large deletions and
nonsense mutations was higher than in
intron 22 inversions (pooled OR � 3.6, 95%

confidence interval [95% CI], 2.3-5.7 and
OR � 1.4, 95% CI, 1.1-1.8, respectively), the
risk in intron 1 inversions and splice-site
mutations was equal (pooled OR � 0.9; 95%
CI, 0.6-1.5 and OR � 1.0; 95% CI, 0.6-1.5),
and the risk in small deletions/insertions
and missense mutations was lower (pooled
OR � 0.5; 95% CI, 0.4-0.6 and OR � 0.3; 95%
CI, 0.2-0.4, respectively). The relative risks
for developing high titer inhibitors were simi-
lar. (Blood. 2012;119(12):2922-2934)

Introduction

Patients with severe hemophilia A have a factor VIII (FVIII)
activity level of less than 0.01 IU/mL. Over the past decades,
severe hemophilia has changed from a debilitating disease to a
condition with a good quality of life.1 Great advances in efficacy
and safety of FVIII products and treatment strategies have made
this possible. The current standard of care for children is primary
prophylaxis—regular FVIII infusions aimed at preventing joint
bleeds and joint damage. However, in 1 of 4-5 patients with severe
hemophilia A, treatment with FVIII is complicated by the occur-
rence of neutralizing inhibitory Abs against FVIII at a young age.2

These inhibitors not only make adequate correction of the bleeding
diathesis more difficult in case of bleeding and surgery, but also
make regular prophylaxis with FVIII impossible. This situation
may last until immune tolerance is achieved or may even persist for
a person’s lifetime if immune tolerance therapy fails.

One of the most important predictors of the risk of inhibitor
development in severe hemophilia A is the F8 gene mutation
type.3,4 Reported absolute and relative risks of inhibitor develop-
ment according to the different F8 mutation types vary markedly
between studies, because the estimates per study are based on
relatively few patients. A meta-analysis can yield more precise
estimates of the risk for different types of F8 mutations. These data
may contribute to the knowledge on the risk factors of inhibitor

development that allows clinicians to assess whether an individual
patient is at high risk. In the future, when treatment strategies such
as immune-modifying treatments become available to prevent the
development of inhibitors, this information will be essential to
weighing the potential harmful side effects of such treatments
against the inhibitor risk.

We performed a systematic review to summarize the currently
available evidence on the relationship between inhibitor develop-
ment and the various types of F8 mutations and a meta-analysis to
obtain more precise estimates of the relative risks of inhibitor
development according to the F8 genotypes in patients with severe
hemophilia A.

Methods

This systematic review is reported in accordance with the Preferred
Reporting Items for Systematic reviews and Meta-Analyses (PRISMA)
statement (www.prisma-statement.org).5

Inclusion criteria and methodological quality criteria were specified and
documented in a protocol in advance. Methods of the analysis were
specified in advance, except for the type of random effects model, which
was adjusted to an appropriate model during data analysis.
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Study eligibility criteria

Types of studies. Observational cohort studies studying the relationship
between F8 genotype and inhibitor development published as an article or
letter in a peer-reviewed journal in English, German, Dutch, French, Italian,
or Spanish without publication date restrictions were eligible for inclusion.

Types of participants. Cohorts of patients with severe congenital
hemophilia A (baseline FVIII activity level of � 0.01 IU/mL) in whom
inhibitor tests had been performed were considered. Study inclusion was
not restricted to cohorts of unrelated patients.

Types of outcome measures. The primary outcome was inhibitor
development, defined according to the methods of the investigators of the
original study. The secondary outcome was high-titer-inhibitor develop-
ment, defined as a peak inhibitor titer of at least 5 Bethesda units/mL.

Type of determinants. The determinant was the F8 mutation type as
assessed by any strategy. The F8 genotype was classified as large deletions
(single exon or multiple exons), nonsense mutations (light chain or
non-light chain), intron 1 and 22 inversions, small deletions/insertions/
combined deletions and insertions (in poly-A runs or outside poly-A runs),
missense mutations (light chain or non-light chain), splice site (conserved
or nonconserved nucleotide positions). A poly-A run was defined as at least
6 adenines in a row. Conserved splice-site mutations were defined as those
affecting the �1, �2, �1, or �2 nucleotide position at a splice site.
Nonconserved splice-site mutations were all other splice-site mutation
types.

Only studies that had determined the whole spectrum of F8 mutations
and reached a mutation detection rate of at least 80% were eligible for
inclusion. Studies that reported only gross gene derangements such as
partial gene deletions or intron 22 inversions detected by restriction enzyme
cleavage with Southern blotting were excluded. Studies in which the study
population only included patients who were negative for intron 22 inversions
were also excluded, because the reference group was lacking.

Information sources

Studies were identified by searching electronic databases, by screening the
bibliographic references of retrieved studies and reviews, and by contacting
experts in the field (J.O. and J.A.) to identify any studies that were not
retrieved by the literature search. The following bibliographic databases
were searched: PubMed (1966-present), EMBASE (1980-present), Web of
Science (1945-present), Cochrane database (1992-present), CINAHL (1982-
present), Academic Search Premier (1975-present), and ScienceDirect
(1995-present).

Search

We used the following search terms to search all databases: hemophilia A,
FVIII deficiency, mutation,* gene,* inhibitor,* and antibody. The full
search for each database is listed in supplemental Table 1 (available on the
Blood Web site; see the Supplemental Materials link at the top of the online
article). The aim of the search was a high sensitivity. The search was
designed and supervised by an experienced librarian (J. W. Schoones, MA,
Walleus Library of the Leiden University Medical Center, Leiden, The
Netherlands). The search was run on February 22, 2010. After February
2010, additional studies were included by performing monthly searches in
PubMed up to February 28, 2011.

Study selection

Titles and abstracts were examined to identify potentially relevant studies
by one investigator (S.G.) because the eligibility criteria were apparent and
the risk of rejecting relevant reports was low. All potentially relevant studies
were retrieved as complete manuscripts. S.G. examined the studies for
compliance with the inclusion criteria. In case of any doubt for eligibility of
the study for inclusion, this was discussed with a methodological expert
(J.G.v.d.B.).

Data collection process

Duplicate reports of studies were excluded by checking the authors’ names,
authors’ affiliations, and catchment areas. Duplicate inclusion of individual

patients who participated in more than one study was avoided by
systematically evaluating patient recruitment periods and catchment areas.
In case of duplicate patients, the investigators of the original studies were
contacted to provide the data after exclusion of the duplicate patients. In
several cases, reported anonymous patient identifiers enabled the investiga-
tor to exclude the individual patients who were reported in duplicate.

Data extraction and management

Data extraction from manuscripts was performed by one investigator
(S.G.). A structured electronic data collection form was used. In 22 studies,
the published reports did not provide all required information. Therefore,
we contacted the corresponding authors of these studies by e-mail for
further information. We requested to restrict the data for patients with
severe hemophilia only, to categorize patients in subclassifications of
genotypes, and to provide numbers of patients with high responder inhibitor
development. Of the contacted investigators, 17 responded and 16 provided
the required data.

Data items

The following data were extracted from the included studies: manuscript
identifier, study identifier, year of publication, eligibility for inclusion,
number of patients with severe hemophilia A, city/country, study period,
definition of inhibitor development, frequency of inhibitor screening,
inhibitor assay used, methods of mutation analysis, mutation detection rate,
ethnicity, methodological quality items (see “Sensitivity analyses”), total
number of patients with inhibitor development, total number of patients
with high-titer-inhibitor development, total number of patients with inhibi-
tor development, cumulative incidence of inhibitor development in the
different F8 genotype categories, and the total study population.

Summary measures

Odds ratios (ORs) with 95% confidence intervals (95% CIs) for each
category of F8 mutation in every study were calculated with the patient
group with intron 22 inversions as the reference. Because approximate 95%
CIs cannot be computed in studies with 0% or 100% events in the genotype
category of interest and/or reference category, the exact mid-P 95% CIs
were calculated.6 No continuity correction was used. No data were imputed.

Data exploration

To explore the within-study and between-study variability (heterogeneity),
we visually assessed the extent of overlap in 95% CIs in forest plots. In
addition, we estimated �,2 which is an estimate of the between-study
variance. We did not test for statistical significance of heterogeneity with
the Cochran Q test because of its known limitations.7

Data synthesis

Because of limited clinical and methodological heterogeneity, we pooled
the results of each study in a meta-analysis. We calculated the pooled ORs
for patients in each F8 genotype category with the patient group with intron
22 inversions as the reference because this was the largest group. To
account for variability between studies in frequency of inhibitor screening,
we used a random-effects model. Because of the small sample sizes and low
number of inhibitor patients in some F8 genotypes, conventional methods
for meta-analysis can be severely biased.8 Therefore, we applied exact
methods for meta-analysis using a mixed-effect hypergeometric-normal
model.8 Furthermore, this model avoids the potential problems associated
with the use of continuity corrections.9 In case the between-study variance
(�2) was zero, a fixed-effect hypergeometric normal model was used.

For each genotype and outcome (inhibitor development and high-titer-
inhibitor development), the ORs and 95% CIs and the pooled estimate were
plotted in forest plots together with the numbers of patients, numbers of
inhibitor patients, and percentages of inhibitors.

Data evaluation

Small study data trends. We evaluated whether small study data trends
were present by arranging the studies in the forest plots by study sample
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size. To evaluate the impact of the small study bias, we visually assessed
asymmetry of the forest plots.

Sensitivity analyses. To verify whether the associations were influ-
enced by the methodological quality of the studies, we repeated the
calculations in a subgroup of studies that we considered to have a low
chance of bias for this specific research question. Because hemophilia
centers that publish their data are generally the larger and more experienced
centers, clinically challenging patients such as inhibitor patients tend to be
referred to these centers. This may lead to overestimation of the inhibitor
incidence and potentially to selection bias. Therefore, we included in the
sensitivity analysis only studies that did not include inhibitor patients who
were referred to that center because of the inhibitor. Further inclusion
criteria that were used for the sensitivity analysis were studies that reported
a cumulative incidence and were unlikely to have misdiagnosed inhibitor
patients (these studies measured the inhibitor titer at least once a year and
whenever there was a clinical suspicion) and studies including patients who
had been treated on at least 50 exposure days with FVIII.

Exact 95% CIs were calculated using Episheet 2007 spreadsheets for
the analysis of epidemiologic data.6 The SAS Version 9.2 Academic
Analysis Suite and the Enterprise Guide 4.1 United Kingdom were used for
the meta-analyses.

HADB

To complement our findings, we summarized the data present in the
Hemophilia A Mutation Database (HADB, formerly the Hemophilia A
Mutation, Structure, Test and Resource Site [HAMSTeRS]) database.10 On
October 8, 2010, the data on all 2718 patients were downloaded from the

website. Patients with severe hemophilia A were identified as those patients
who had a FVIII activity of � 1% or a missing FVIII activity with a severity
reported as severe. There were 1276 patients with severe hemophilia A. We
excluded 16 patients who were entered twice because they were included in
more than one database (combined insertions and deletions were entered in
both the insertions and deletions databases; splice-site mutations were
entered in both splice site and missense mutations databases). Two patients
who had a concurrent intron 1 and 22 inversion were excluded. Four
patients who were entered twice (1 patient 3 times) because of additional
mutations that were regarded as a polymorphism were excluded. Of the
remaining 1253 patients, 922 patients had a known inhibitor status. These
patients were used for the summary. Data on patients with intron 1 and
22 inversions were not collected in the HADB. Data of the HADB were not
included in the meta-analysis.

Results

Study selection

Figure 1 presents the flow chart of the study selection process.
Using the above search strategies, 1552 unique references were
identified. After screening of the titles and abstracts, 201 unique
articles were retrieved. Screening reference lists of selected studies
identified no additional studies. In total, 151 studies were identified
as being potentially relevant. After strictly applying the inclusion
criteria, 26 were eligible for inclusion. Four eligible studies were

Figure 1. Flow diagram of study selection. Numbers of
unique reports are indicated in parentheses.
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identified by automatic literature search updates after the first
search. After contacting the investigators of 22 studies for addi-
tional information, a total of 30 studies were included in the data
analysis.

Excluded were 24 reviews or meeting abstracts, 17 duplicate
reports of studies, 2 studies in a foreign language that did not meet
the inclusion criteria (Czech and Portuguese), 14 publications that
did not report data on incident inhibitor patients and total numbers
of patients for each genotype, 2 studies without data on intron
22 inversions, 1 study without any data on inhibitor development,
44 studies that did not report the full mutation spectrum, 13 studies
that did not meet the mutation detection level, 6 studies in which
the study cohorts were nearly completely overlapping with other
included studies, and 2 studies with insufficient data.

Supplemental Table 2 summarizes the studies that appeared to
meet the eligibility criteria but on further inspection did not. One
potentially eligible study was excluded because of unavailable data
on patients with severe hemophilia.11 One study was excluded
during the exclusion of double patients because the majority of
study participants were already part of other study cohorts.12 One
study was excluded because it did not meet the criterion of a
mutation detection rate of at least 80%.13

Included studies

The characteristics of the included studies are summarized in in
Table 1. All studies were published in English. Seventeen studies
were conducted in Europe, 3 in the United States, 7 in Asia, 1 in
South America, 1 in Europe and Northern America, and 1 in Europe
and Asia. The studies were published from 1995-2010. One study
had families as the unit of observation instead of individual
patients. The number of subjects per study varied from 20-971. The
mutation detection rate varied from 80%-100%.

Participants. The included studies involved 5383 patients with
severe hemophilia A, including 1029 patients with inhibitor
development. In 23 studies, data on high-titer-inhibitor develop-
ment were available, comprising 3686 patients and 510 inhibitor
patients. In 4 studies, all patients were at a low risk of subsequent
inhibitor development because all patients had received FVIII on at
least 50 exposure days.

Types of outcomes. The inhibitor assays reported were the
original Bethesda assay and the Bethesda assay with the Nijmegen
modification.45,46 The frequency of inhibitor screening varied
markedly between studies. Some studies screened for inhibitors
only once, and others tested regularly for the presence of inhibitors.

Results of individual studies

The numbers and proportions of inhibitor development according
to the subgroups of F8 genotype and in the total study population
are presented in Table 2. Table 3 presents the numbers and
proportions of patients with high-responder inhibitor development.
The total cumulative incidence of inhibitor development in the
individual studies varied from 0%-40%. The total cumulative
incidence of high-titer-inhibitor development varied from 0%-
26%. No inhibitors were detected in 3 studies with study popula-
tion sizes of 21, 25, and 27 patients.18,31,36

Data synthesis

The relative proportions of genotypes are presented in Figure 2. Of
all 5383 patients, 3% had large deletions, 10% nonsense mutations,
45% intron 22 inversions, 2% intron 1 inversions, 16% small

deletions or insertions, 15% missense mutations, and 3% splice-site
mutations. In 4.6% of patients, the mutation was unknown.

All inhibitor development. Figure 3 presents the pooled ORs of
all inhibitor development and 95% CIs for each F8 genotype
including the numbers of patients in each category. Details
regarding the individual study ORs for each genotype can be found
in the appendix (supplemental Figure 1).

The pooled OR of large deletions compared with intron
22 inversions was 3.6 (95% CI, 2.3-5.7); for nonsense mutations,
1.4 (95% CI, 1.1-1.8); for intron 1 inversions, 0.9 (95% CI,
0.6-1.5); for small deletions and insertions, 0.5 (95% CI, 0.4-0.6);
for missense mutations, 0.3 (95% CI, 0.2-0.4); and for splice-site
mutations, 1.0 (95% CI, 0.6-1.5).

The risk of inhibitor development in patients with deletions of
more than one exon was higher than the risk in patients with
deletions of one exon or less. Nonsense mutations and missense
mutations in the light chain carried a higher risk than those not
located in the light chain. Small deletions, insertions, or combined
deletions/insertions located within a poly-A run were associated
with a lower risk than those located outside a poly-A run. The
location of the nucleotide substitution was only available for few
patients with splice-site mutations; therefore, the estimates of the
pooled ORs of splice-site mutations at conserved and noncon-
served nucleotide positions are imprecise and 95% CIs are wide.

High-titer-inhibitor development. Figure 4 presents the pooled
ORs of high-titer-inhibitor development and 95% CIs for each F8
genotype including the numbers of patients in each category.
Details regarding the individual study ORs for each genotype can
be found in supplemental Figure 1.

The pooled OR of large deletions relative to intron 22 inver-
sions was 5.2 (95% CI, 3.4-8.0); for nonsense mutations, 1.2 (95%
CI, 0.8-2.0); for intron 1 inversions, 0.9 (95% CI, 0.4-1.8); for
small deletions and insertions, 0.6 (95% CI, 0.4-0.8); for missense
mutations, 0.2 (95% CI, 0.1-0.5); and for splice-site mutations,
0.7 (95% CI, 0.4-1.4). The effect of large deletions of more than
one exon on the risk of high-titer-inhibitor development was more
pronounced. Too few patients were available in the subgroups of
splice-site mutations at conserved and nonconserved nucleotide
positions to yield meaningful estimates.

Data evaluation

Small study trends. To explore the potential presence of small
study trends, the forest plots were sorted by study sample size
(supplemental Figure 1). No clear small study data trends could be
identified.

Sensitivity analysis. The analysis was repeated in a subgroup
of 5 studies meeting the methodological high-quality criteria and
resulted in similar ORs (supplemental Table 3).

HADB

In the HADB, the proportion of patients with inhibitor develop-
ment was 19.5% (180 of 922). The numbers of inhibitor patients in
each type of gene mutation are summarized in Table 4. Information
on patients with intron 1 and 22 inversions was not collected in the
HADB. In large deletions and insertions (greater than 50 base
pairs) the incidence of inhibitor development was 45% (� 1 exon,
21%; � 1 exon, 67%). In nonsense mutations, the incidence of
inhibitor development was 28% (nonsense mutations in light chain
(for A3, C1, and C2, 43%; for nonsense mutations outside of the
light chain, 12%). In small deletions and insertions (� 50 base
pairs), the proportion of inhibitors is 15% (in poly-A runs, 6%;
outside poly-A runs, 19%). In missense mutations, the proportion
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was 8% (for missense mutations in the light chain, 11%; for
missense mutations outside of the light chain, 6%). In splice-site
mutations, the proportion of inhibitors was 7%.

Discussion

This meta-analysis merged the data of 5383 severe hemophilia A
patients from 30 selected studies to estimate the relative risks of
inhibitor development in patients with severe hemophilia A accord-
ing to specific F8 genotypes with more precision than is possible in
single studies. Compared with the risk of inhibitor development in
patients with intron 22 inversions, the risk of patients with large
deletions and nonsense mutations was higher (pooled OR � 3.6;
95% CI, 2.3-5.7 and OR � 1.4; 95% CI, 1.1-1.8, respectively), the
risk of patients with intron 1 inversions and splice-site mutations
was equal (pooled OR � 0.9; 95% CI, 0.6-1.5 and OR � 1.0; 95%
CI, 0.6-1.5, respectively), and the risk of patients with small

deletions and insertions and missense mutations was lower (pooled
OR � 0.5; 95% CI, 0.4-0.6 and 0.3; 95% CI, 0.2-0.4, respectively).

The HADB collected data on F8 mutations and information on
the patients’ inhibitor status.10 The findings from the HADB were
similar to our findings. However, the data of the HADB has several
limitations when it is used to assess the relationship between F8
genotype and inhibitor development.47 The HADB contains se-
lected patients and the inhibitor status is missing in 26% of patients,
which may lead to biased estimates. The relationship between F8
genotype and high-titer-inhibitor development cannot be evaluated
because information on the peak inhibitor titer is not collected.

Our study has several limitations. The frequency of screening
for the presence of inhibitors in patients varied markedly in the
studies. In several studies, significant underdiagnosis of inhibitor
development is likely, which will underestimate the cumulative
incidence of inhibitors. However, this would predominantly affect
the incidence of low-titer inhibitors, because high-titer inhibitors
would be more likely to present clinically.

If inhibitor testing occurs more frequently in patients with some
genotypes than in patients with other genotypes, this would bias the
association. Therefore, we performed a sensitivity analysis in the

Figure 3. Pooled ORs of inhibitor development ac-
cording to the F8 genotype. 2 indicates the between-
study variance of lnOR.

Figure 2. Distribution of F8 genotypes.

Table 4. Type of F8 gene mutation and inhibitor development in
HADB

Positive inhibitor

N% n

Large deletions 49 45 109

� 1 exon 38 67 57

� 1 exon 11 21 52

Nonsense mutations 65 28 230

Light chain 52 43 122

Non-light chain 13 12 108

Small deletions/insertions 43 15 289

Outside poly-A run 37 19 191

Poly-A run 6 6 98

Missense mutations 20 8 246

Light chain 12 11 114

Non-light chain 8 6 132

Splice site mutations 3 7 46

Unknown 0 0 2

Total 180 20 922

Data downloaded on October 8, 2010.
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subgroup of studies that were unlikely to have misdiagnosed
inhibitor patients. These studies measured the inhibitor titer at least
once a year and whenever there was a clinical suspicion. In this
subanalysis, the results were similar to the meta-analysis of all
included studies.

Another limitation of the current meta-analysis is that in the
majority of the studies, some patients may still be at risk for
subsequent inhibitor development. The risk of inhibitor develop-
ment is highest during the first 50 exposure days to FVIII.2 After
50-75 exposure days, the development of inhibitors becomes rare
(approximately 2-5 per 1000 patient-years).48,49 Pooling of studies
including patients who were treated on less than 50 exposure days
may have underestimated of the inhibitor risk in patients with some
genotypes. To address this, we performed a sensitivity analysis
among studies that presented patients who were treated on at least
50 exposure days, which showed similar results.

Other genetic and nongenetic factors have been reported to
affect the risk of developing inhibitors. Genetic polymorphisms in
the HLA complex50,51 and in promoters of cytokine genes (IL-10
and TNF�) and T-cell surface molecules have been associated with
the risk of inhibitor development.52-56 Although F8 genotypes are
generally believed to be equally distributed across different ethnic
populations, this may not be true for other genetic risk factors. To
account for geographic differences in treatment practices, we
calculated pooled relative effects instead of absolute incidences.
Detailed data on ethnic background and other risk factors were
unavailable and the impact of these factors could not be evaluated.

Because our analysis was not restricted to unrelated patients, the
observations may not be completely independent from each other.
Other familial risk factors such as immunologic makeup may
account for inhibitor development in several related patients.

A strength of this systematic review is it includes 5383 unique
patients with severe hemophilia A, yielding the most precise
estimates of relative risk of inhibitor development available to date.

We calculated relative effect measures (ORs) instead of abso-
lute cumulative incidences because the frequency of inhibitor
screening, definition of inhibitor development, and FVIII treatment
regimen differed among studies, thus affecting the total cumulative
incidences of inhibitors. A pooled cumulative risk would include
this variation in hemophilia management practices and would not

be useful in clinical practice. Because these differences between
studies were not expected to be related to F8 genotype, we expect
that relative effect measures are similar across studies.

Because of the multitude of F8 genotypes, the total number of
patients within the individual genotypes was often small. There-
fore, in these genotypes, there may be no or 100% inhibitor
patients. Because of these “null cells” in the data, standard methods
for meta-analysis give severely biased results. Therefore, we used a
meta-analysis model especially suitable for sparse and unbalanced
data: the hypergeometric-normal model.8 This model has several
advantages in situations when data are sparse; it avoids bias caused
by the correlation between estimate and standard error, takes into
account the uncertainty in the estimates of the standard errors, and
avoids the use of continuity corrections.

A further strength of this study is that it also studied the outcome
high-titer-inhibitor development and found similar relative risks.
Studying high-titer-inhibitor development avoided potential bias
by underdiagnoses of inhibitor development by infrequent inhibitor
testing and by known suboptimal specificities in the inhibitor
assays.57

Mutations that are expected to cause complete absence of
protein were associated with a higher risk of inhibitors, whereas
mutations that may result in some protein synthesis were associated
with a lower risk of inhibitor development. An immune response
against FVIII probably occurs because of lack of central tolerance
to FVIII protein to a greater or lesser extent. Patients with F8
mutations that allow the production of some nonfunctional FVIII
protein may develop (partial) central tolerance to this altered FVIII
protein. In these patients, T lymphocytes specific for fewer FVIII
epitopes are present in the periphery, and the generation of
FVIII-specific regulatory T cells is possible. In patients with
missense mutations and small deletions and insertions, some
production of parts of the FVIII protein may occur, and therefore
these patients face a lower risk of inhibitor development. Con-
versely, in patients with F8 mutations that result in complete
absence of FVIII protein, central tolerance is lacking. Anti-FVIII–
specific T and B cells are not negatively selected, and no FVIII-
specific regulatory T cells can be generated. Subsequently, anti–
FVIII-specific lymphocytes enter the periphery and may react
against infused FVIII product. Large deletions, nonsense muta-
tions, and intron 1 and 22 inversions induce a complete deficit of

Figure 4. Pooled ORs of high-titer-inhibitor develop-
ment according to the F8 genotype. 2 indicates the
between-study variance of lnOR.
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any production of circulating FVIII polypeptides, and this explains
why patients with these mutations have an increased risk for
developing inhibitors.58

Based on the recent finding that patients with the intron
22 inversion express the entire FVIII protein as 2 polypeptide
chains, it has been suggested that intracellular production of parts
of an endogenous FVIII protein may lead to some degree of
tolerance toward replacement FVIII proteins and to a reduced risk
of inhibitor development.59 When considered together with the
findings from the present meta-analysis, which demonstrate that
intron 22 inversions confer a lower inhibitor risk as large,
multi-exon deletions, this hypothesis may be an explanation for the
difference in inhibitor risks among patients with F8 genotypes that
do not result in extracellular protein production.

In patients with nonsense and missense mutations, the risk of
inhibitor development is higher when the mutation is located in the
light chain (ie, in the A3, C1, or C2 domain) than when it is located
outside of the light chain (ie, in the A1, A2, or B domain) of the
FVIII protein. This may be explained by the presence of a second
gene transcript, F8b (HUGO Gene Nomenclature Committee
HGNC: F8A2), which runs from a unique first exon within the CpG
island in intron 22 through exon 26 at the end of the F8 gene.60 As
mentioned previously, the predicted FVIIIB protein was recently
found to be expressed within cells from both a hemophilia patient
with the intron 22 inversion and from a healthy subject, and the
presence of this protein intracellularly may result in some tolerance
toward the portion of FVIII encoded by exons 23-26.59 Therefore,
mutations that are located outside of this F8b gene may be
associated with normal production of this gene product and lead to
partial central tolerance toward FVIII.16 Conversely, mutations
within this gene may lead to an absent or defective F8b gene
product and may be associated with an impaired central tolerance
toward this part of the F8 gene. Other investigators hypothesized
that mechanisms such as in-frame exon skipping and nonsense-
mediated decay of F8 mRNA (and the potential resulting protein
production) depend on the location of the nonsense mutation in the
coding sequence. However, these hypotheses could not be sup-
ported by observational evidence.47,61

Small deletions and insertions usually cause frame shifts and
downstream premature stop codons. However, patients with small
deletions and insertions have a lower inhibitor risk than patients
with nonsense mutations. Small deletions and insertions affecting
stretches of adenines (the poly-A run) carry a lower inhibitor risk
than those outside of a poly-A run. A milder phenotype and
improved thrombo-elastogram parameters have been observed in
severe hemophilia A patients with small deletions and insertions in
poly-A runs. It is possible that small amounts of FVIII protein
could be produced, because the reading frame may be partially
restored by errors in DNA replication, RNA transcription, and
translation errors in poly-A runs.62-64 The presence of small
amounts of FVIII protein may result in a lower inhibitor risk in
patients with small deletions and insertions in poly-A runs.

The prevalence of intron 1 inversions was 2%, similar to a
previous report.65 The pathogenetic mechanism is similar to that of
intron 22 inversions.66,67 In the present study, the inhibitor risk in
patients with intron 1 inversions was indeed similar (OR � 0.92;
95% CI, 0.57-1.50) to that in patients with intron 22 inversions.

Most investigators reported low inhibitor incidences in patients
with splice-site mutations. However, in one study, splice-site
mutations were related to the highest inhibitor risk.16 A higher risk
of inhibitor development was found in patients with splice-site

mutations affecting conserved nucleotide positions (31%) than in
patients with splice-site mutations affecting nonconserved nucleo-
tide positions (13%).34 It may be hypothesized that splice-site
mutations in nonconserved positions may not always be recognized
and may result in the production of some normal FVIII.68 In
splice-site mutations affecting conserved nucleotide positions, the
restoration of normal splicing is predicted to occur less often.
Altered splicing frequently results in a premature stop codon, and
these patients may carry an inhibitor risk similar to that in patients
with null mutations. In our study, patients with splice-site muta-
tions had a similar risk as patients with intron 22 inversions.
Patients with splice-site mutations affecting conserved nucleotide
positions had a higher risk of inhibitor development (OR � 0.76;
95% CI, 0.33-1.78) than those in nonconserved nucleotide posi-
tions (OR � 0.31; 95% CI, 0.05-1.92). However, because these
data were only available for a few studies, only 55 and 25 patients,
respectively, were analyzed, the confidence intervals were wide,
and it is difficult to draw any definite conclusions.

In 4.6% of patients, the causative mutation was unknown. This
included both patients in whom genetic testing did not reveal a
causative mutation and patients who were part of the study cohort
and in whom genetic testing was not performed. Because of the
variety of studies, these reasons could not be reliably discerned.

This meta-analysis provides more precise estimates of the
relative risks for different F8 genotypes relative to intron
22 inversions. In future research on other possible genetic and
nongenetic risk factors, the predisposition related to the hemophilic
genotype should be taken into account.

Conclusions

The results of this meta-analysis confirm earlier reports that the F8
genotype is an important determinant of inhibitor development in
patients with severe hemophilia A. Compared with the risk of
inhibitor development in patients with intron 22 inversion, the risk
of patients with large deletions and nonsense mutations was higher,
the risk of patients with intron 1 inversions and splice-site
mutations was equal, and the risk of patients with small deletions
and insertions and missense mutations was lower.

Acknowledgments

The authors thank P. Green, P. Casaña, S. Haya, C. Miller, A. Awidi,
K. Viel, T. Howard, D. David, F. Xue, C. Mannhalter, L. Rossetti,
Y.-C. Chen, E. Chalmers, R. Saxena, and C Altisent for providing
additional information; J. W. Schoones of the Walaeus Library
(Leiden University Medical Center, Leiden, The Netherlands) for
expert support in designing the literature search; and Professor
T. Stijnen for indispensable statistical advice.

Authorship

Contribution: S.C.G., S.l.C., and J.G.v.d.B. designed the research;
S.C.G., J.O. M.M., A.R.T., W.v.H., J.B., and C.H.M. contributed
the data; S.C.G. analyzed the data; S.C.G., H.M.v.d.B., and
J.G.v.d.B. and wrote the manuscript; and all authors approved the
final version of the manuscript.

2932 GOUW et al BLOOD, 22 MARCH 2012 � VOLUME 119, NUMBER 12

D
ow

nloaded from
 http://ashpublications.net/blood/article-pdf/119/12/2922/1350570/zh801212002922.pdf by guest on 23 M

ay 2024



Conflict-of-interest disclosure: S.C.G. and H.M.v.d.B. have
reported receiving unrestricted research support from ZLB Beh-
ring, Novo Nordisk, Wyeth, Baxter, and Bayer. J.G.v.d.B. has
received unrestricted research/educational funding for various
projects from Bayer Schering Pharma, Baxter, ZLB Behring, Novo
Nordisk, and Wyeth; has been a consultant to Baxter and Wyeth;

and has been a teacher in the educational activities of Bayer
Schering Pharma. The remaining authors declare no competing
financial interests.

Correspondence: S. C. Gouw, Wilhelmina Children’s Hospital,
University Medical Center Utrecht, Rm KE 04.133.1, P O Box 85090,
3508 AB Utrecht, The Netherlands; e-mail: s.c.gouw@umcutrecht.nl.

References

1. Plug I, Peters M, Mauser-Bunschoten EP, et al.
Social participation of patients with hemophilia in
the Netherlands. Blood. 2008;111(4):1811-1815.

2. Wight J, Paisley S. The epidemiology of inhibitors
in haemophilia A: a systematic review. Haemo-
philia. 2003;9(4):418-435.

3. Schwaab R, Brackmann HH, Meyer C, et al. Hae-
mophilia A: Mutation type determines risk of in-
hibitor formation. Thromb Haemost. 1995;74(6):
1402-1406.

4. ter Avest PC, Fischer K, Mancuso ME, et al. Risk
stratification for inhibitor development at first
treatment for severe haemophilia A: a tool for
clinical practice. J Thromb Haemost. 2008;6(12):
2048-2054.

5. Moher D, Liberati A, Tetzlaff J, Altman DG. Pre-
ferred reporting items for systematic reviews and
meta-analyses: the PRISMA statement. PLoS
Med. 2009;6(7):e1000097.

6. Rothman KJ. Computation of exact confidence
intervals for the odds ratio. Int J Biomed Comput.
1975;6(1):33-39.

7. Higgins JP, Thompson SG, Deeks JJ, Altman DG.
Measuring inconsistency in meta-analyses. BMJ.
2003;327(7414):557-560.

8. Stijnen T, Hamza TH, Ozdemir P. Random effects
meta-analysis of event outcome in the framework
of the generalized linear mixed model with appli-
cations in sparse data. Stat Med. 2010;29(29):
3046-3067.

9. Sweeting MJ, Sutton AJ, Lambert PC. What to
add to nothing? Use and avoidance of continuity
corrections in meta-analysis of sparse data. Stat
Med. 2004;23(9):1351-1375.

10. Kemball-Cook G, Tuddenham EG, Wacey AI. The
factor VIII Structure and Mutation Resource Site:
HAMSTeRS version 4. Nucleic Acids Res. 1998;
26(1):216-219.

11. Kreuz W, Ettingshausen CE, Zyschka A, et al.
Inhibitor development in previously untreated pa-
tients with hemophilia A: a prospective long-term
follow-up comparing plasma-derived and recom-
binant products. Semin Thromb Hemost. 2002;
28(3):285-290.

12. Kreuz W, Gill JC, Rothschild C, et al. Full-length
sucrose-formulated recombinant factor VIII for
treatment of previously untreated or minimally
treated young children with severe haemophilia
A: results of an international clinical investigation.
Thromb Haemost. 2005;93(3):457-467.

13. Chalmers EA, Brown SA, Keeling D, et al. Early
factor VIII exposure and subsequent inhibitor de-
velopment in children with severe haemophilia A.
Haemophilia. 2007;13(2):149-155.

14. Ahmed RP, Ivaskevicius V, Kannan M, et al. Iden-
tification of 32 novel mutations in the factor VIII
gene in Indian patients with hemophilia A.
Haematologica. 2005;90(2):283-284.

15. Awidi A, Ramahi M, Alhattab D, et al. Study of
mutations in Jordanian patients with haemophilia
A: identification of five novel mutations. Haemo-
philia. 2010;16(1):136-142.

16. Boekhorst J, Lari GR, D’Oiron R, et al. Factor VIII
genotype and inhibitor development in patients
with haemophilia A: highest risk in patients with
splice site mutations. Haemophilia. 2008;14(4):
729-735.

17. Casaña P, Cabrera N, Cid AR, et al. Severe and
moderate hemophilia A: identification of 38 new

genetic alterations. Haematologica. 2008;93(7):
1091-1094.

18. Castaman G, Giacomelli SH, Ghiotto R, et al.
Spectrum of mutations in Albanian patients with
haemophilia A: identification of ten novel muta-
tions in the factor VIII gene. Haemophilia. 2007;
13(3):311-316.

19. Chen YC, Hu SH, Cheng SN, Chao TY. Genetic
analysis of haemophilia A in Taiwan. Haemo-
philia. 2010;16(3):538-544.

20. David D, Ventura C, Moreira I, et al. The spec-
trum of mutations and molecular pathogenesis of
hemophilia A in 181 Portuguese patients. Haema-
tologica. 2006;91(6):840-843.
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