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Abstract
Previous studies have shown an inverse association between allergies and glioma risk; however,
results for associations between single nucleotide polymorphisms (SNPs) of allergy-related genes
and glioma risk have been inconsistent and restricted to a small number of SNPs. The objective of
this study was to examine the association between 166 SNPs of 21 allergy-related genes and
glioma risk in a nested case-control study of participants from three large US prospective cohort
studies. Blood collection took place between 1982 and 1994 among the 562 included Caucasian
participants (143 cases and 419 matched controls) prior to case diagnosis. Custom Illumina assay
chips were used for genotyping. Logistic regression analyses, controlling for age and study cohort,
were used to determine associations between each SNP and glioma risk. Statistically significant
associations were found between rs2494262 and rs2427824 of the FCER1A gene, which encodes
the alpha chain of the high affinity immunoglobulin E receptor, and glioma risk (nominal trend p-
values 0.01 and 0.03, respectively). Significant associations were also found between SNPs in
IL10, ADAM33, NOS1 and IL4R and glioma risk; however, these were not corrected for multiple
comparisons and need to be interpreted with caution. Our findings with FCER1A SNPs provide
further support for the link between allergies and risk of glioma.
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INTRODUCTION
The incidence rate of brain and central nervous system tumors in the United States is
approximately 6.6 per 100,000 person-years [1], with glioma being the most prevalent type
of primary malignant brain cancer. Although not common, brain tumors are responsible for
considerable morbidity and carry a 5-year survival rate of only 33% [1].

The etiology of glioma is still largely unknown [2]. Previous studies have shown an inverse
association between self-reported history of allergies or atopic disease and glioma risk [3,4].
There is also evidence that immunoglobulin E (IgE) levels are associated with lower glioma
risk [5,6]. Atopic individuals often have elevated serum levels of IgE antibodies and respond
to allergens by inducing cytokines produced by type 2 T helper (Th2) cells. It has been
suggested that heightened immune response from atopic disease may protect against brain
tumor development [4].

Given the consistent epidemiologic data supporting the association between allergies and
gliomas, genetic susceptibility to allergies may also be related to the risk of glioma. A few
studies have found that single nucleotide polymorphisms (SNPs) of inherited allergy-
associated genes, such as IL13, IL4, ORMDL3 and STAT6, were related to glioma risk or
survival, but results have been inconsistent and few SNPs have been investigated [7–15].
More conclusive evidence on genetic susceptibility to glioma risk is needed to help
determine the mechanism by which allergies may play a role in the protection against
gliomas.

Therefore, we examined the association between SNPs of genes that have been associated
with asthma or allergies and glioma risk in a pooled analysis of participants from three large
US prospective cohort studies.

MATERIALS AND METHODS
Study populations

Data were analyzed from three independent US cohorts previously described in detail: the
Physicians’ Health Study (PHS), the Nurses’ Health Study (NHS), and the Health
Professionals Follow-up Study (HPFS) [16–18]. The PHS was a randomized controlled trial
that began in 1982 to assess the efficacy of aspirin in reducing cardiovascular disease
mortality and the efficacy of β-carotene in reducing overall cancer incidence. Included
participants were 22,071 male physicians aged 40–84 years with no history of
cardiovascular disease or cancer and were randomly assigned to receive aspirin, β-carotene
or placebo. The NHS is a prospective study of lifestyle and dietary factors and chronic
diseases that was started in 1976; the study includes 121,700 female US registered nurses,
aged 30–55 years at baseline. The HPFS started in 1986 includes 51,529 US male health
professionals, aged 40–75 years, who have been followed over time to examine lifestyle and
dietary associations with major disease outcomes. Informed consent was obtained from all
participants, and the present study was approved by the Human Research Committee of the
Brigham and Women’s Hospital.

Blood collection
Blood collection procedures were conducted as previously described [6]. Between August
1982 and December 1984, blood samples were collected from 14,916 (68%) of 22,071 PHS
participants as part of the initial trial. From May 1989 through September 1990, blood
samples were collected from 32,825 (55%) of 59,923 NHS cohort subjects who had
indicated that they would be willing to send a blood sample. In 1993 and 1994, blood
specimens were collected from 18,255 men in HPFS. Upon arrival to the laboratories, blood
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samples were centrifuged, aliquoted and stored in liquid nitrogen freezers for use in future
assays.

Case ascertainment and control selection
All participants were contacted yearly (PHS) or biennially (HFPS and NHS I) to ascertain
outcomes. The follow-up rate for participants who provided blood samples in the cohorts
was greater than 95% of the total possible person-years for incidence of cancer. For the
present analysis, we included cases with any type of glioma brain tumor: astrocytoma,
glioblastoma, oligodendroglioma, ependymoma, and mixed glioma subtypes; pilocytic
astrocytomas were not included in this study. Deaths of cohort subjects are usually reported
by family members or by the postal service in response to mailed questionnaires. The
National Death Index (NDI) was also searched biennially for non-respondents, and this
method has been shown to have a sensitivity of 98% [19]. Medical records and pathology
reports were obtained from hospitals after permission was received from cases or requested
for deceased cases identified through the NDI or other sources. Approximately 88% of
potential case subjects (self-reported or deceased case subjects with glioma) were
subsequently confirmed with medical, pathology, or cancer registry data. Only glioma cases
confirmed from medical or pathology records, cancer registry data or a death certificate
were included in the current study.

All identified and confirmed incident glioma cases who provided blood samples at baseline
were selected for this study (n = 151). For each case, three controls (n = 482) were identified
among the cohort participants who returned blood samples, who did not have cancer, and
who were alive at the time the matched case was diagnosed; only two controls were matched
with one case where the matching criteria could not be met. The controls were chosen at
random and matched with each case on year of birth, cohort (which automatically matches
the sex, because each cohort consists of either men or women), month of blood sample
collection, and ethnic background. In the PHS cohort, controls were also matched to each
case based on their original randomly assigned intervention group.

Candidate gene and SNP selection
DNA extractions were completed at the Channing Laboratory (Boston, MA) and shipped to
Imperial College in London where a custom Illumina assay chip (Illumina, Inc., San Diego,
CA) was designed to amplify 190 SNPs from 21 genes chosen because they have either been
associated with allergy and atopy or because they are part of the IgE pathway: AAA1,
ADAM33, CD14, CTLA4, FCER1A, FLG, HLA-DPB1, IL10, IL12A, IL12B, IL13, IL4,
IL4R, IL5, MS4A2, NOS1, NPSR1, ORMDL3, RAD50, STAT6, and TNF.

For each gene, we chose a partially redundant set of haplotype tagging SNPs, using the
HapMap data phaseIII/Rel #2 for the CEU population. We used a minor allele frequency
(MAF) of 5% to avoid selecting rare alleles, and an R square cutoff of 0.8. Partial
redundancy was used to protect against information loss in case one haplotype tagging SNP
failed to amplify. The CEU population was chosen as the reference population for SNP
tagging because the subjects in our study were Caucasian. The results from a preliminary
screen, using the Illumina Preliminary Assay Design tool, allowed us to select 190 SNPs
with strong validation and a high predicted amplification score.

Genotyping and quality control
DNA was obtained from all patients, and DNA concentrations were checked using Quant-
iT™ PicoGreen® dsDNA reagent (Invitrogen, Carlsbad, CA) and normalized to 50ng/μl
before genotyping. A total of 250ng DNA was used for the Illumina GoldenGate Assay
(Illumina, Inc., San Diego, CA), which was performed according to the manufacturer’s
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standard three-day protocol. Each genotyping plate was prepared with both cases and
controls to reduce any effects of plate-specific bias. Illumina clustering was performed on
the raw data using Illumina’s Genome Studio software version 2009.1. All 190 SNPs were
also manually inspected to make sure the clusters were correctly called after sorting via a
statistical score called Gentrain. This score varies from 1 to 0 and is based on the shape of
the clusters and their relative distance to each other. The clusters were manually called for
when SNPs were not correctly called by the software. All SNPs that could not be called
(overlapping clusters, more than three clusters, low intensity) were zeroed (n=4, 2.1%). At
least one replicate was included per plate for internal quality control, giving a total of 9
replicates across plates. The reproducibility frequency for the SNPs genotyped was 99.8%.
A total of 5 HapMap Trios were also used as internal quality controls, and the data gave an
overall parent-parent-child heritability percentage of 99.6%.

All individuals with <75% genotyping data (n=20), an insufficient DNA sample available
(n=36) or who were not Caucasian (n=15) were excluded. Among the 190 SNPs of the 21
allergy-associated genes, those with <75% genotyping rate (n=10) or minor allele
frequencies <0.05 (n=9) were excluded. Hardy-Weinberg equilibrium (HWE) in the control
subjects was also assessed and the remaining SNPs with a HWE p-value <0.001 (n=5) were
also excluded. The final association analysis included 143 cases, 419 controls and 166
SNPs.

IgE measurement
Frozen blood samples were sent to the Channing Laboratory (Boston, MA), which used the
Pharmacia Diagnostics AB (Uppsala, Sweden) UniCAP fluorescent assay, as previously
described in detail [6]. Both respiratory-specific allergens and food allergens were tested.
The measured fluorescence scored against a standard curve with known quantity inputs was
used to determine a continuous measure of IgE per manufacturer instructions. Results for
IgE and glioma have been previously published [6].

Statistical analyses
We used conditional logistic regression analyses to examine the associations between the
candidate gene SNPs and risk of glioma. The odds ratio (OR) and corresponding 95%
confidence interval (CI) for the dominant and additive allele models and the Cochran-
Armitage trend p-value were obtained for each SNP genotyped. Results were similar when
models were reanalyzed using unconditional logistic regression and thus unconditional
results are reported unless otherwise specified. Unconditional logistic regression analyses
were repeated among cases who died within 12 months of diagnosis (highly fatal) and their
controls, given that these case subjects most likely represent primary glioblastoma
multiforme cases (n=99).

Haploview was used to generate linkage disequilibrium (LD) plots and haplotype blocks
[20]. Logistic regression analyses, controlling for age and study cohort, were conducted to
determine the association between glioma and haplotypes of each gene with at least one
SNP that was significant in the dominant or additive models. Presented associations were
not adjusted for multiple comparisons as we used a candidate-gene approach.

We also conducted one-way analysis of variance tests among cases and controls to compare
levels of IgE across genotypes of SNPs from FCER1A and IL13, as these genes have been
previously associated with IgE levels in previous analyses [21,15]. Total IgE measurements
were log transformed to normalize them. We also compared clinically relevant categories of
IgE (<25 kU/L, 25–100 kU/L and >100 kU/L) [6] across genotypes. All tests of statistical
significance were two-sided, and P values less than 0.05 were considered statistically
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significant. We applied no correction for multiple tests. All analyses were performed using
SAS 9.1 (SAS Inc., Cary, NC), and were adjusted for age and study cohort.

RESULTS
The mean age at blood collection was 58.9 years for the 143 and 58.6 years for the 419
controls. The mean age at diagnosis of cases was 68.3 years. About two-thirds of both cases
(66%) and controls (63%) were male.

We observed an association between rs2494262 of the FCER1A gene and glioma in both the
dominant (OR=1.64; 95%CI: 1.01–2.67) and the additive models (trend p-value=0.01)
(Table 1). A dose-response association was also observed for rs2427824 (p=0.03) and
rs2427837 (p=0.06), although the association for the latter SNP was only borderline
significant. These three SNPs of FCER1A were not in linkage disequilibrium (e.g. r2 for
rs2494262 and rs2427824 = 0.39). An association was also found between rs3024509 of the
IL10 gene and glioma (OR=1.96; 95% CI: 1.14–3.39). Other significant associations were
found for the following SNPs rs3918395 (ADAM33), rs2293045 (NOS1), rs561712 (NOS1)
and rs3024536 (IL4R) (Table 1).

We did not find statistically significant associations for other SNPs from allergy-associated
genes, including SNPs from genes that had been previously associated with glioma risk in
prior studies (Supplementary Table 1). However, in the dominant model, we did find a
positive association with SNPs rs20541 (OR=1.41; 95%CI: 0.95–2.11, IL13) and rs1059513
(OR=1.43; 95%CI: 0.89–2.28, STAT6). Haplotype analyses did not add any additional
significant results.

Polymorphisms of FCER1A were not associated with mean log(IgE) levels. For rs2494262
among controls, mean log(IgE) levels were 3.2, 3.4, and 3.0 for the CC, CA and AA
genotypes, respectively (p=0.5) and 3.3, 3.0 and 3.4 among rs2427837 GG, GA and AA
genotypes, respectively (p=0.5). Among controls and when using clinically relevant cut
points for IgE, there was a higher percentage of participants with the common genotype,
GG, for rs2427837 in the highest IgE category (>100 kU/L) compared to the rare genotype,
AA (18% vs. 0% respectively for controls; 18% vs. 3% for combined). No relationship
between rs2427837 and IgE level was observed among cases. IgE levels were also not
associated with IL13 genotypes rs20541 or rs1295686 in this study (results not shown).

When restricting cases with <12 month survival, the strongest association were found for
rs598418 (ADAM33), rs324959 (AAA1), rs11574790 (IL12B) and rs172868 (NPSR1)
(trend p=0.01 for all four SNPs) (Table 2). Associations between highly fatal gliomas and
SNPs of the NOS1 gene were borderline significant in the dominant model, but trends were
not observed. Other associations between allergy-related genes and glioblastoma multiforme
(GBM) were not observed, including those of genes that had been assessed in prior studies
(Supplementary Table 2). In the dominant model however, a positive, albeit not statistically
significant, association was observed for rs1059513 of the STAT6 gene (OR=1.62; 95%CI:
0.96–2.72), and an OR=1.06; 95%CI: 0.66–1.71 was observed for SNP rs1805015 of the
IL4R gene and GBM risk.

DISCUSSION
We investigated the associations between allergy gene-associated SNPs and glioma risk
among participants of three large US prospective cohort studies. The strongest associations
with glioma were found among rs2494262 and rs2427824 of the FCER1A gene. Other
associations were found between glioma risk and SNPs of IL10, ADAM33, NOS1, and
IL4R.
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To our knowledge, this is the first study to identify variants within SNPs of FCER1A as
potential risk factors for glioma. Previous studies have identified FCER1A as a risk factor
for breast cancer among Korean women [22] and FCER1G as a risk factor of meningioma is
a US study of participants with European ancestry [23]. FCER1A, the gene that encodes the
alpha chain of the high affinity IgE receptor, has been previously associated with higher IgE
levels [21]; thus, the FCER1A-glioma association found in our study is consistent with
previous reports linking glioma risk with self-reported allergies [3,4] and borderline elevated
IgE levels [6]. Previous studies have found an association between glioma risk and SNPs of
IL4, IL6, IL10, IL13, ORMDL3 and STAT6 (Table 3). We did not find significant
associations in our study among SNPs from these genes, except for rs3024509 of IL10.
However, rs3024509 in particular has not been assessed, to our knowledge, in the existing
literature and was not in LD (R2=0.05) with rs1800896, for which an association with
glioma was previously reported [7]. We assessed a number of these previously reported
SNPs including rs20541 (IL13), rs1805015 (IL4R) and rs1059513 (STAT6). SNPs of IL4 in
our study were not in LD with those previously reported, whereas for ORMDL3, our tested
SNPs rs8076131 and rs43788650 were in high LD with rs7216389 [9] (R2= 0.86 and 0.85,
respectively).

We also found an association between glioma risk and SNPs of ADAM33 and NOS1. The
ADAM33 gene has been previously associated with asthma and decreased lung function
[24,25]. NOS1 is a nitric oxide synthetase with a widespread role in many biological
processes, and polymorphisms of this gene have been associated with many disease
outcomes including asthma, stroke and malignant melanoma susceptibility [26–28]. Our
findings suggest that these genes may also play a role in glioma risk.

We did not find statistically significant associations for IgE levels and FCER1A or IL13
SNPs although these associations have been previously reported in the literature [21,15].
One study by Weidinger et al [21], found that the rare genotype of rs2427838 was associated
with a decrease in IgE levels. In our study, there was a higher percentage of participants
with the common allele versus the rare allele in the highest IgE category indicating a
relationship between the FCER1A SNP and IgE consistent with the previous report. We also
found a higher frequency of the rare allele among cases than controls consistent with glioma
being associated with lower IgE levels. The lack of statistical significance between FCER1A
and IgE levels in our study may be due in part to the relatively small number of participants
with IgE measurements.

When restricting to glioma cases with less than 12 months survival time, we found
associations between these highly fatal gliomas and SNPs of ADAM33, AAA1, IL12B,
NPSR1. We did not find associations for rs1805015 (IL4R) or rs1059513 (STAT6),
although associations between GBM and these SNPs have been previously reported in the
literature (Table 3) [10,13]. Rs1805015 was not however, confirmed in a later study by the
same authors who first reported the association [14], which is consistent with our results.
While prior studies have also found significant associations for GBM and IL4, IL13 and
IL10, we did not find such associations.

To our knowledge, this is the most comprehensive study of glioma risk and SNPs and
haplotypes of allergy-related genes to date. This study included multiple SNPs from over 20
allergy-related genes, and is the first to assess SNPs from many allergy-related genes
including FCER1A and NOS1. An additional strength of this study is the pooling of data
from three large prospective cohort studies, as there may be a selection bias toward cases
with lower fatality in case control studies.
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Because glioma is a rare cancer, even though we pooled data from three large cohort studies,
our sample size was relatively low (n=143), especially when restricting to highly fatal
gliomas (n=99). We were unable to assess different subtypes of glioma and may have lacked
statistical power to detect associations between glioma and some SNPs and haplotypes.
Presented results were not adjusted for multiple comparisons. When we did adjust for
multiple comparisons, the associations were no longer statistically significant; thus, our
results should be interpreted with caution as some of these unadjusted associations may have
occurred due to chance. Because our analyses were restricted to Caucasian men and women
from the United States, our results may not be generalizable to other populations.

In summary, we found a suggestion of an association between two polymorphisms of
FCER1A and risk of glioma, which further supports the link with allergies and IgE.
Confirmation of these findings these associations may have been missed in prior GWAS
studies due to strict corrections for multiple testing comparisons [29].

Supplementary Material
Refer to Web version on PubMed Central for supplementary material.

Acknowledgments
We thank the following state cancer registries for their help:

AL, AZ, AR, CA, CO, CT, DE, FL, GA, ID, IL, IN, IA, KY, LA, ME, MD, MA, MI, NE, NH, NJ, NY, NC, ND,
OH, OK, OR, PA, RI, SC, TN, TX, VA, WA, WY

This work was supported by the National Institutes of Health [grant numbers R01 CA114205 to DSM, P01
CA097193 to JMG, P01 CA087969 to MS, P01 CA055075 to Dr. Willett].

This research complies with the current laws of the country in which it was performed.

References
1. Howlader, NNA.; Krapcho, M.; Neyman, N.; Aminou, R.; Waldron, W.; Altekruse, SF.; Kosary,

CL.; Ruhl, J.; Tatalovich, Z.; Cho, H.; Mariotto, A.; Eisner, MP.; Lewis, DR.; Chen, HS.; Feuer,
EJ.; Cronin, KA.; Edwards, BK., editors. SEER Cancer Statistics Review, 1975–2008. National
Cancer Institute; Bethesda, MD:

2. Bondy ML, Scheurer ME, Malmer B, Barnholtz-Sloan JS, Davis FG, Il’yasova D, Kruchko C,
McCarthy BJ, Rajaraman P, Schwartzbaum JA, Sadetzki S, Schlehofer B, Tihan T, Wiemels JL,
Wrensch M, Buffler PA. Brain tumor epidemiology: consensus from the Brain Tumor
Epidemiology Consortium. Cancer. 2008; 113(7 Suppl):1953–1968.10.1002/cncr.23741 [PubMed:
18798534]

3. Chen C, Xu T, Chen J, Zhou J, Yan Y, Lu Y, Wu S. Allergy and risk of glioma: a meta-analysis.
European journal of neurology: the official journal of the European Federation of Neurological
Societies. 2011; 18(3):387–395.10.1111/j.1468-1331.2010.03187.x [PubMed: 20722711]

4. Linos E, Raine T, Alonso A, Michaud D. Atopy and risk of brain tumors: a meta-analysis. Journal of
the National Cancer Institute. 2007; 99(20):1544–1550.10.1093/jnci/djm170 [PubMed: 17925535]

5. Schwartzbaum J, Ding B, Johannesen TB, Osnes LT, Karavodin L, Ahlbom A, Feychting M,
Grimsrud TK. Association Between Prediagnostic IgE Levels and Risk of Glioma. Journal of the
National Cancer Institute. 2012; 104(16):1251–1259.10.1093/jnci/djs315 [PubMed: 22855780]

6. Calboli FC, Cox DG, Buring JE, Gaziano JM, Ma J, Stampfer M, Willett WC, Tworoger SS, Hunter
DJ, Camargo CA Jr, Michaud DS. Prediagnostic plasma IgE levels and risk of adult glioma in four
prospective cohort studies. Journal of the National Cancer Institute. 2011; 103(21):1588–
1595.10.1093/jnci/djr361 [PubMed: 22010181]

Backes et al. Page 7

J Neurooncol. Author manuscript; available in PMC 2014 June 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



7. Amirian E, Liu Y, Scheurer ME, El-Zein R, Gilbert MR, Bondy ML. Genetic variants in
inflammation pathway genes and asthma in glioma susceptibility. Neuro-oncology. 2010; 12(5):
444–452.10.1093/neuonc/nop057 [PubMed: 20406895]

8. Brenner AV, Butler MA, Wang SS, Ruder AM, Rothman N, Schulte PA, Chanock SJ, Fine HA,
Linet MS, Inskip PD. Single-nucleotide polymorphisms in selected cytokine genes and risk of adult
glioma. Carcinogenesis. 2007; 28(12):2543–2547.10.1093/carcin/bgm210 [PubMed: 17916900]

9. Dobbins SE, Hosking FJ, Shete S, Armstrong G, Swerdlow A, Liu Y, Yu R, Lau C, Schoemaker
MJ, Hepworth SJ, Muir K, Bondy M, Houlston RS. Allergy and glioma risk: test of association by
genotype. International journal of cancer Journal international du cancer. 2011; 128(7):1736–
1740.10.1002/ijc.25483 [PubMed: 20503266]

10. Ruan Z, Zhao Y, Yan L, Chen H, Fan W, Chen J, Wu Q, Qian J, Zhang T, Zhou K, Mao Y, Zhou
L, Huang Y, Lu D. Single nucleotide polymorphisms in IL-4Ra, IL-13 and STAT6 genes occurs in
brain glioma. Front Biosci (Elite Ed). 2011; 3:33–45. [PubMed: 21196282]

11. Scheurer ME, Amirian E, Cao Y, Gilbert MR, Aldape KD, Kornguth DG, El-Zein R, Bondy ML.
Polymorphisms in the interleukin-4 receptor gene are associated with better survival in patients
with glioblastoma. Clinical cancer research: an official journal of the American Association for
Cancer Research. 2008; 14(20):6640–6646.10.1158/1078-0432.CCR-07-4681 [PubMed:
18927306]

12. Schoemaker MJ, Robertson L, Wigertz A, Jones ME, Hosking FJ, Feychting M, Lonn S,
McKinney PA, Hepworth SJ, Muir KR, Auvinen A, Salminen T, Kiuru A, Johansen C, Houlston
RS, Swerdlow AJ. Interaction between 5 genetic variants and allergy in glioma risk. American
journal of epidemiology. 2010; 171(11):1165–1173.10.1093/aje/kwq075 [PubMed: 20462933]

13. Schwartzbaum J, Ahlbom A, Malmer B, Lonn S, Brookes AJ, Doss H, Debinski W, Henriksson R,
Feychting M. Polymorphisms associated with asthma are inversely related to glioblastoma
multiforme. Cancer research. 2005; 65(14):6459–6465.10.1158/0008-5472.CAN-04-3728
[PubMed: 16024651]

14. Schwartzbaum JA, Ahlbom A, Lonn S, Malmer B, Wigertz A, Auvinen A, Brookes AJ, Collatz
Christensen H, Henriksson R, Johansen C, Salminen T, Schoemaker MJ, Swerdlow AJ, Debinski
W, Feychting M. An international case-control study of interleukin-4Ralpha, interleukin-13, and
cyclooxygenase-2 polymorphisms and glioblastoma risk. Cancer epidemiology, biomarkers &
prevention: a publication of the American Association for Cancer Research, cosponsored by the
American Society of Preventive Oncology. 2007; 16(11):2448–
2454.10.1158/1055-9965.EPI-07-0480

15. Wiemels JL, Wiencke JK, Kelsey KT, Moghadassi M, Rice T, Urayama KY, Miike R, Wrensch
M. Allergy-related polymorphisms influence glioma status and serum IgE levels. Cancer
epidemiology, biomarkers & prevention: a publication of the American Association for Cancer
Research, cosponsored by the American Society of Preventive Oncology. 2007; 16(6):1229–
1235.10.1158/1055-9965.EPI-07-0041

16. Belanger CF, Hennekens CH, Rosner B, Speizer FE. The nurses’ health study. The American
journal of nursing. 1978; 78 (6):1039–1040. [PubMed: 248266]

17. Rimm EB, Giovannucci EL, Willett WC, Colditz GA, Ascherio A, Rosner B, Stampfer MJ.
Prospective study of alcohol consumption and risk of coronary disease in men. Lancet. 1991; 338
(8765):464–468. [PubMed: 1678444]

18. Stampfer MJ, Buring JE, Willett W, Rosner B, Eberlein K, Hennekens CH. The 2 × 2 factorial
design: its application to a randomized trial of aspirin and carotene in U.S. physicians. Statistics in
medicine. 1985; 4 (2):111–116. [PubMed: 4023472]

19. Rich-Edwards JW, Corsano KA, Stampfer MJ. Test of the National Death Index and Equifax
Nationwide Death Search. American journal of epidemiology. 1994; 140 (11):1016–1019.
[PubMed: 7985649]

20. Barrett JC, Fry B, Maller J, Daly MJ. Haploview: analysis and visualization of LD and haplotype
maps. Bioinformatics. 2005; 21(2):263–265.10.1093/bioinformatics/bth457 [PubMed: 15297300]

21. Weidinger S, Gieger C, Rodriguez E, Baurecht H, Mempel M, Klopp N, Gohlke H, Wagenpfeil S,
Ollert M, Ring J, Behrendt H, Heinrich J, Novak N, Bieber T, Kramer U, Berdel D, von Berg A,
Bauer CP, Herbarth O, Koletzko S, Prokisch H, Mehta D, Meitinger T, Depner M, von Mutius E,
Liang L, Moffatt M, Cookson W, Kabesch M, Wichmann HE, Illig T. Genome-wide scan on total

Backes et al. Page 8

J Neurooncol. Author manuscript; available in PMC 2014 June 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



serum IgE levels identifies FCER1A as novel susceptibility locus. PLoS genetics. 2008;
4(8):e1000166.10.1371/journal.pgen.1000166 [PubMed: 18846228]

22. Lee JY, Park AK, Lee KM, Park SK, Han S, Han W, Noh DY, Yoo KY, Kim H, Chanock SJ,
Rothman N, Kang D. Candidate gene approach evaluates association between innate immunity
genes and breast cancer risk in Korean women. Carcinogenesis. 2009; 30(9):1528–1531.10.1093/
carcin/bgp084 [PubMed: 19372141]

23. Rajaraman P, Brenner AV, Neta G, Pfeiffer R, Wang SS, Yeager M, Thomas G, Fine HA, Linet
MS, Rothman N, Chanock SJ, Inskip PD. Risk of meningioma and common variation in genes
related to innate immunity. Cancer epidemiology, biomarkers & prevention: a publication of the
American Association for Cancer Research, cosponsored by the American Society of Preventive
Oncology. 2010; 19(5):1356–1361.10.1158/1055-9965.EPI-09-1151

24. Koppelman GH, Sayers I. Evidence of a genetic contribution to lung function decline in asthma.
The Journal of allergy and clinical immunology. 2011; 128(3):479–484.10.1016/j.jaci.2011.05.036
[PubMed: 21752436]

25. Shapiro SD, Owen CA. ADAM-33 surfaces as an asthma gene. The New England journal of
medicine. 2002; 347(12):936–938.10.1056/NEJMcibr022144 [PubMed: 12239266]

26. Ibarrola-Villava M, Pena-Chilet M, Fernandez LP, Aviles JA, Mayor M, Martin-Gonzalez M,
Gomez-Fernandez C, Casado B, Lazaro P, Lluch A, Benitez J, Lozoya R, Boldo E, Pizarro A,
Martinez-Cadenas C, Ribas G. Genetic polymorphisms in DNA repair and oxidative stress
pathways associated with malignant melanoma susceptibility. Eur J Cancer. 2011; 47(17):2618–
2625.10.1016/j.ejca.2011.05.011 [PubMed: 21641795]

27. Manso H, Krug T, Sobral J, Albergaria I, Gaspar G, Ferro JM, Oliveira SA, Vicente AM. Variants
within the nitric oxide synthase 1 gene are associated with stroke susceptibility. Atherosclerosis.
2012; 220(2):443–448.10.1016/j.atherosclerosis.2011.11.011 [PubMed: 22153699]

28. Wang TN, Tseng HI, Kao CC, Chu YT, Chen WY, Wu PF, Lee CH, Ko YC. The effects of NOS1
gene on asthma and total IgE levels in Taiwanese children, and the interactions with
environmental factors. Pediatric allergy and immunology: official publication of the European
Society of Pediatric Allergy and Immunology. 2010; 21(7):1064–1071.10.1111/j.
1399-3038.2009.00981.x [PubMed: 20609134]

29. Rajaraman P, Melin BS, Wang Z, McKean-Cowdin R, Michaud DS, Wang SS, Bondy M,
Houlston R, Jenkins RB, Wrensch M, Yeager M, Ahlbom A, Albanes D, Andersson U, Freeman
LE, Buring JE, Butler MA, Braganza M, Carreon T, Feychting M, Fleming SJ, Gapstur SM,
Gaziano JM, Giles GG, Hallmans G, Henriksson R, Hoffman-Bolton J, Inskip PD, Johansen C,
Kitahara CM, Lathrop M, Liu C, Le Marchand L, Linet MS, Lonn S, Peters U, Purdue MP,
Rothman N, Ruder AM, Sanson M, Sesso HD, Severi G, Shu XO, Simon M, Stampfer M, Stevens
VL, Visvanathan K, White E, Wolk A, Zeleniuch-Jacquotte A, Zheng W, Decker P, Enciso-Mora
V, Fridley B, Gao YT, Kosel M, Lachance DH, Lau C, Rice T, Swerdlow A, Wiemels JL,
Wiencke JK, Shete S, Xiang YB, Xiao Y, Hoover RN, Fraumeni JF Jr, Chatterjee N, Hartge P,
Chanock SJ. Genome-wide association study of glioma and meta-analysis. Human genetics.
201210.1007/s00439-012-1212-0

Backes et al. Page 9

J Neurooncol. Author manuscript; available in PMC 2014 June 01.

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 10

Ta
bl

e 
1

A
ss

oc
ia

tio
ns

 b
et

w
ee

n 
al

le
rg

y-
re

la
te

d 
si

ng
le

 n
uc

le
ot

id
e 

po
ly

m
or

ph
is

m
s 

an
d 

gl
io

m
a 

in
 3

 p
ro

sp
ec

tiv
e 

co
ho

rt
 s

tu
di

es
 (

H
PF

S,
 N

H
S,

 P
H

S)
.

G
en

e
SN

P
 G

en
ot

yp
e

C
as

es
 n

 (
%

)
C

on
tr

ol
s 

n 
(%

)
O

R
 (

95
%

 C
I)

 [
re

fe
re

nc
e=

 w
t/

w
t 

on
ly

]
O

R
 (

95
%

 C
I)

 [
ad

di
ti

ve
 m

od
el

]
T

es
t 

fo
r 

T
re

nd
 P

- 
va

lu
e

FC
E

R
1A

rs
24

94
26

2

C
C

26
 (

18
.6

)
10

8 
(2

6.
5)

1
1

C
A

68
 (

48
.6

)
20

2 
(4

9.
6)

1.
64

 (
1.

01
–2

.6
7)

1.
45

 (
0.

87
–2

.4
2)

A
A

46
 (

32
.9

)
97

 (
23

.8
)

2.
07

 (
1.

18
–3

.6
1)

0.
00

8

FC
E

R
1A

rs
24

27
82

4

C
C

79
 (

58
.1

)
20

1 
(4

9.
8)

1
1

C
T

51
 (

37
.5

)
16

2 
(4

0.
1)

0.
71

 (
0.

48
–1

.0
5)

0.
80

 (
0.

53
–1

.2
1)

T
T

6 
(4

.4
)

41
 (

10
.1

)
0.

35
 (

0.
14

–0
.8

7)
0.

03

FC
E

R
1A

rs
24

27
83

7

G
G

67
 (

48
.2

)
22

3 
(5

4.
7)

1
1

G
A

56
 (

40
.3

)
15

7 
(3

8.
5)

1.
32

 (
0.

90
–1

.9
5)

1.
20

 (
0.

80
–1

.8
2)

A
A

16
 (

11
.5

)
28

 (
6.

9)
2.

01
 (

1.
02

–3
.9

6)
0.

06

IL
10

rs
30

24
50

9

A
A

11
5 

(8
2.

1)
36

9 
(9

0.
2)

1
1

A
G

22
 (

15
.7

)
37

 (
9.

0)
1.

96
 (

1.
14

–3
.3

9)
1.

87
 (

1.
05

–3
.3

1)

G
G

3 
(2

.1
)

3 
(0

.7
)

3.
08

 (
0.

61
–1

5.
53

)
0.

01

A
D

A
M

33
rs

39
18

39
5

C
C

11
6 

(8
3.

5)
30

5 
(7

4.
0)

1
1

C
A

21
 (

15
.1

)
99

 (
24

.0
)

0.
56

 (
0.

34
–0

.9
3)

0.
56

 (
0.

33
–0

.9
4)

A
A

2 
(1

.4
)

8 
(1

.9
)

0.
64

 (
0.

13
–3

.0
6)

0.
03

N
O

S1
rs

22
93

04
5

C
C

11
9 

(8
6.

2)
31

9 
(7

8.
4)

1
1

C
G

18
 (

13
.0

)
81

 (
19

.9
)

0.
58

 (
0.

34
–0

.9
9)

0.
59

 (
0.

34
–1

.0
3)

G
G

1 
(0

.7
)

7 
(1

.7
)

0.
37

 (
0.

04
–3

.0
2)

0.
04

N
O

S1
rs

56
17

12 C
C

42
 (

30
.0

)
16

5 
(4

0.
1)

1
1

C
T

76
 (

54
.3

)
17

7 
(4

3.
1)

1.
56

 (
1.

03
–2

.3
5)

1.
68

 (
1.

09
–2

.5
9)

T
T

22
 (

15
.7

)
69

 (
16

.8
)

1.
24

 (
0.

69
–2

.2
3)

0.
2

J Neurooncol. Author manuscript; available in PMC 2014 June 01.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 11

G
en

e
SN

P
 G

en
ot

yp
e

C
as

es
 n

 (
%

)
C

on
tr

ol
s 

n 
(%

)
O

R
 (

95
%

 C
I)

 [
re

fe
re

nc
e=

 w
t/

w
t 

on
ly

]
O

R
 (

95
%

 C
I)

 [
ad

di
ti

ve
 m

od
el

]
T

es
t 

fo
r 

T
re

nd
 P

- 
va

lu
e

IL
4R

rs
30

24
53

6a G
G

10
1 

(7
6.

5)
26

8 
(6

7.
3)

1
1

G
A

28
 (

21
.2

)
12

3 
(3

0.
9)

0.
63

 (
0.

40
–1

.0
)

0.
61

 (
0.

38
–0

.9
7)

A
A

3 
(2

.3
)

7 
(1

.8
)

1.
14

 (
0.

29
–4

.5
2)

0.
1

a rs
30

24
54

7 
no

t i
nc

lu
de

d 
in

 th
e 

ta
bl

e 
as

 it
 w

as
 in

 h
ig

h 
lin

ka
ge

 d
is

eq
ui

lib
ri

um
 w

ith
 r

s3
02

45
36

 (
r2

=
0.

82
)

N
ot

e.
 S

N
P:

 s
in

gl
e 

nu
cl

eo
tid

e 
po

ly
m

or
ph

is
m

; O
R

: o
dd

s 
ra

tio
; C

I:
 c

on
fi

de
nc

e 
in

te
rv

al
; w

t=
w

ild
ty

pe

J Neurooncol. Author manuscript; available in PMC 2014 June 01.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 12

Ta
bl

e 
2

A
ss

oc
ia

tio
ns

 b
et

w
ee

n 
al

le
rg

y-
re

la
te

d 
si

ng
le

 n
uc

le
ot

id
e 

po
ly

m
or

ph
is

m
s 

an
d 

hi
gh

ly
 f

at
al

 g
lio

m
as

 in
 3

 p
ro

sp
ec

tiv
e 

co
ho

rt
 s

tu
di

es
 (

H
PF

S,
 N

H
S,

 P
H

S)
.

G
en

e
SN

P
 G

en
ot

yp
e

C
as

es
a  

n 
(%

)
C

on
tr

ol
s 

n 
(%

)
O

R
 (

95
%

 C
I)

 [
re

fe
re

nc
e=

 w
t/

w
t 

on
ly

]
O

R
 (

95
%

 C
I)

 [
ad

di
ti

ve
 m

od
el

]
T

es
t 

fo
r 

T
re

nd
 P

- 
va

lu
e

A
D

A
M

33
rs

59
84

18 G
G

54
 (

55
.1

)
16

3 
(4

0.
0)

1
1

G
A

34
 (

34
.7

)
18

6 
(4

5.
7)

0.
52

 (
0.

33
–0

.8
2)

0.
53

 (
0.

33
–0

.8
6)

A
A

10
 (

10
.2

)
58

 (
14

.3
)

0.
51

 (
0.

24
–1

.0
7)

0.
01

A
A

A
1

rs
32

49
59 C
C

30
 (

30
.6

)
17

9 
(4

4.
3)

1
1

C
T

55
 (

56
.1

)
18

4 
(4

5.
5)

1.
83

 (
1.

13
–2

.9
4)

1.
78

 (
1.

09
–2

.9
1)

T
T

13
 (

13
.3

)
41

 (
10

.1
)

2.
05

 (
0.

98
–4

.3
1)

0.
02

IL
12

B
rs

11
57

47
90 C
C

69
 (

71
.1

)
33

0 
(8

0.
9)

1
1

C
T

24
 (

24
.7

)
73

 (
17

.9
)

1.
70

 (
1.

02
–2

.8
3)

1.
53

 (
0.

90
–2

.6
2)

T
T

4 
(4

.1
)

5 
(1

.2
)

4.
58

 (
1.

17
–1

7.
94

)
0.

02

IL
12

B
rs

28
53

69
4

A
A

16
 (

16
.8

)
10

6 
(2

5.
9)

1
1

A
C

48
 (

50
.5

)
20

5 
(5

0.
1)

1.
85

 (
1.

03
–3

.3
3)

1.
67

 (
0.

90
–3

.1
0)

C
C

31
 (

32
.6

)
98

 (
24

.0
)

2.
23

 (
1.

14
–4

.3
7)

0.
03

IL
12

B
rs

14
33

04
8

A
A

75
 (

76
.5

)
26

9 
(6

5.
6)

1
1

A
G

21
 (

21
.4

)
13

1 
(3

2.
0)

0.
59

 (
0.

36
–0

.9
9)

0.
58

 (
0.

34
–0

.9
9)

G
G

2 
(2

.0
)

10
 (

2.
4)

0.
76

 (
0.

16
–3

.5
7)

0.
07

N
PS

R
1

rs
17

28
68 A
A

29
 (

29
.9

)
17

9 
(4

3.
6)

1
1

A
C

54
 (

55
.7

)
19

0 
(4

6.
2)

1.
81

 (
1.

12
–2

.9
2)

1.
72

 (
1.

05
–2

.8
4)

C
C

14
 (

14
.4

)
42

 (
10

.2
)

2.
24

 (
1.

08
–4

.6
5)

0.
01

N
PS

R
1

rs
35

56
75

95
b

C
C

38
 (

41
.3

)
21

6 
(5

4.
3)

1
1

C
A

49
 (

53
.3

)
14

7 
(3

6.
9)

1.
67

 (
1.

05
–2

.6
5)

1.
87

 (
1.

16
–3

.0
1)

A
A

5 
(5

.4
)

35
 (

8.
8)

0.
81

 (
0.

30
–2

.2
1)

0.
1

J Neurooncol. Author manuscript; available in PMC 2014 June 01.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 13

G
en

e
SN

P
 G

en
ot

yp
e

C
as

es
a  

n 
(%

)
C

on
tr

ol
s 

n 
(%

)
O

R
 (

95
%

 C
I)

 [
re

fe
re

nc
e=

 w
t/

w
t 

on
ly

]
O

R
 (

95
%

 C
I)

 [
ad

di
ti

ve
 m

od
el

]
T

es
t 

fo
r 

T
re

nd
 P

- 
va

lu
e

N
PS

R
1

rs
89

80
70 C
C

30
 (

30
.9

)
17

2 
(4

2.
2)

1
1

C
T

54
 (

55
.7

)
18

1 
(4

4.
4)

1.
61

 (
1.

00
–2

.6
0)

1.
70

 (
1.

04
–2

.7
9)

T
T

13
 (

13
.4

)
55

 (
13

.5
)

1.
33

 (
0.

64
–2

.7
4)

0.
2

N
PS

R
1

rs
26

09
22

9

T
T

71
 (

75
.5

)
26

5 
(6

5.
0)

1
1

T
C

15
 (

16
.0

)
13

2 
(3

2.
4)

0.
58

 (
0.

34
–0

.9
7)

0.
40

 (
0.

22
–0

.7
3)

C
C

8 
(8

.5
)

11
 (

2.
7)

2.
94

 (
1.

12
–7

.7
0)

0.
4

N
O

S1
rs

79
61

14
7

G
G

71
 (

72
.4

)
33

0 
(8

1.
7)

1
1

G
A

26
 (

26
.5

)
69

 (
17

.1
)

1.
71

 (
1.

02
–2

.8
6)

1.
78

 (
1.

05
–3

.0
0)

A
A

1 
(1

.0
)

5 
(1

.2
)

0.
82

 (
0.

09
–7

.1
9)

0.
09

N
O

S1
rs

79
77

10
9c A
A

17
 (

18
.1

)
11

5 
(2

8.
6)

1
1

A
G

50
 (

53
.2

)
18

4 
(4

5.
8)

1.
81

 (
1.

02
–3

.2
0)

1.
87

 (
1.

03
–3

.4
1)

G
G

27
 (

28
.7

)
10

3 
(2

5.
6)

1.
70

 (
0.

87
–3

.3
2)

0.
2

a C
as

es
 d

ef
in

ed
 a

s 
hi

gh
ly

 f
at

al
 g

lio
m

as
 (

<
12

 m
on

th
s 

su
rv

iv
al

 ti
m

e)

b rs
 1

77
76

25
7 

w
as

 n
ot

 in
cl

ud
ed

 in
 th

e 
ta

bl
e 

as
 it

 w
as

 in
 h

ig
h 

L
D

 w
ith

 r
s3

55
67

59
5 

(r
2 =

0.
82

)

c rs
73

33
34

 w
as

 n
ot

 in
cl

ud
ed

 a
s 

it 
w

as
 in

 h
ig

h 
L

D
 w

ith
 r

s7
97

71
09

 (
r2

=
0.

96
)

N
ot

e.
 S

N
P:

 s
in

gl
e 

nu
cl

eo
tid

e 
po

ly
m

or
ph

is
m

; G
B

M
: g

lio
bl

as
to

m
a 

m
ul

tif
or

m
e;

 O
R

: o
dd

s 
ra

tio
; C

I:
 c

on
fi

de
nc

e 
in

te
rv

al
; w

t=
w

ild
ty

pe
; L

D
=

 li
nk

ag
e 

di
se

qu
ili

br
iu

m

J Neurooncol. Author manuscript; available in PMC 2014 June 01.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 14

Ta
bl

e 
3

Su
m

m
ar

y 
of

 p
re

vi
ou

s 
st

ud
ie

s 
in

ve
st

ig
at

in
g 

si
ng

le
 n

uc
le

ot
id

e 
po

ly
m

or
ph

is
m

s 
an

d 
ha

pl
ot

yp
es

 o
f 

al
le

rg
y-

as
so

ci
at

ed
 g

en
es

.

F
ir

st
 A

ut
ho

r 
(Y

ea
r)

Jo
ur

na
l

C
ou

nt
ry

N
o.

 C
as

es
/C

on
tr

ol
s

SN
P

s 
as

se
ss

ed
 (

ge
ne

)
O

ut
co

m
e

G
en

e
SN

P
A

lle
le

 C
om

pa
ri

so
n

O
R

 (
95

%
 C

I)
a

Sc
hw

ar
tz

ba
um

 (
20

05
) 

[1
3]

C
an

ce
r 

R
es

Sw
ed

en
11

1/
42

2b
rs

18
05

01
5,

 r
s1

80
12

75
 (

IL
4R

);
 r

s2
05

41
, r

s1
80

09
25

(I
L

13
);

 r
s2

28
00

91
 (

A
D

A
M

33
);

 -
76

5G
C

 (
C

O
X

-2
)

G
B

M
IL

4R
rs

18
05

01
5

T
C

, C
C

 v
s.

 T
T

1.
64

; 1
.0

5–
2.

55

rs
18

01
27

5
A

G
/A

A
 v

s.
 G

G
1.

61
; 1

.0
5–

2.
47

IL
-1

3
rs

18
00

92
5

C
C

/T
C

 v
s.

 T
T

0.
56

; 0
.3

3,
 0

.9
6

Sc
hw

ar
tz

ba
um

 (
20

07
) 

[1
4]

C
an

ce
r 

E
pi

B
io

m
ar

ke
rs

 P
re

ve
nt

io
n

Sw
ed

en
,

U
K

,
D

en
m

ar
k,

Fi
nl

an
d

32
7/

1,
60

7b
rs

18
05

01
5,

 r
s1

80
12

75
 (

IL
4R

);
 r

s2
05

41
, r

s1
80

09
25

(I
l1

3)
; -

 7
65

G
C

 (
C

O
X

-2
);

 I
L

4R
a 

an
d 

IL
-1

3 
ha

pl
ot

yp
es

G
B

M
IL

4R
rs

18
05

01
5,

 r
s1

80
12

75
T

-G
 h

ap
lo

ty
pe

2.
26

; 1
.1

3,
 4

.5
2

B
re

nn
er

 (
20

07
) 

[8
]

C
ar

ci
no

ge
ne

si
s

U
S

79
8/

1,
17

5
rs

22
43

24
8,

 r
s2

24
32

48
, r

s2
07

08
74

 (
IL

4)
; r

s1
80

12
75

(I
L

4R
);

 r
s2

06
98

12
 (

IL
5)

; r
s1

80
07

95
 (

IL
6)

; r
s1

80
08

71
,

rs
18

00
87

2,
 r

s1
80

08
96

 (
IL

10
);

 r
s5

68
40

8 
(I

L
12

A
);

rs
20

54
1 

(I
L

13
)

G
lio

m
a

IL
4

rs
22

43
24

8
G

T
 v

s.
 T

T
1.

44
; 1

.0
5,

 1
.9

7

G
T

/G
G

 v
s.

 T
T

1.
49

; 1
.1

0–
2.

03

IL
6

rs
18

00
79

5
G

G
 v

s.
 T

T
0.

70
; 0

.5
1,

 0
.9

5

G
B

M
IL

4
rs

22
43

24
8

G
T

/G
G

 v
s.

 T
T

1.
47

; 1
.0

0–
2.

17

D
ob

bi
ns

 (
20

10
) 

[9
]

In
t J

 C
an

ce
r

U
K

, U
S

1,
87

8/
3,

67
0

rs
72

16
38

9 
(O

R
M

D
L

3)
; r

s1
42

01
01

 (
IL

1R
L

1)
;

rs
15

88
26

5 
(P

D
E

4D
);

 r
s7

13
05

88
 (

C
11

or
f3

0)
G

lio
m

a
O

R
M

D
L

3
rs

72
16

38
9

C
T

 v
s.

 C
C

1.
16

; 1
.0

1–
1.

32

T
T

 v
s.

 C
C

1.
20

; 1
.0

2–
1.

41

R
ua

n 
(2

01
1)

 [
10

]
Fr

on
t B

io
sc

i (
E

lit
e 

ed
)

C
hi

na
80

6/
91

0
rs

20
54

1 
(I

L
13

);
 r

s1
80

12
75

 (
IL

4R
a)

; r
s1

05
95

13
,

rs
32

40
15

 (
ST

A
T

6)
G

lio
m

a 
(n

ev
er

- 
sm

ok
er

s)
ST

A
T

6
rs

10
59

51
3

G
G

 v
s.

 A
A

1.
69

1;
 1

.1
52

–2
.4

81

rs
10

59
51

3,
 r

s3
24

01
5

A
-G

 h
ap

lo
ty

pe
1.

32
1;

 1
.0

81
– 

1.
61

4

G
B

M
rs

10
59

51
3

G
G

 v
s.

 A
A

1.
85

6;
 1

.1
53

– 
2.

98
7

A
m

ir
ia

n 
(2

01
0)

 [
7]

N
eu

ro
- 

O
nc

ol
og

y
U

S
37

3/
36

5
rs

22
43

25
0,

 r
s2

07
08

74
 (

IL
4)

; r
s1

80
50

11
, r

s1
80

50
12

,
rs

18
05

01
5,

 r
s1

80
12

75
, r

s1
80

50
16

 (
IL

4R
);

 r
s1

80
08

96
,

rs
18

00
87

1,
 r

s1
80

08
72

 (
IL

10
);

 r
s2

05
41

, r
s1

80
09

25
(I

L
13

);
 r

s1
69

44
, r

s1
14

36
27

(I
L

1B
);

 r
s2

06
97

62
 (

IL
2)

;
rs

18
00

79
5,

 r
s1

80
07

96
, r

s1
80

07
97

 (
IL

6)
; r

s1
87

23
8

(I
L

18
);

 r
s2

04
17

 (
C

O
X

2/
PT

G
S2

);
 r

s1
02

07
59

 (
N

FK
B

1)
;

rs
56

91
08

 (
M

S4
A

2)
; h

ap
lo

ty
pe

s 
fo

r 
IL

1,
 I

L
4,

 I
L

4R
, I

L
6,

IL
10

G
lio

m
a

IL
10

rs
18

00
89

6
G

G
 v

s.
 A

A
/G

A
1.

57
; 1

.1
1–

2.
23

IL
13

rs
20

54
1

T
T

 v
s.

 C
C

0.
39

; 0
.1

7–
0.

94

T
T

 v
s.

 C
C

/C
T

0.
39

; 0
.1

6–
0.

93

C
ox

2
rs

20
41

7
C

G
 v

s.
 C

C
1.

43
; 1

.0
2,

 1
.9

8

C
G

/G
G

 v
s.

 C
C

1.
41

; 1
.0

1–
1.

96

G
B

M
IL

10
rs

18
00

89
6

G
G

 v
s.

 A
/G

A
1.

61
; 1

.0
7–

2.
44

Sc
he

ue
re

r 
(2

00
8)

 [
11

]
C

lin
ic

al
 C

an
ce

r 
R

es
U

S
69

4 
ca

se
s

rs
24

32
50

 (
IL

4)
; r

s1
80

09
25

 (
IL

13
);

 r
s1

80
50

11
,

rs
18

05
01

2,
 r

s1
80

50
15

, r
s1

80
12

75
, r

s1
80

50
16

 (
IL

4R
);

IL
4R

 h
ap

lo
ty

pe

H
ig

h-
 g

ra
de

 o
ve

ra
ll 

gl
io

m
a

su
rv

iv
al

 P
os

t 1
- 

ye
ar

 h
ig

h-
gr

ad
e 

gl
io

m
a 

su
rv

iv
al

IL
4R

rs
18

05
01

6
T

T
 v

s.
 G

T
/G

G
0.

59
; 0

.4
0–

0.
87

rs
18

05
01

5
T

T
 v

s.
 C

T
/C

C
0.

63
; 0

.4
4–

0.
91

rs
18

05
01

6
T

T
 v

s.
 G

T
/G

G
0.

44
; 0

.2
7–

0.
73

rs
18

05
01

1,
 r

s1
80

50
12

,
rs

18
05

01
5,

 r
s1

80
12

75
,

rs
18

05
01

6

A
T

T
A

T
 h

ap
lo

ty
pe

0.
68

; 0
.4

8–
0.

96

W
ie

m
el

s 
(2

00
7)

 [
15

]
C

an
ce

r 
E

pi
B

io
m

ar
ke

rs
 P

re
ve

nt
io

n
U

S
45

6/
54

1
rs

18
05

01
0,

 r
s1

80
50

11
, r

s1
80

50
12

, r
s1

80
50

15
,

rs
18

01
27

5,
 r

s1
80

50
16

 (
IL

4R
);

 r
s2

24
32

50
, r

s2
07

08
74

(I
L

4)
; r

s1
80

09
25

, r
s2

05
41

 (
IL

13
);

 I
L

4,
 I

L
4R

, I
L

13
ha

pl
ot

yp
es

G
lio

m
a

IL
4

rs
22

43
25

0
T

C
 v

s.
 C

C
0.

74
; 0

.5
5–

1.
0

IL
13

rs
18

00
92

5
T

C
/T

T
 v

s.
 C

C
0.

77
; 0

.5
7–

1.
0

IL
4

rs
22

43
25

0,
 r

s2
07

08
74

C
-T

 h
ap

lo
ty

pe
0.

22
; 0

.0
6–

0.
78

J Neurooncol. Author manuscript; available in PMC 2014 June 01.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Backes et al. Page 15
a O

nl
y 

si
gn

if
ic

an
t O

R
s 

ar
e 

re
po

rt
ed

 in
 th

is
 ta

bl
e.

b C
as

es
 a

nd
 c

on
tr

ol
s 

fr
om

 S
ch

w
ar

tz
ba

um
 e

t a
l. 

20
05

 a
re

 in
cl

ud
ed

 in
 S

ch
w

ar
tz

ba
um

 e
t a

l. 
20

07

N
ot

e:
 S

N
P:

 s
in

gl
e 

nu
cl

eo
tid

e 
po

ly
m

or
ph

is
m

; O
R

: o
dd

s 
ra

tio
; C

I:
 c

on
fi

de
nc

e 
in

te
rv

al
; G

B
M

: g
lio

bl
as

to
m

a 
m

ul
tif

or
m

e;
 U

K
: U

ni
te

d 
K

in
gd

om
; U

S:
 U

ni
te

d 
St

at
es

J Neurooncol. Author manuscript; available in PMC 2014 June 01.


