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Abstract UBC9 protein (E2-conjugating enzyme) plays a
key role in post-translation modification named sumoylation.
Proteins, which are sumoylated take part in many cellular
processes including cell growth, maintaining the genome in-
tegrity and stability and cancer development. The aim of this
study was to investigate an association between three poly-
morphisms of the UBC9 gene: c.73G>A (rs11553473),
c.430T>G (rs75020906) and g.1289209T>C (rs7187167)
and a risk of ductal breast cancer occurrence. We performed
a case-control study in 181 breast cancer cases and 277 controls
using PCR-RLFP and ASO-PCR. In the case of the 430T>G
polymorphism of the UBC9 gene lack of variability suggests
that there is not a polymorphic site in polish population. We
observed that a risk of breast cancer occurrence is elevated in
patients with the G/A genotype (OR 5.03; 95 % Cl 3.05–8.28),
the A/A genotype (OR 11.3; 95 % Cl 4.24–30.3) and the A
allele (OR 6.86; 95 % Cl 4.43–10.6) of the c.73G>A polymor-
phism. In the case of the g.1289209T>C polymorphism we
found a correlation between estrogen receptor (ER) expression
and the T/T genotype (OR 0.22; 95 % Cl 0.07–0.64) and the T
allele (OR 0.53; 95 % Cl 0.32–0.88). We also found a correla-
tion between the T/T genotype (OR 4.13; 95 % Cl 1.21–14.1)
and the T allele (OR 2.09; 95 % Cl 1.07–4.08) of the
g.1289209T>C polymorphism with triple negative breast can-
cer. Our results suggest that the variability of the UBC9 gene
can play a role in breast cancer occurrence.
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Introduction

Small ubiquitin-related modifier (SUMO-1, 2 and 3) conju-
gation is a type of post-translational modification of proteins
named sumoylation. Sumoylation is the process that requires
few steps of enzymatic reactions, like maturation, activation,
conjugation and ligation. Mature SUMO protein is activated
by the heterodimeric SUMO E1 enzyme (SAE1/SAE2).
Next, SUMO protein is displaced from the E1 complex to
the E2 conjugating enzyme named UBC9. The enzyme cat-
alyzes the formation of izopeptide bond between the C-
terminal Gly residue of SUMO protein and ɛ-amino group
of Lys residue in the target protein. In the last step SUMO
protein is attached to its substrate. This step can occur on two
ways: directly by E2 or by the E3 enzyme [1]. Sumoylation is
similar to ubiquitination, but the biological functions of these
two processes can be quite distinct. Unlike ubiquitination that
normally targets proteins for degradation through proteasome
pathway, sumoylation regulates divers cellular processes, in-
cluding DNA replication and repair, chromosome packing and
dynamics, genome integrity, nuclear transport, signal trans-
duction and cell proliferation [2].

UBC9 is the only known E2 conjugating enzyme that
exists for sumoylation. It exerts a central function for the
sumoylation pathway, interacting with almost all the partners
required for sumoylation. In addition, recent evidences indi-
cate that UBC9 is a multifunctional protein that can exert its
functions independent of sumoylation [3, 4]. It is over-
expressed in several cancers like colon, prostate, breast,
lung, ovarian, melanomas, head and neck [5–7]. Wu et al.
[8] reported that in breast cancer the UBC9 level was >5-fold
higher than the matched normal tissues. UBC9 has also been
shown to bind to HMG1 proteins and integrate both positive
and negative signals for proliferation and transformation [9].
Recently UBC9 was found to promote cell invasion and
metastasis of breast cancer cells [4], implicating a role in
tumorigenesis.
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SUMO modification can influence a plethora of transcrip-
tion factors and co-factors. Sumoylation of transcription fac-
tors can lead to transcriptional activation but has been mostly
associated with transcriptional repression. Attenuation or re-
pression of their transcriptional activity has been observed for
the majority of nuclear receptors like ER (estrogen receptor),
PR (progesterone receptor) and AR (androgen receptor)
[10–12].

The SUMO modification pathway was also shown to be
involved in response to DNA damage [13, 14]. Number of
studies suggests a link between repair of DNA, especially
DNA double strand breaks (DSBs) and genetics predisposi-
tion to hereditary as well as sporadic breast cancer [15–18].
Known breast cancer susceptibility genes like BRCA1,
BRCA2, ATM, CHK2, TP53 are involved in the repair of
DSBs and related processes such as cell cycle control, indi-
cating that disturbances of DNA DSBs repair might result in
breast cancer development.

UBC9 protein, the key enzyme of sumoylation, may
take part in breast cancer development resulting in a
change of localization, activity and stability of modified
proteins. For this reason, UBC9 may also serve as a
potential biomarker for diagnosis or prognosis as well
as a therapeutic target for breast cancer therapy. Genetic
variability may affect expression and activity of UBC9
gene or/and protein and may have an impact on breast
cancer occurrence and progression.

In the present study, we investigated a correlation between
three polymorphic variants (SNPs) of theUBC9 gene (c.73G>A
rs11553473, c.430T>G rs75020906, g.1289209T>C rs7187167)
and breast cancer risk. We also studied an association between
the above polymorphisms of the UBC9 gene and clinical char-
acteristics of breast cancer patients such as tumor grade, tumor
stage and ER and PR (estrogen and progesterone receptors,
respectively) and HER2 expression (human epidermal growth
factor 2).

Patients, Materials and Methods

Patients

Blood samples were collected from 181 women (mean
age 60±11 years) diagnosed with ductal breast cancer
treated at the Department of Surgical Oncology, N.
Copernicus Hospital (Lodz, Poland). Blood was collect-
ed before surgical treatment and chemotherapy. The con-
trol group consisting of 277 women is age-matched women
who were not diagnosed with cancer and recruited from
Commune Health Clinic in Rzgow and Institute Polish
Mother’s Health Center (Lodz, Poland). The Local Ethic
Committee approved the study and each patient gave a written
consent.

Genomic DNA Isolation

Genomic DNAwas prepared from peripheral blood of breast
cancer patients and healthy individuals by using of commer-
cial Blood Genomic DNA Miniprep Kit (Axygen Biosci-
ences, CA, USA), as recommended by the manufacturer.

Selection of Polymorphisms and Primers Design

We obtained a list of SNPs in the UBC9 gene from the public
domain of the National Center for Biotechnology Informa-
tion–the Single Nucleotide Polymorphisms database (NCBI
dbSNP) at http://www.ncbi.nlm.nih.gov/snp. For this studywe
chose the three polymorphisms of the UBC9 gene: c.73G>A
(rs11553473), c.430T>G (rs75020906) and g.1289209T>C
(rs7187167) with minor allele frequency higher than the 1 %.
Primers were designed using Primer–Blast software (http://
www.ncbi.nlm.nih.gov/tools/primer-blast/) and Web-based
allele-specific primer software in the case of the c.73G>A
(rs11553473) (http://bioinfo.biotec.or.th/WASP).

Genotype Determination

The restriction fragment length polymorphism reaction (PCR-
RFLP) was used to determine the genotypes of the c.430T>G
and the g.1289209T>C polymorphisms of the UBC9 gene.
The allele-specific polymerase chain reaction (ASO-PCR)
was used to determine the genotypes of the c.73G>A poly-
morphism of the UBC9 gene.

PCR reaction was performed in a total reaction volume of
25 μl containing 50 ng of genomic DNA, 1 U Biotools DNA
polymerase (Biotools, Madrid, Spain), 1×reaction buffer
(750 mM Tris–HCl (pH 9.0), 500 mM KCl, 200 mM
(NH4)2SO4), 1.5 mM MgCl2, 0.2 mM of each dNTP and
0.25 μM of each primer (Metabion, Martinsried, Germany
and SIGMA-ALDRICH Co. St. Louis, MO, USA). PCR
amplifications were conducted in DNA Engine thermal cy-
cler (Bio-Rad Laboratories, Hercules, CA, USA). Thermal
cycling conditions were as follows: initial denaturation step
at 95 °C for 5 min, 34 cycles at 95 °C for 30 s, 30 s at 63 °C,
63.5 °C and 76 °C annealing temperature for c.73G>A,
c.430T>G and g.1289209T>C polymorphisms respectively,
elongation step at 72 °C for 60 s and final elongation step at
72 °C for 5 min.

The products of the c.430T>G polymorphism of theUBC9
gene were digested 1 h with 0.2 U of the restriction enzyme
RsaI and the products of the g.1289209T>C polymorphism of
the UBC9 gene were digested 2 h with 0.2 U of the restriction
enzyme BsaHI (NEB New England Biolabs, Ipswich, MA,
USA). The PCR products of the g.1289209T>C and the
c.430T>G polymorphisms were separated into 10 % polyacryl-
amide gel and the PCR products of the c.73G>A polymorphism
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were separated onto 3 % agarose gel, stained with ethidium
bromide and viewed under UV light.

Statistical Analysis

Statistical analysis was performed using Sigma Plot 11.0 statis-
tical package. A linkage between genotype, cancer and clinical
parameters was accessed by the logistic regression. In all tests p
values of less than 0.05 were considered statistically significant.

Results

Genotype Analysis

Breast cancer patients and controls were divided into groups
corresponding to three genotypes. In the case of the c.430T>G
polymorphism of the UBC9 gene we observed only the T/T
genotype. Therefore, above place cannot be treated as a poly-
morphic site (data not shown). The distribution of genotypes of
the c.73G>A and the g.1289209T>C polymorphisms of the
UBC9 gene for cancer patients and controls is shown in Table 1.
We observed a strong association between breast cancer

occurrence and the G/A genotype (OR 5.03; 95 % Cl 3.05–
8.28), A/A genotype (OR 11.3; 95%Cl 4.24–30.3) and A allele
(OR 6.86; 95%Cl 4.43–10.6) of the c.73G>Apolymorphism of
the UBC9 gene. We also observed a strong correlation between
cancer and combination of genotypes: GA/CC, AA/CC and
AA/CT. Protective effect was observed for combination of
GG/CT genotypes of the c.73G>A and g.1289209T>C
polymorphisms.

There was no difference in the frequency of the genotypes
and alleles of the g.1289209T>C polymorphism of the
UBC9 gene between patients and controls.

Hormone Receptor Status

We checked the distribution of genotypes and alleles of the
UBC9 gene polymorphisms in groups of patients with differ-
ent hormone receptor status. An association between estrogen
hormone receptor status and the T/T genotype (OR 0.22; 95%
Cl 0.07–0.64) and T allele (OR 0.53; 95 % Cl 0.32–0.88) of
the g.1289209T>C polymorphism of the UBC9 gene was
found (Table 2). We did not observe any association between
estrogen hormone receptor status and the distribution of ge-
notypes and alleles for the c.73G>A polymorphism of the

Table 1 The genotype and allele
distribution and odds ratios (OR)
of the g.1289209T>C and the
c.73G>A polymorphisms of the
UBC9 gene in breast cancer pa-
tients and controls

Genotype or allele Breast
cancer
patients
(n=181)

Controls
(n=277)

OR OR
(95 % Cl)

P value

g.1289209T>C

C/C 85 120 1.00 ref.

C/T 80 148 0.90 0.58–1.38 0.615

T/T 16 7 2.58 1.00–6.65 0.050

C 250 388 1.00 ref.

T 112 162 1.24 0.87–1.77 0.232

c.73G>A

G/G 52 228 1.00 ref.

G/A 89 40 5.03 3.05–8.28 <0.001

A/A 40 7 11.3 4.24–30.3 <0.001

G 193 496 1.00 ref.

A 169 54 6.86 4.43–10.6 <0.001

c.73G>A/g.1289209T>C

GG/CC 22 102 1.00 ref.

GG/CT 25 119 0.116 0.063–0.211 <0.001

GG/TT 5 7 0.471 0.135–1.639 0.236

GA/CC 41 15 3.456 1.64–7.283 0.001

GA/CT 41 25 1.439 0.771–2.689 0.253

GA/TT 7 0 5.704 0.671–48.488 0.111

AA/CC 22 3 5.227 1.464–18.667 0.011

AA/CT 14 4 7.47 1.58–35.31 0.011

AA/TT 4 0 4.686 0.391–56.184 0.223
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UBC9 gene (data not shown). We did not observe any asso-
ciation between progesterone hormone receptor status, HER2
expression and the distribution of genotypes and alleles for
analyzed polymorphisms of the UBC9 gene (data not shown).
We found a correlation between the T/T (OR 4.13; 95 % Cl
1.21–14.1) and T allele (OR 2.09; 95 % Cl 1.07–4.08) of the
g.1289209T>C polymorphism of the UBC9 gene and the
triple negative breast cancer (Table 3).

Clinical-Histopathological Parameters

We checked the distribution of genotypes and alleles of the
UBC9 gene polymorphisms for breast cancer patients strat-
ified by Bloom-Richardson grading system and TNM stag-
ing. We did not find any association between the c.73G>A
and the g.1289209T>C polymorphisms of the UBC9 gene
and Bloom-Richardson tumor grade and TNM stage (data
not shown).

Discussion

In this study, we analyzed an association of the three poly-
morphisms of the UBC9 gene: c.73G>A (rs11553473),
c.430T>G (rs75020906) and g.1289209T>C (rs7187167)
with a risk of ductal breast cancer occurrence. We observed
a strong association between breast cancer occurrence and
the G/A and A/A genotypes and the A allele of the c.73G>A
polymorphism (Table 1). These genotypes and the A allele
increased a risk of breast cancer occurrence. Moreover, we
found that the some genotype combinations of the
g.1289209T>C and c.73G>A polymorphisms correlated
with breast cancer risk (Table 1). We have not noted variation
in the frequency of genotypes associated with the c.430T>G
(rs75020906)-UBC9 gene polymorphism (data not shown).

The most interesting results we obtained by analyze the
g.1289209T>C polymorphism and receptors status. We
found that the variant allele was inversely related to ER

Table 2 The genotype and allele
distribution and odds ratios (OR)
of the g.1289209T>C and
c.73G>A polymorphisms of the
UBC9 gene in groups of patients
with different estrogen receptor
status

Genotype or allele ER positive
(n=119)

ER negative
(n=53)

OR OR (95 % Cl) P value

g.1289209T>C

C/C 62 21 1.00 ref.

C/T 51 22 1.07 0.55–2.08 0.852

T/T 6 10 0.22 0.07–0.64 0.006

C 175 64 1.00 ref.

T 63 42 0.53 0.32–0.88 0.014

c.73G>A

GG 35 14 1.00 ref.

GA 58 27 0.90 0.47–1.74 0.757

AA 26 12 0.95 0.43–2.09 0.903

G 128 55 1.00 ref.

A 110 51 0.95 0.43–2.09 0.903

Table 3 The genotype and allele
distribution and odds ratios (OR)
of the g.1289209T>C and
c.73G>A polymorphisms of the
UBC9 gene for triple negative
breast cancer patients

Triple negative–ER, PR and
HER2 negative breast cancer
patients

Others–at last one receptor posi-
tive breast cancer patients (ER or
PR or HER2 positive)

Genotype or allele Triple negative
(n=24)

Others
(n=142)

OR OR (95 % Cl) P value

g.1289209T>C

C/C 8 72 1.00 ref.

C/T 11 60 1.07 0.43–2.63 0.886

T/T 5 10 4.13 1.21–14.1 0.024

C 27 204 1.00 ref.

T 21 80 2.09 1.07–4.08 0.030

c.73G>A

GG 8 40 1.00 ref.

GA 11 71 0.89 0.37–2.17 0.796

AA 5 31 0.96 0.33–2.85 0.944

G 27 151 1.00 ref.

A 21 133 0.92 0.49–1.72 0.793
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positive breast cancer (Table 2). What is more, we observed
that the T/T genotype and the T allele positively correlated
with phenotype of triple negative breast cancer (Table 3).
This is a subtype of breast cancer characterizing by the lack
of expression of ER, PR and HER2 and by this way is called
a triple negative breast cancer (TNBC). This subgroup ac-
counts for about 15 % of all breast cancers and for a higher
percentage of breast cancers detected in African and African-
American women who are premenopausal [19]. TNBC has
important clinical implications, because it is typicality high
grade, has a ductal histology and exhibits a high rate of
proliferation. In general, compared with other subtypes of
breast cancer, TNBC has a less favorable clinical outcome in
terms of the nature and likelihood of progression, availability
of various treatment options, and survival [20–22].

TNBC tumors are strongly associated with germline mu-
tations in the BRCA1 gene [20–22]. In sporadic breast can-
cer, BRCA1 mutations are rare, but reduced expression or
aberrant subcellular localization of BRCA1 is common
among young African-American women with TNBC [19].
BRCA1 is a tumor suppressor that undergoes active nuclear
import and export, which can provide a regulatory function.
Moreover, BRCA1 is a key mediator of DNA repair path-
ways, especially of DNADSBs repair, and participates in the
maintenance of the genomic integrity of cells [22]. The
nuclear-cytoplasm shuttling of BRCA1 may offer an impor-
tant mechanism for regulating its function. Nuclear transport
of proteins can be altered either by mutations or through
post-translational modifications include phosphorylation,
ubiquitylation, glycosylation and sumoylation within or
proximal to nuclear import/export signals which could cause
a conformational change, thus preventing the binding of
proteins like UBC9 resulting in non-nuclear distribution of
BRCA1 proteins [19]. The results obtained by Qin et al. [19]
and previously by Xu et al. [23] are consistent with the model
that a direct interaction of BRCA1 with UBC9 is critical for
growth-tumor suppression by BRCA1 and ER-α levels caus-
ing transformation. These results suggest a molecular inter-
play between BRCA1 and UBC9, which maintains the bal-
ance of two opposing effects: tumor suppression (inhibition
of ER-α) or tumorigenesis (activating ER-α). BRCA1 dys-
function can tilt this delicate balance resulting in ER-α
positive or ER-α negative breast cancer. BRCA1 thus func-
tions as a master switch, which by turning off or on UBC9
binding regulates ER-α transcription and cell growth. This
model explains how BRCA1 can both activate and repress
ER-α transcription in hormone responsive tissues like breast
and ovarian. Post-translational modification of BRCA1 pro-
teins could prevent the binding of BRCA1 to UBC9 resulting
in breast cancers [19].

There is little data on the genetic variation of the UBC9
gene, its impact on the function of UBC9 protein and poten-
tial role in the development of breast cancer [24–26].

Previously, we showed that breast cancer patients with var-
iant allele of the c.73G>A polymorphism of the UBC9 gene
(rs11553473) have decreased efficacy of DNA DSBs repair
[26]. Further studies are needed to clarify the mechanism of
DNA DSBs repair reduction observed in carriers of the
variant allele.

In summary, our data suggest that genetic variants of the
UBC9 gene, c.73G>A (rs11553473) and g.1289209T>C
(rs7187167), may play role in the development of breast cancer.
Probably, these polymorphic variants cannot be considered as
independent markers, but rather the elements of a set of breast
cancer markers. Further studies are needed to clarify their
biological functions during breast cancer development.

Acknowledgments We thank Mrs. Marlena Kowalska for technical
assistance. This work was supported by the grant number N N301
289237 of Ministry of Science and Higher Education.

Open Access This article is distributed under the terms of the Creative
Commons Attribution License which permits any use, distribution, and
reproduction in any medium, provided the original author(s) and the
source are credited.

References

1. Seeler J-S, Bischof O, Nacerddine K, Dejean A (2007) SUMO, the
three rs and cancer. CTMI 313:49–71

2. Gill G (2004) SUMO and ubiquitin in the nucleus: different func-
tions, similar mechanisms? Genes Dev 18:2046–2259

3. Liu LB, Omata W, Kojima I, Shibata H (2007) The SUMO conju-
gating enzyme Ubc9 is a regulator of GLUT4 turnover and
targeting to the insulin-responsive storage compartment in 3T3-1
adipocytes. Diabetes 56:1977–1985

4. Zhu S, Sachdeva M, Wu F, Lu Z, Mo YY (2010) Ubc9 promotes
breast cell invasion and metastasis in a sumoylation-independent
manner. Oncogene 29:1763–1772

5. Ronen O, Malone JP, Kay P, Bivens C, Hall K, Paruchuri LP, Mo Y-
Y, Robbins KT, Ran S (2009) Expression of a novel marker, Ubc9,
in squamous cell carcinoma of the head and neck. Head Neck
31:845–855

6. Driscoll JJ, Pelluru D, Lefkimmiatis K, Fulciniti M, Prabhala RH,
Greipp PR, Barlogie B, Tai YT, Anderson KC, Shaughnessy JD Jr,
Annunziata CM, Munshi NC (2010) The sumoylation pathway is
dysregulated in multiple myeloma and is associated with adverse
patient outcome. Blood 115:2827–2834

7. Moschos SJ, Jukic DM, Athanassiou C, Bhargava R, Dacic S,
Wang X, Kuan SF, Fayewicz SL, Galambos C, Acquafondata M,
Dhir R, Becker D (2010) Expression analysis of Ubc9, the single
small ubiquitin-like modifier (SUMO) E2 conjugating enzyme, in
normal and malignant tissues. Hum Pathol 9:1286–1298

8. Wu F, Zhu S, Ding Y, Beck WT, Mo YY (2009) MicroRNA-
mediated regulation for Ubc9 expression in cancer cells. Clin
Cancer Res 15:1550–1557

9. Li Y, Lu J, Prochownik EV (2007) Dual role for SUMO E2
conjugase Ubc9 in modulating the transforming and growth-
promoting properties of the HMGA1b architectural transcription
factor. J Biol Chem 282:13363–13371

10. Poukka H, Karvonen U, Janne OA, Palvimo JJ (2000) Covalent
modification of the androgen receptor by small ubiquitin-like mod-
ifier 1 (SUMO-1). Proc Natl Acad Sci U S A 97:14145–14150

Polymorphism of UBC9 gene encoding the SUMO-E2 71



11. Sentis S, Le Romancer M, Bianchin C, Rostan MC, Corbo L (2005)
Sumoylation of the estrogen receptor alpha hinge region regulates
its transcriptional activity. Mol Endocrinol 19:2671–2684

12. Abdel-Hafiz HA, Horwitz KB (2012) Control of progesterone recep-
tor transcriptional synergy by SUMOylation and deSUMOylation.
BMC Mol Biol 13: doi:10.1186/1471-2199-13-10

13. Galanty Y, Belotserkovskaya R, Coates J, Polo S, Miller KM,
Jackson SP (2009) Mammalian SUMO E3-ligases PIAS1 and
PIAS4 promote responses to DNA double-strand breaks. Nature
462:935–940

14. Morris JR, Boutell C, Keppler M, Densham R, Weekes D,
Alamshah A, Butler L, Galanty Y, Pangon L, Kiuchi T, Ng T,
Solomon E (2009) The SUMO modification pathway is involved
in the BRCA1 response to genotoxic stress. Nature 462:886–891

15. Thompson LH, Schild D (2002) Recombinational DNA repair and
human disease. Mutat Res 509:49–78

16. Hsu HM, Wang HC, Chen ST, Hsu GC, Shen CY, Yu JC (2007)
Breast cancer risk is associated with the genes encoding the DNA
double-strand break repair Mre11/Rad50/Nbs1 complex. Cancer
Epidemiol Biomarkers Prev 16:2024–2032

17. Ralhan R, Kaur J, Kreienberg R, Wiesmuller L (2007) Links
between DNA double strand break repair and breast cancer: accu-
mulating evidence from both familial and nonfamilial cases. Cancer
Lett 248:1–17

18. Mao Z, Jiang Y, Liu X, Seluanov A, Gorbunova V (2009) DNA
repair by homologous recombination, but not by non-homologous
end joining, is elevated in breast cancer cells. Neoplasia 11:683–
691

19. Qin Y, Xu J, Aysola K, Begum N, Reddy V, Chai Y, Grizzle WE,
Partridge EE, Reddy ESP, Rao VN (2011) Ubc9 mediates nuclear

localization and growth suppression of BRCA1 and BRCA1a pro-
teins. J Cell Physiol 226:3355–3367

20. Anders CK, Carey LA (2009) Biology, metastatic patterns, and
treatment of patients with triple-negative breast cancer. Clin Breast
Cancer 9:S73–S81

21. de Ruijter TC, Veeck J, de Hoon JPJ, van Engeland M, Tjan-
Heijnen VC (2011) Characteristics of triple-negative breast cancer.
J Cancer Res Clin Oncol 137:183–192

22. Ratanaphan A (2012) A DNA repair BRCA1 estrogen receptor and
targeted therapy in breast cancer. Int J Mol Sci 13:14898–14916

23. Xu J, Watkins T, Reddy A, Reddy ESP, Rao VN (2009) A novel
mechanism whereby BRCA1/1a/1b fine tunes the dynamic com-
plex interplay between SUMO-dependent/independent activities of
Ubc9 on E2-induced ERα activation/repression and degradation in
breast cancer cells. Int J Oncol 34:939–949

24. Dunnebier T, Bermejo JL, Haas S, Fischer HP, Pierl CB,
Justenhoven C, Brauch H, Baisch C, Gilbert M, Harth V,
Spickenheuer A, Rabstein S, Pesch B, Bruning T, Ko YD, Hamann
U (2009) Common variants in the UBC9 gene encoding the
SUMO-conjugating enzyme are associated with breast tumor
grade. Int J Cancer 125:596–602

25. Dunnebier T, Bermejo JL, Haas S, Fischer HP, Pierl CB, Justenhoven
C, Brauch H, Baisch C, Gilbert M, Harth V, Spickenheuer A,
Rabstein S, Pesch B, Bruning T, Ko YD, Hamann U (2010) Poly-
morphisms in theUBC9 and PIAS3 genes of the SUMO-conjugating
system and breast cancer risk. Breast Cancer Res Treat 121:185–194

26. Synowiec E, Krupa R,Morawiec Z,WasyleckaM, Dziki L, Morawiec
J, Blasiak J, Wozniak K (2010) Efficacy of DNA double-strand breaks
repair in breast cancer is decreased in carriers of the variant allele of the
UBC9 gene c.73G>A polymorphism. Mutat Res 694:31–38

72 K. Wozniak et al.

http://dx.doi.org/10.1186/1471-2199-13-10

	Polymorphism of UBC9 Gene Encoding the SUMO-E2-Conjugating Enzyme and Breast Cancer Risk
	Abstract
	Introduction
	Patients, Materials and Methods
	Patients
	Genomic DNA Isolation
	Selection of Polymorphisms and Primers Design
	Genotype Determination
	Statistical Analysis

	Results
	Genotype Analysis
	Hormone Receptor Status
	Clinical-Histopathological Parameters

	Discussion
	References


