
A restricted IGHV gene repertoire in splenic 
marginal zone lymphoma is associated with 
autoimmune disorders

Some lymphoma subtypes, particularly marginal zone
lymphoma (MZL), are associated with autoimmune dis-
eases or chronic infections.1,2 Mucosa-associated lymphoid
tissue (MALT) lymphomas derive from an acquired lym-
phoid tissue in the context of a chronic inflammation
induced either by a bacterium1 (e.g. Helicobacter pylori (HP)
in the stomach) or by an autoimmune reaction.2 Evidence
supporting a strong link between Sjögren sialadenitis or
Hashimoto thyroiditis and the occurrence of MALT lym-
phomas has been reported.2

Autoimmune disorders have been less frequently
described in splenic MZL (SMZL) than in MALT lym-
phomas. Based on multiple patients series, 3-20% of SMZL
patients display autoimmune manifestations,3 mainly
autoimmune hemolytic anemia (AIHA) and immune
thrombocytopenia (ITP). Other autoimmune conditions
have also been described concomitantly with SMZL, such
as cold agglutinin disease, cryoglobulinemia, antiphospho-
lipid anticoagulant syndrome, acquired Von Willebrand dis-
ease, acquired angioedema, Still disease, Biermer disease,
lupus erythematosus, Sjögren syndrome and rheumatoid
arthritis (RA). These manifestations can occur years before
the diagnosis of lymphoma or during the course of the dis-
ease, and can occasionally reveal a lymphoma. 

To better delineate the role of the autoimmune compo-
nent in SMZL, we analyzed the mutational pattern of the
immunoglobulin heavy variable (IGHV) gene in a group of
well-characterized SMZL patients presenting with autoim-
mune manifestations, and compared this profile to cases
without autoimmune disorders. In SMZL patients, three
IGHV genes account for more than 40% of cases,4-6 with
the IGHV1-2*04 allele being found in almost 30% of
cases;4-6 this enrichment suggests the presence of antigen
selection.

Cases were obtained from the Hematopathology
Department of the Hospital Lyon Sud, France, and classi-
fied according to the WHO 2008 lymphoma classification
criteria. IGHV DNA sequences were obtained from frozen
tissue by PCR amplification and direct sequencing as
described previously.5 Some of the cases described in the
present study have already been reported.4,5,7 To compare

the IGHV gene utilization frequency between the two
groups, we used Fisher’s exact test, and P<0.05 was consid-
ered statistically significant.

Among 85 SMZL patients with IGHV mutational pat-
terns, 59 had complete detailed medical histories available,
and 20 showed autoimmune disorders; 13 patients had
AIHA, 3 had ITP, 3 had mixed cryoglobulinemia (MC), and
one had RA. In 6 patients (3 with MC, 2 with AIHA and
one with RA), the autoimmune disorder preceded the
diagnosis of lymphoma; the times from autoimmune to
lymphoma diagnosis ranged from 3 months to 20 years. In
7 patients (6 with AIHA and one with ITP), the diagnosis
of the autoimmune disorder revealed the presence of the
lymphoma, while in 5 others AIHA was identified during
the diagnostic workup. In 2 other cases, the date of onset
of the autoimmune disease remained unclear. Nine SMZL
patients presenting with a positive direct antiglobulin test
(Online Supplementary Table S1) but without AIHA at the
time of diagnosis of SMZL could not be included as con-
trols and were removed from the analysis. The 30 remain-
ing cases with no characterized autoimmune manifesta-
tion were used as a control group (Online Supplementary
Table S1). 

The IGHV1-2*04 allele was found to be over-represented
in the group of patients presenting with autoimmune man-
ifestations (11 of 20, 55% of patients; P=0.03) and especial-
ly in the patients with AIHA (10 of 13 patients; P=0.0018)
when compared to the control group (7 of 30, 23% of
patients) (Table 1). Interestingly, the 3 patients that present-
ed with MC expressed the IGHV1-69 gene, which was not
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Table 1. Distribution of IGHV genes in SMZL patients with or without
autoimmune disorders.

SMZL with autoimmune disease SMZL without 
All patients Patients with AIHA auto-immune 

(n=20) (n=13) disease (n=30)

IGHV1-2*04 11 (55%) 10 (77%) 7 (23%)
IGHV1-69 3 (15%) 0 (0%) 0 (0%)
Other IGHV 6 (30%) 3 (23%) 23 (77%)

SMZL: splenic marginal zone lymphoma; AIHA: auto-immune hemolytic anemia;
IGHV: immunoglobulin heavy variable gene; SMZL: splenic marginal zone lym-
phoma; IGHV: immunoglobulin heavy variable gene; AIHA: autoimmune hemolytic
anemia; n: number of cases.

Figure 1. Possible implication of auto-immune disor-
ders in the initial steps of marginal zone lymphoma
pathogenesis. SMZL: splenic marginal zone lym-
phoma; HCV: hepatitis C virus; IGHV: immunoglobulin
heavy variable gene, RBC: red blood cell, MALT:
mucosa-associated lymphatic tissue; HP: Helicobacter
pylori.
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found in the control group (Table 1). However, because of
the small number of cases and the retrospective nature of
our data, we cannot rule out a selection bias accounting for
such differences.

Various immune-mediated microenvironment signals
may be involved in the early steps of marginal zone lym-
phomagenesis (Figure 1). This has already been reported in
a subset of SMZL patients with Hepatitis C virus (HCV)
infection.8 MC occurring over the course of HCV infection
is associated with the clonal expansion of B cells that recur-
rently express IGHV1-69.9 It has been suggested that SMZL
in HCV-infected patients arises by IGHV1-69 B-cell clones1

recognizing a specific viral glycoprotein;10 this model
demonstrates the antigen-driven nature of this type of lym-
phoma. Among the 3 IGHV1-69-expressing patients in our
series, one patient had a chronic HCV infection, while
another patient had a chronic hepatitis B virus infection.

The overrepresentation of the IGHV1-2*04 allele in those
SMZL cases suggest that particular immune-driven signals
may select those clones, hence contributing to marginal
zone lymphoproliferation associated with autoimmunity.
Recently, Warsame et al. produced recombinant antibodies
from the rearranged immunoglobulin genes of 5 SMZL
patients expressing the IGHV1-2*04 allele.11 They found
that 4 of the 5 obtained antibodies had features that were
consistent with polyreactivity, indicating that those anti-
bodies were able to bind various foreign and auto-
antigens.11 These findings raise the possibility that malig-
nant SMZL clones could produce antibodies that recognize
red blood cell antigens or alternatively act as aberrant anti-
gen-presenting cells, as was recently described in chronic
lymphocytic leukemia.12

In HP-associated gastric MALT lymphomagenesis,1

tumor B cells appear to require two signals for proliferation:
1) a signal from tumor-infiltrating T cells that enhances B-
cell proliferation;13 and 2) a signal through the polyreactive
B-cell receptor (BCR), which is able to bind multiple foreign
and self antigens.14 These data emphasize the importance
of the microenvironment in providing various signals that
support polyreactive marginal zone B-cell proliferation. 

The initial mechanisms of antigen-driven MZL prolifera-
tion appear to be heterogeneous and may involve signals
through the BCR and other pathways (Figure 1). Our data
suggest that in HCV-negative SMZL, various antigens and
different microenvironmental signals may be involved in
lymphoproliferation. The heterogeneity that is observed at
the molecular level in those patients likely reflects this vari-
ability. This hypothesis is strengthened by the differences
observed in IGHV1-2 gene frequencies among different
groups of SMZL patients. To our knowledge, this is the first
description of a link between the IGHV1-2*04 allele and
autoimmune disorders in SMZL. Given the efficacy of
antimicrobial agents in HCV-positive SMZL and HP-associ-
ated gastric MALT lymphomas, determining the mecha-
nisms of chronic stimulation that underlie B-cell prolifera-
tion in SMZL may help to develop specific targeted thera-
pies. 

Gabriel Brisou,1,2 Aurélie Verney,2 Thomas Wenner,2

Lucile Baseggio,2,3 Pascale Felman,3 Evelyne Callet-Bauchu,4

Bertrand Coiffier,1 Françoise Berger,2,5 Gilles Salles,1,2

and Alexandra Traverse-Glehen2,5

1Hospices Civils de Lyon, Service d’Hématologie; 2Université Lyon 1,
UMR CNRS 5239 Equipe“lymphoproliférations B indolentes”;
3Laboratoire d’Hématologie Cellulaire, Lyon; 4Laboratoire de
Cytogénétique, Lyon; and 5Service d’Anatomie Pathologique, Centre
Hospitalier Lyon Sud 69495 Pierre-Bénite, France.

Acknowledgments: the authors would like to thank all the patients
who contributed to this study. The study was funded by the Comité
Départementale de la Ligue contre le Cancer du Rhône. Frozen tissues
were obtained from the Centre de Ressources Biologiques des Hospices
Civils de Lyon with written informed consent from patients; all proce-
dures were carried out in accordance with the Helsinki Declaration as
revised in 2008 and with the approval of the institutional review board
of the Hospices Civils de Lyon (n. 10-47).

Correspondence: alexandra.traverse-glehen@chu-lyon.fr
doi:10.3324/haematol.2014.107680

Key words: marginal zone lymphoma, autoimmunity, 
immunoglobulin genes.

Information on authorship, contributions, and financial & other disclo-
sures was provided by the authors and is available with the online version
of this article at www.haematologica.org.

References

1. Suarez F, Lortholary O, Hermine O, Lecuit M. Infection-Associated
Lymphomas Derived from Marginal Zone B Cells: A Model of
Antigen-Driven Lymphoproliferation. Blood. 2006;107(8):3034-44. 

2. Smedby KE, Askling J, Mariette X, Baecklund E. Autoimmune and
inflammatory disorders and risk of malignant lymphomas--an
update. J Intern Med. 2008;264(6):514-27. 

3. Traverse-Glehen A, Baseggio L, Salles G, Felman P, Berger F. Splenic
marginal zone B-cell lymphoma: a distinct clinicopathological and
molecular entity. Recent advances in ontogeny and classification.
Curr Opin Oncol. 2011;23(5):441-8. 

4. Bikos V, Darzentas N, Hadzidimitriou A, Davis Z, Hockley S,
Traverse-Glehen A, et al. Over 30% of patients with splenic marginal
zone lymphoma express the same immunoglobulin heavy variable
gene: ontogenetic implications. Leukemia. 2012;26(7):1638-46. 

5. Traverse-Glehen A, Davi F, Ben Simon E, Callet-Bauchu E, Felman P,
Baseggio L, et al. Analysis of VH genes in marginal zone lymphoma
reveals marked heterogeneity between splenic and nodal tumors and
suggests the existence of clonal selection. Haematologica. 2005;
90(4):470-8. 

6. Traverse-Glehen A, Bachy E, Baseggio L, Callet-Bauchu E, Gazzo S,
Verney A, et al. Immunoarchitectural patterns in splenic marginal
zone lymphoma: correlations with chromosomal aberrations, IGHV
mutations, and survival. A study of 76 cases. Histopathology. 2013;
62(6):876-93. 

7. Bikos V, Stalika E, Baliakas P, Darzentas N, Davis Z, Traverse-Glehen
A, et al. Selection of antigen receptors in splenic marginal-zone lym-
phoma: further support from the analysis of the immunoglobulin
light-chain gene repertoire. Leukemia. 2012;26(12):2567-9. 

8. Hermine O, Lefrère F, Bronowicki J-P, Mariette X, Jondeau K,
Eclache-Saudreau V, et al. Regression of splenic lymphoma with vil-
lous lymphocytes after treatment of hepatitis C virus infection. N
Engl J Med. 2002;347(2):89-94. 

9. Charles ED, Green RM, Marukian S, Talal AH, Lake-Bakaar GV,
Jacobson IM, et al. Clonal Expansion of Immunoglobulin M+CD27+
B Cells in HCV-Associated Mixed Cryoglobulinemia. Blood.
2008;111(3):1344-56. 

10. Suarez F, Lefrere F, Besson C, Hermine O. Splenic lymphoma with
villous lymphocytes, mixed cryoglobulinemia and HCV infection:
deciphering the role of HCV in B-cell lymphomagenesis. Dig Liver
Dis. 2007;39 Suppl 1:S32–37. 

11. Warsame AA, Aasheim H-C, Nustad K, Trøen G, Tierens A, Wang V,
et al. Splenic Marginal Zone Lymphoma with VH1-02 Gene
Rearrangement Expresses Poly- and Self-Reactive Antibodies with
Similar Reactivity. Blood. 2011;118(12):3331-9. 

12. Hodgson K, Ferrer G, Montserrat E, Moreno C. Chronic lymphocytic
leukemia and autoimmunity: a systematic review. Haematologica.
2011;96(5):752-61. 

13. Craig VJ, Cogliatti SB, Arnold I, Gerke C, Balandat J-E, Wündisch T,
et al. B-cell receptor signaling and CD40 ligand-independent T cell
help cooperate in Helicobacter-induced MALT lymphomagenesis.
Leukemia. 2010;24(6):1186-96. 

14. Craig VJ, Arnold I, Gerke C, Huynh MQ, Wündisch T, Neubauer A,
et al. Gastric MALT Lymphoma B Cells Express Polyreactive,
Somatically Mutated Immunoglobulins. Blood. 2010;115(3):581-91.

haematologica 2014; 99:e198

LETTERS TO THE EDITOR


