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Introduction

Fanconi  anemia (FA) i s  a  genet ic  disease mainly 
characterized by progressive bone marrow failure (BMF), 
congenital abnormalities, and increased predisposition to 
cancer (1,2). Although most patients with FA develop BMF 
generally during childhood, the molecular mechanism 
underlying BMF has remained elusive for a long time and is 
still a matter of debate. 

The identification of 21 FA genes (FANCA-FANCT) 
whose products participate in the FA/BRCA DNA repair 
pathway, has contributed greatly to understanding the 
characteristic phenotype of FA cells, in particular, the 
chromosomal instability and hypersensitivity of these 
cells to DNA cross-linking drugs (3,4). Nevertheless, how 
disruption of this pathway results in BMF in patients with 
FA is unclear. 

Known important factors in the development of 
BMF in FA

At the cellular level, a reduction in the number of 
hematopoietic stem cells (HSCs) in the BM of patients with 
FA (5) and the dysfunction of all hematopoietic lineages in 
these patients (6) indicated HSCs to be the primary cellular 
population affected during BMF in FA. Moreover, studies 
conducted in FA embryonic stem (ES) cells and induced 
pluripotent stem (iPS) cells have demonstrated that cellular 
defects in patients with FA are manifested both before and 
during the differentiation of the pluripotent precursors in 
the HSC compartment (7,8). 

Previous studies on the molecular events leading to 
HSC attrition in the BM of patients with FA showed 
the high sensitivity of FA cells to oxidative damage (9). 
Another important discovery linking BMF to FA was that 
FA cells exhibited increased sensitivity to inflammatory 
cytokines such as tumor necrosis factor-alpha (TNF-α) and 
interferon gamma (IFN-ɣ) (10-15). Additionally, elevated 
levels of these cytokines in patients with FA and mouse 
models (10,16) and the demonstration that the exposure 
to these molecules in FA mouse models generates HSC 
dysfunction (11,12,17,18), constituted important findings 
in the elucidation of the molecular basis of BMF in FA. 
Recent studies revealed the role of cytokinesis defects in 
the development of BMF in FA, as evident by an amplified 
number of binucleated cells in FA BM cells (19,20).

Since FA cells are extraordinarily sensitive to interstrand 
crosslinking (ICL) agents such as mitomycin C (MMC) 
and diepoxybutane (DEB), the association between these 
agents and the development of BMF in patients with FA 
was suspected for a long time. However, these agents are 
not produced endogenously by the organism and therefore, 
the above hypothesis could not be confirmed until the 
genotoxicity of acetaldehydes, an endogenous source of 
ICLs, in FA HSCs was demonstrated (21,22).

Recently, a new component participating in the 
development of BMF in FA was discovered. It was found 
that the presence of a physiological stress such as infection 
or chronic blood loss could lead to the exit of HSCs from 
dormancy, thereby provoking DNA damage in these cells. 
This suggested that the continuous activation of HSCs 
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from quiescence is responsible for the attrition of HSCs in 
FA (23).

The above-mentioned observations and the exacerbated 
apoptotic response of FA cells to replicative stress and 
unresolved DNA damage (5) provided significant evidence 
for a multicomponent puzzle responsible for the occurrence 
of BMF in FA.

Consistent with the notion that the transforming 
growth factor-beta (TGF-β) pathway plays a critical role 
in modulating the quiescence and self-renewal of HSCs 
[see review in (24)], a recent finding published in Cell Stem 
Cell by Zhang and co-workers (25) has added a novel and 
important piece of information to the puzzle of molecules 
involved in BMF in patients with FA (Figure 1).

A novel and critical pathway for understanding 
the BMF puzzle in FA

In the abovementioned study (25), the authors aimed 
at identifying the genes involved in MMC-mediated 
hypersensitivity of fibroblasts derived from patients with 
FA group A (FA-A), by a genome-wide short hairpin RNA 
(shRNA) screening. Several genes involved in the TGF-β 

pathway, including SMAD3, BMP2, and PDCD4 were 
among the top hits. 

The implicat ion of  the TGF-β  pathway in the 
characteristic phenotype of FA cells was confirmed by two 
different approaches: interference of SMAD3, an important 
component of the TGF-β pathway, and pharmacological 
inhibition of the TGF-β pathway. Importantly, the authors 
clearly showed that inhibition of the TGF-β pathway 
reversed the hypersensitivity of FA cells to both MMC and 
acetaldehyde. It also reduced the high levels of p53 and p21 
in FA cells, validating the role of the TGF-β pathway in FA 
growth defects mediated by genotoxic stress.

With the aim of demonstrating the role of the TGF-β 
pathway in the functional properties of mouse and human 
FA HSCs, the authors followed a similar approach, using 
HSCs from FA complementation group D2 mutant 
(Fancd2−/−) mice and patients with FA. It was observed that 
suppression of the TGF-β pathway with either Smad3 
shRNAs or neutralizing antibodies rescued the functional 
and repopulation defects of Fancd2−/− hematopoietic stem 
and progenitor cells (HSPCs). 

Notably, inhibition of the TGF-β pathway corrected not 
only the spontaneous defects in HSCs from Fancd2−/− mice 

Figure 1 The multicomponent puzzle of bone marrow failure (BMF) in Fanconi anemia (FA). The presence of a hyperactive TGF-β 
pathway constitutes a novel and key piece to explain the BMF feature of FA. Other important components of this puzzle, including oxidative 
damage, inflammatory cytokines, increased apoptosis, cytokinesis defects, endogenous interstrand crosslinking agents (acetaldehydes) and 
physiological stress have already been described. Future studies would help to unravel the existence of novel and essential components of the 
intriguing puzzle of FA-associated BMF.
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but also the DNA damage, and increased apoptosis induced 
by different genotoxic agents, including acetaldehydes, and 
physiological stress induced by polyinosinic:polycytidylic 
acid (pI:pC). A similar response was observed in HSPCs 
from patients with FA, after inhibition of the TGF-β 
pathway. In this case, the authors demonstrated that 
inhibition of the TGF-β pathway resulted in improved 
numbers of hematopoietic colonies generated by CD34+ 
cells from patients with FA. This was accompanied by a 
reduction in DNA damage in FA-like human CD34+ cells 
exposed to physiological stress.

Finally,  the authors investigated the molecular 
mechanism by which the TGF-β pathway regulates DNA 
repair in the HSCs. Notably, it was demonstrated that an 
increased ratio of non-homologous end-joining (NHEJ)-
associated genes to homologous recombination (HR)-
associated genes, characteristic of Fancd2−/− mice, was 
reverted by inhibition of the TGF-β pathway, using the 
1D11 neutralizing anti-TGF-β antibody. Additionally, to 
confirm that the genotoxic protection conferred by TGF-β 
inhibition was related to HR, it was demonstrated that 
the protective effects of the 1D11 antibody in Fancd2−/− 

HSPCs were neutralized if the DNA recombination/repair 
protein, RAD51, was also inhibited in these cells. The 
involvement of the TGF-β pathway in maintaining the 
balance of NHEJ and HR in FA cells was finally confirmed 
through quantification of the activity of both DNA repair 
pathways in FA cells. These set of experiments concluded 
that blocking of the TGF-β pathway promotes DNA repair 
by enhancing HR versus NHEJ in FA cells. 

Concluding remarks

It is evident that the BMF observed in patients with FA is an 
intriguing puzzle comprised of multiple pieces. However, in 
their paper Zang and coworkers describe for the first time 
that hyperactive TGF-β signaling constitutes a key piece 
of this puzzle (25) (Figure 1). The results presented in their 
study explain not only the TGF-β pathway as a primary 
controller of HSCs attrition in FA, but also open the 
possibility of developing new pharmacological therapies for 
BMF in patients with FA, and aim to minimize the negative 
effects induced by the accumulation of DNA damage in 
these cells. Although safety is the principal concern during 
the administration of TGF-β pathway inhibitors in patients 
with FA, it is noteworthy that these approaches have already 
been applied both in preclinical as well as in Phase I/II 
clinical studies, and are apparently safe and within tolerance 

limits in other diseases (26,27). Based on the contribution 
of the TGF-β pathway towards hematopoietic suppression 
in other diseases, for example, myelodysplastic syndrome 
(MDS) (28), the findings reported in the above study may 
have more general implications in other BMF diseases, 
apart from those proposed for FA. 

Finally, in addition to the potential pharmacological 
applications of TGF-β inhibitors to prevent or delay BMF 
in patients with FA, the results of this study may also 
have a significant impact on the in vitro maintenance and 
expansion of HSCs isolated from patients with FA. This 
could be of particular relevance in the development of 
improved gene therapy and gene editing approaches, where 
the enhancement of HR poses a critical challenge for the 
clinical application of these approaches.

Acknowledgements

P  R í o  a n d  J A  B u e r e n  r e c e i v e  g r a n t s  f r o m  t h e 
European Commission’s 7th Framework Program 
(HEALTH-F5-2012-305421, EUROFANCOLEN), 
the Spanish Ministry of Economy and Competitiveness 
(SAF2015-68073-R) and Fondo de Investigaciones 
Sanitarias, Instituto de Salud Carlos III (RD12/0019/0023).

Footnote

Provenance: This is a Guest Editorial commissioned by 
Editor-in-Chief Zhizhuang Joe Zhao (Pathology Graduate 
Program, University of Oklahoma Health Sciences Center, 
Oklahoma City, USA). 
Conflicts of Interest: The Division of Hematopoietic 
Innovative Therapies receives funding from Rocket Pharma.

Comment on: Zhang H, Kozono DE, O’Connor KW, et al.  
TGF-β Inhibition Rescues Hematopoietic Stem Cell 
Defects and Bone Marrow Failure in Fanconi Anemia. Cell 
Stem Cell 2016;18:668-81. 

References

1. Shimamura A, Alter BP. Pathophysiology and management 
of inherited bone marrow failure syndromes. Blood Rev 
2010;24:101-22.

2. Tischkowitz MD, Hodgson SV. Fanconi anaemia. J Med 
Genet 2003;40:1-10.

3. Kottemann MC, Smogorzewska A. Fanconi anaemia and 
the repair of Watson and Crick DNA crosslinks. Nature 



Stem Cell Investigation, 2016

© Stem Cell Investigation. All rights reserved. Stem Cell Investig 2016;3:75sci.amegroups.com

Page 4 of 4

2013;493:356-63.
4. Sawyer SL, Tian L, Kähkönen M, et al. Biallelic mutations 

in BRCA1 cause a new Fanconi anemia subtype. Cancer 
Discov 2015;5:135-42.

5. Ceccaldi R, Parmar K, Mouly E, et al. Bone marrow failure 
in Fanconi anemia is triggered by an exacerbated p53/p21 
DNA damage response that impairs hematopoietic stem 
and progenitor cells. Cell Stem Cell 2012;11:36-49.

6. Butturini A, Gale RP, Verlander PC, et al. Hematologic 
abnormalities in Fanconi anemia: an International Fanconi 
Anemia Registry study. Blood 1994;84:1650-5.

7. Raya A, Rodríguez-Pizà I, Guenechea G, et al. Disease-
corrected haematopoietic progenitors from Fanconi 
anaemia induced pluripotent stem cells. Nature 
2009;460:53-9.

8. Tulpule A, Lensch MW, Miller JD, et al. Knockdown of 
Fanconi anemia genes in human embryonic stem cells 
reveals early developmental defects in the hematopoietic 
lineage. Blood 2010;115:3453-62.

9. Joenje H, Arwert F, Eriksson AW, et al. Oxygen-
dependence of chromosomal aberrations in Fanconi's 
anaemia. Nature 1981;290:142-3.

10. Dufour C, Corcione A, Svahn J, et al. TNF-alpha and 
IFN-gamma are overexpressed in the bone marrow of 
Fanconi anemia patients and TNF-alpha suppresses 
erythropoiesis in vitro. Blood 2003;102:2053-9.

11. Haneline LS, Broxmeyer HE, Cooper S, et al. Multiple 
inhibitory cytokines induce deregulated progenitor growth 
and apoptosis in hematopoietic cells from Fac-/- mice. 
Blood 1998;91:4092-8.

12. Li J, Sejas DP, Zhang X, et al. TNF-alpha induces 
leukemic clonal evolution ex vivo in Fanconi anemia group 
C murine stem cells. J Clin Invest 2007;117:3283-95.

13. Rathbun RK, Christianson TA, Faulkner GR, et al. 
Interferon-gamma-induced apoptotic responses of 
Fanconi anemia group C hematopoietic progenitor cells 
involve caspase 8-dependent activation of caspase 3 family 
members. Blood 2000;96:4204-11.

14. Pang Q, Andreassen PR. Fanconi anemia proteins and 
endogenous stresses. Mutat Res 2009;668:42-53.

15. Wang J, Otsuki T, Youssoufian H, et al. Overexpression 
of the fanconi anemia group C gene (FAC) protects 
hematopoietic progenitors from death induced by Fas-
mediated apoptosis. Cancer Res 1998;58:3538-41.

16. Rosselli F, Sanceau J, Gluckman E, et al. Abnormal 
lymphokine production: a novel feature of the genetic 
disease Fanconi anemia. II. In vitro and in vivo 

spontaneous overproduction of tumor necrosis factor 
alpha. Blood 1994;83:1216-25.

17. Li X, Yang Y, Yuan J, et al. Continuous in vivo infusion of 
interferon-gamma (IFN-gamma) preferentially reduces 
myeloid progenitor numbers and enhances engraftment 
of syngeneic wild-type cells in Fancc-/- mice. Blood 
2004;104:1204-9.

18. Si Y, Ciccone S, Yang FC, et al. Continuous in vivo 
infusion of interferon-gamma (IFN-gamma) enhances 
engraftment of syngeneic wild-type cells in Fanca-/- and 
Fancg-/- mice. Blood 2006;108:4283-7.

19. Chan KL, Palmai-Pallag T, Ying S, et al. Replication stress 
induces sister-chromatid bridging at fragile site loci in 
mitosis. Nat Cell Biol 2009;11:753-60.

20. Naim V, Rosselli F. The FANC pathway and BLM 
collaborate during mitosis to prevent micro-nucleation 
and chromosome abnormalities. Nat Cell Biol 
2009;11:761-8.

21. Garaycoechea JI, Crossan GP, Langevin F, et al. Genotoxic 
consequences of endogenous aldehydes on mouse 
haematopoietic stem cell function. Nature 2012;489:571-5.

22. Garaycoechea JI, Patel KJ. Why does the bone marrow fail 
in Fanconi anemia? Blood 2014;123:26-34.

23. Walter D, Lier A, Geiselhart A, et al. Exit from 
dormancy provokes DNA-damage-induced attrition in 
haematopoietic stem cells. Nature 2015;520:549-52.

24. Blank U, Karlsson S. TGF-β signaling in the control of 
hematopoietic stem cells. Blood 2015;125:3542-50.

25. Zhang H, Kozono DE, O'Connor KW, et al. TGF-β 
Inhibition Rescues Hematopoietic Stem Cell Defects and 
Bone Marrow Failure in Fanconi Anemia. Cell Stem Cell 
2016;18:668-81.

26. Akhurst RJ, Hata A. Targeting the TGFβ signalling pathway 
in disease. Nat Rev Drug Discov 2012;11:790-811.

27. Grafe I, Yang T, Alexander S, et al. Excessive transforming 
growth factor-β signaling is a common mechanism in 
osteogenesis imperfecta. Nat Med 2014;20:670-5.

28. Zhou L, McMahon C, Bhagat T, et al. Reduced SMAD7 
leads to overactivation of TGF-beta signaling in MDS 
that can be reversed by a specific inhibitor of TGF-beta 
receptor I kinase. Cancer Res 2011;71:955-63.

doi: 10.21037/sci.2016.09.17
Cite this article as: Río P, Bueren JA. TGF-β: a master 
regulator of the bone marrow failure puzzle in Fanconi anemia. 
Stem Cell Investig 2016;3:75.


