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Chromatin, a macromolecular complex of DNA, RNA, and proteins, provides a framework for the packaging of

genetic material within the cell nucleus. Its organization plays a crucial role in gene expression and is regulated by

a diverse array of protein complexes in response to a dynamic code of histone posttranslational modifications and

DNA modifications. Architectural proteins are essential epigenetic regulators that play a critical role in organizing

chromatin and controlling gene expression. CTCF (CCCTC-binding factor) is a key architectural protein responsible

for maintaining the intricate 3D structure of chromatin. Because of its multivalent properties and plasticity to bind

various sequences, CTCF is similar to a Swiss knife for genome organization.
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1. Introduction

Originally, CTCF was described in chickens as a protein that binds to a region upstream of the c-myc promoter.

Because that binding site has three regularly spaced repetitions of the sequence CCCTC, the protein was named

CCCTC-binding factor or CTCF . Later, it was found that CTCF is a ubiquitously expressed and highly conserved

protein in vertebrates . CTCF consists of 727 amino acids (aa) distributed in three domains; a zinc finger DNA-

binding domain flanked by the intrinsically disordered N- and C-terminal regions (Figure 1a). The DNA binding

domain of CTCF has 11 zinc fingers (ZF) which allow it to interact dynamically with the DNA . CTCF uses

different combinations of its ZF to recognize and bind to a variety of DNA sequences, which is why it is considered

a multivalent protein . However, around 80% of its target sequences contain the core motif 5’-

CCACCAGGTGG-3’ that is recognized by ZFs 4 to 7. Unconserved flanking sequences can be recognized by ZF

1–2 or ZF 8–11, which helps to stabilize the CTCF-DNA complex . A peculiarity of CTCF is that ZF1 and

ZF10 have an RNA binding domain (RBD) which is used to interact with several lncRNAs, providing extra

anchorage points for the protein .

CTCF has tens of thousands of genomic binding sites, some of which are conserved between species and tissues

. CTCF actions are dependent on its binding site location; which are mainly located in intergenic regions,

although they could also be present in regulatory regions such as enhancers, gene promoters, and within gene

bodies . The main functions of CTCF include maintaining topologically associated domains (TADs), acting

as a barrier to the spread of heterochromatic structures, and defining the boundaries between euchromatin and

heterochromatin, for this reason, CTCF has been coined as an architectural protein . CTCF also
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regulates DNA anchorage to cellular structures such as the nuclear lamina , acts as a protein insulator by

controlling the interactions between enhancers and promoters , and can function as a scaffold protein for

transcription factors  and epigenetic factors . Based on the location of the CTCF in other genomic sites,

it has also been demonstrated to be involved in processes such as alternative splicing by pausing RNA

Polymerase II (RNAP II) binding to alternative exons, thus providing the required temporal context for co-

transcriptional spliceosome formation at weak upstream splice sites . CTCF also interacts with lncRNAs which is

important for the transcriptional regulation of genes such as Xist, a lncRNA responsible for X chromosome

inactivation. For this reason, CTCF has been considered a very versatile protein similar to a swiss army knife. A

summary of its functions is shown in Figure 1b.

 

Figure 1. The architectonic factor CTCF. (a) CTCF is an 82-kDa protein that contains three domains: an N-terminal

region, a C-terminal region, and a central domain of 11 zinc fingers. Moreover, CTCF uses the zinc finger domain

cooperatively to bind to DNA. RBD:RNA binding domain, ZF: zinc finger. (b) Overview of the wide arrange of CTCF

mechanisms of action as: Chromatin looping, RNA Polymerase II (Pol II) recruitment, transcriptional regulation,
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boundary definition, DNA anchorage, insulator, alternative splicing, and RNA binding, among others. TAD:

topologically associated domain. Created with BioRender.com (accessed on 23 April 2023).

2. CTCF Regulates the Chromatin Structure through
Interactions with Several Epigenetic Factors

The chromatin status is dynamic and can be regulated by covalent modification of the amino-terminal ends of

histones that protrude from the nucleosome and are accessible to enzymes that chemically modify them through a

system of writing, reading, and erasing complexes . These modifications correspond to a kind of code that works

in conjunction with the DNA sequence to determine the state of the chromatin and establishes and stabilizes gene

expression patterns . Because of CTCF’s role as the master regulator of chromatin, it is highly probable that

both its actions and DNA recruitment are dependent on the chromatin context. To better understand the

interactions between CTCF and other proteins with epigenetic functions, researchers analyzed data from the

literature, as well as the STRING database  and the Integrated Interactions Database  to find CTCF protein

partners. While many of these partners are transcription factors that use CTCF as a scaffold to shape the

chromatin structure , CTCF also interacts with other proteins that have epigenetic functions, such as DNA and

histone demethylases . The identification of CTCF protein partners involved in epigenetic processes may

provide valuable insights into the complex regulatory mechanisms of chromatin organization and gene expression.

To identify these proteins, researchers filtered our list of CTCF protein partners using the annotations available in

the EpiFactors database . The resulting CTCF epigenetic factor targets are shown in Figure 2.
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Figure 2. Epigenetic factors that interact with CTCF. The protein–protein interactions between CTCF and other

proteins with epigenetic functions. Colors are according to the EpiFactor category that each protein belongs to, as

follows: histone modification reader in yellow, chromatin remodeling in mint, polycomb group proteins in blue navy,

DNA demethylation in pink, histone modification eraser in salmon, RNA modification in green, and histone

modification writing in orange. Created with BioRender.com (accessed on 23 April 2023).

Among these interactions, many of the proteins participate in the shaping of the 3D conformation of the genome

such as the DNA helicases CHD7 , CHD8  and CHD1L , the topoisomerases TOP2A  and TOP2B ,

and the components of chromatin remodeling complexes such as ARID1A , YY1 , YAF2  and BPTF .

The former suggests that CTCF works in combination with other remodeling cofactors to establish chromatin

domains.

It is also worth noticing that CTCF interacts with several members of the Polycomb group (PcG). These proteins

are part of a system that regulates post-translational modifiers of histones, and their action is generally associated

with the transcriptional repression of tissue-specific genes. This group has two members, the Polycomb Repressive

Complexes 1 and 2 (PRC1 and PRC2). PRC2 is the complex that acts as a writer, as it is responsible for mono-,
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di-, and trimethylated lysine 27 of histone 3 (H3K27me3). This mark is associated with silenced gene promoters

and facultative heterochromatin. H3K27me3 is recognized by PRC1 (reader) that binds to chromatin,

monoubiquitinates lysine 119 of histone H2A (H2AK119ub), and prevents transcription by blocking the recruitment

of RNA polymerase II . CTCF interacts with EED and SUZ12 which are members of the PRC2 complex; a

couple of studies have proposed that CTCF could guide the PRC2 complex to gene promoters that are susceptible

to repression through H3K27 methylation . Furthermore, BMI1, PCGF1, and RYBP are members of the PRC1

complex. Although the biological significance of their interaction with CTCF remains unexplored, a study shows that

these proteins may regulate the organization of CTCF-mediated chromatin interactions .

References

1. Lobanenkov, V.V.; Nicolas, R.H.; Adler, V.V.; Paterson, H.; Klenova, E.M.; Polotskaja, A.V.;
Goodwin, G.H. A novel sequence-specific DNA binding protein which interacts with three regularly
spaced direct repeats of the CCCTC-motif in the 5’-flanking sequence of the chicken c-myc gene.
Oncogene 1990, 5, 1743–1753.

2. Hore, T.A.; Deakin, J.E.; Marshall Graves, J.A. The evolution of epigenetic regulators CTCF and
BORIS/CTCFL in amniotes. PLoS Genet. 2008, 4, e1000169.

3. Heger, P.; Marin, B.; Bartkuhn, M.; Schierenberg, E.; Wiehe, T. The chromatin insulator CTCF and
the emergence of metazoan diversity. Proc. Natl. Acad. Sci. USA 2012, 109, 17507–17512.

4. Bonchuk, A.; Kamalyan, S.; Mariasina, S.; Boyko, K.; Popov, V.; Maksimenko, O.; Georgiev, P. N-
terminal domain of the architectural protein CTCF has similar structural organization and ability to
self-association in bilaterian organisms. Sci. Rep. 2020, 10, 2677.

5. Martinez, S.R.; Miranda, J.J.L. CTCF terminal segments are unstructured. Protein Sci. 2010, 19,
1110.

6. Maksimenko, O.G.; Fursenko, D.V.; Belova, E.V.; Georgiev, P.G. CTCF As an Example of DNA-
Binding Transcription Factors Containing Clusters of C2H2-Type Zinc Fingers. Acta Nat. 2021, 13,
31.

7. Ohlsson, R.; Renkawitz, R.; Lobanenkov, V. CTCF is a uniquely versatile transcription regulator
linked to epigenetics and disease. Trends Genet. 2001, 17, 520–527.

8. Nakahashi, H.; Kieffer Kwon, K.R.; Resch, W.; Vian, L.; Dose, M.; Stavreva, D.; Hakim, O.; Pruett,
N.; Nelson, S.; Yamane, A.; et al. A genome-wide map of CTCF multivalency redefines the CTCF
code. Cell Rep. 2013, 3, 1678–1689.

9. Yin, M.; Wang, J.; Wang, M.; Li, X.; Zhang, M.; Wu, Q.; Wang, Y. Molecular mechanism of
directional CTCF recognition of a diverse range of genomic sites. Cell Res. 2017, 27, 1365–1377.

[43][44]

[45][46]

[47]



CCCTC-Binding Factor for Chromatin Regulation | Encyclopedia.pub

https://encyclopedia.pub/entry/44733 6/9

10. Hashimoto, H.; Wang, D.; Horton, J.R.; Zhang, X.; Corces, V.G.; Cheng, X. Structural Basis for
the Versatile and Methylation-Dependent Binding of CTCF to DNA. Mol. Cell 2017, 66, 711–
720.e3.

11. Xu, D.; Ma, R.; Zhang, J.; Liu, Z.; Wu, B.; Peng, J.; Zhai, Y.; Gong, Q.; Shi, Y.; Wu, J.; et al.
Dynamic Nature of CTCF Tandem 11 Zinc Fingers in Multivalent Recognition of DNA As Revealed
by NMR Spectroscopy. J. Phys. Chem. Lett. 2018, 9, 4020–4028.

12. Saldaña-Meyer, R.; Rodriguez-Hernaez, J.; Escobar, T.; Nishana, M.; Jácome-López, K.; Nora,
E.P.; Bruneau, B.G.; Tsirigos, A.; Furlan-Magaril, M.; Skok, J.; et al. RNA Interactions Are
Essential for CTCF-Mediated Genome Organization. Mol. Cell 2019, 76, 412–422.e5.

13. Schmidt, D.; Schwalie, P.C.; Wilson, M.D.; Ballester, B.; Gonçalves, A.; Kutter, C.; Brown, G.D.;
Marshall, A.; Flicek, P.; Odom, D.T. Waves of retrotransposon expansion remodel genome
organization and CTCF binding in multiple mammalian lineages. Cell 2012, 148, 335–348.

14. Kim, T.H.; Abdullaev, Z.K.; Smith, A.D.; Ching, K.A.; Loukinov, D.I.; Green, R.D.; Zhang, M.Q.;
Lobanenkov, V.V.; Ren, B. Analysis of the vertebrate insulator protein CTCF-binding sites in the
human genome. Cell 2007, 128, 1231–1245.

15. Lee, B.K.; Iyer, V.R. Genome-wide studies of CCCTC-binding factor (CTCF) and cohesin provide
insight into chromatin structure and regulation. J. Biol. Chem. 2012, 287, 30906–30913.

16. Shen, Y.; Yue, F.; McCleary, D.F.; Ye, Z.; Edsall, L.; Kuan, S.; Wagner, U.; Dixon, J.; Lee, L.;
Lobanenkov, V.V.; et al. A map of the cis-regulatory sequences in the mouse genome. Nature
2012, 488, 116–120.

17. Fiorito, E.; Sharma, Y.; Gilfillan, S.; Wang, S.; Singh, S.K.; Satheesh, S.V.; Katika, M.R.;
Urbanucci, A.; Thiede, B.; Mills, I.G.; et al. CTCF modulates Estrogen Receptor function through
specific chromatin and nuclear matrix interactions. Nucleic Acids Res. 2016, 44, 10588–10602.

18. Kaczmarczyk, L.S.; Levi, N.; Segal, T.; Salmon-Divon, M.; Gerlitz, G. CTCF supports preferentially
short lamina-associated domains. Chromosome Res. 2022, 30, 123–136.

19. Kentepozidou, E.; Aitken, S.J.; Feig, C.; Stefflova, K.; Ibarra-Soria, X.; Odom, D.T.; Roller, M.;
Flicek, P. Clustered CTCF binding is an evolutionary mechanism to maintain topologically
associating domains. Genome Biol. 2020, 21, 5.

20. Ong, C.T.; Corces, V.G. CTCF: An architectural protein bridging genome topology and function.
Nat. Rev. Genet. 2014, 15, 234–246.

21. Ren, G.; Jin, W.; Cui, K.; Rodrigez, J.; Hu, G.; Zhang, Z.; Larson, D.R.; Zhao, K. CTCF-Mediated
Enhancer-Promoter Interaction Is a Critical Regulator of Cell-to-Cell Variation of Gene
Expression. Mol. Cell 2017, 67, 1049–1058.e6.



CCCTC-Binding Factor for Chromatin Regulation | Encyclopedia.pub

https://encyclopedia.pub/entry/44733 7/9

22. Schwalie, P.C.; Ward, M.C.; Cain, C.E.; Faure, A.J.; Gilad, Y.; Odom, D.T.; Flicek, P. Co-binding by
YY1 identifies the transcriptionally active, highly conserved set of CTCF-bound regions in primate
genomes. Genome Biol. 2013, 14, R148.

23. Chernukhin, I.V.; Shamsuddin, S.; Robinson, A.F.; Carne, A.F.; Paul, A.; El-Kady, A.I.;
Lobanenkov, V.V.; Klenova, E.M. Physical and functional interaction between two pluripotent
proteins, the Y-box DNA/RNA-binding factor, YB-1, and the multivalent zinc finger factor, CTCF. J.
Biol. Chem. 2000, 275, 29915–29921.

24. Defossez, P.A.; Kelly, K.F.; Filion, G.J.; Pérez-Torrado, R.; Magdinier, F.; Menoni, H.; Nordgaard,
C.L.; Daniel, J.M.; Gilson, E. The human enhancer blocker CTC-binding factor interacts with the
transcription factor Kaiso. J. Biol. Chem. 2005, 280, 43017–43023.

25. Wei, L.; Liu, Q.; Huang, Y.; Liu, Z.; Zhao, R.; Li, B.; Zhang, J.; Sun, C.; Gao, B.; Ding, X.; et al.
Knockdown of CTCF reduces the binding of EZH2 and affects the methylation of the SOCS3
promoter in hepatocellular carcinoma. Int. J. Biochem. Cell Biol. 2020, 120, 105685.

26. Shukla, S.; Kavak, E.; Gregory, M.; Imashimizu, M.; Shutinoski, B.; Kashlev, M.; Oberdoerffer, P.;
Sandberg, R.; Oberdoerffer, S. CTCF-promoted RNA polymerase II pausing links DNA
methylation to splicing. Nature 2011, 479, 74–79.

27. Felsenfeld, G.; Groudine, M. Controlling the double helix. Nature 2003, 421, 448–453.

28. Millán-Zambrano, G.; Burton, A.; Bannister, A.J.; Schneider, R. Histone post-translational
modifications—Cause and consequence of genome function. Nat. Rev. Genet. 2022, 23, 563–
580.

29. Szklarczyk, D.; Gable, A.L.; Nastou, K.C.; Lyon, D.; Kirsch, R.; Pyysalo, S.; Doncheva, N.T.;
Legeay, M.; Fang, T.; Bork, P.; et al. The STRING database in 2021: Customizable protein-protein
networks, and functional characterization of user-uploaded gene/measurement sets. Nucleic
Acids Res. 2021, 49, D605–D612.

30. Kotlyar, M.; Pastrello, C.; Ahmed, Z.; Chee, J.; Varyova, Z.; Jurisica, I. IID 2021: Towards context-
specific protein interaction analyses by increased coverage, enhanced annotation and enrichment
analysis. Nucleic Acids Res. 2022, 50, D640–D647.

31. Sun, X.; Zhang, J.; Cao, C. CTCF and Its Partners: Shaper of 3D Genome during Development.
Genes 2022, 13, 1383.

32. Gavrilov, A.A.; Sultanov, R.I.; Magnitov, M.D.; Galitsyna, A.A.; Dashinimaev, E.B.; Lieberman
Aiden, E.; Razin, S.V. RedChIP identifies noncoding RNAs associated with genomic sites
occupied by Polycomb and CTCF proteins. Proc. Natl. Acad. Sci. USA 2022, 119, e2116222119.

33. Guerra-Calderas, L.; González-Barrios, R.; Patiño, C.C.; Alcaraz, N.; Salgado-Albarrán, M.; de
León, D.C.; Hernández, C.C.; Sánchez-Pérez, Y.; Maldonado-Martínez, H.A.; De la Rosa-



CCCTC-Binding Factor for Chromatin Regulation | Encyclopedia.pub

https://encyclopedia.pub/entry/44733 8/9

Velazquez, I.A.; et al. CTCF-KDM4A complex correlates with histone modifications that negatively
regulate gene expression in cancer cell lines. Oncotarget 2018, 9, 17028–17042.

34. Yamamoto, S.; Wu, Z.; Russnes, H.G.; Takagi, S.; Peluffo, G.; Vaske, C.; Zhao, X.; Moen Vollan,
H.K.; Maruyama, R.; Ekram, M.B.; et al. JARID1B Is a Luminal Lineage-Driving Oncogene in
Breast Cancer. Cancer Cell 2014, 25, 762–777.

35. Marakulina, D.; Vorontsov, I.E.; Kulakovskiy, I.V.; Lennartsson, A.; Drabløs, F.; Medvedeva, Y.A.
EpiFactors 2022: Expansion and enhancement of a curated database of human epigenetic factors
and complexes. Nucleic Acids Res. 2023, 51, D564–D570.

36. Allen, M.D.; Religa, T.L.; Freund, S.M.V.; Bycroft, M. Solution structure of the BRK domains from
CHD7. J. Mol. Biol. 2007, 371, 1135–1140.

37. Ishihara, K.; Oshimura, M.; Nakao, M. CTCF-Dependent Chromatin Insulator Is Linked to
Epigenetic Remodeling. Mol. Cell 2006, 23, 733–742.

38. Liu, Q.; Yang, B.; Xie, X.; Wei, L.; Liu, W.; Yang, W.; Ge, Y.; Zhu, Q.; Zhang, J.; Jiang, L.; et al.
Vigilin interacts with CCCTC-binding factor (CTCF) and is involved in CTCF-dependent regulation
of the imprinted genes Igf2 and H19. FEBS J. 2014, 281, 2713–2725.

39. Yusufzai, T.M.; Tagami, H.; Nakatani, Y.; Felsenfeld, G. CTCF tethers an insulator to subnuclear
sites, suggesting shared insulator mechanisms across species. Mol. Cell 2004, 13, 291–298.

40. Witcher, M.; Emerson, B.M. Epigenetic silencing of the p16(INK4a) tumor suppressor is
associated with loss of CTCF binding and a chromatin boundary. Mol. Cell 2009, 34, 271–284.

41. Marino, M.M.; Rega, C.; Russo, R.; Valletta, M.; Gentile, M.T.; Esposito, S.; Baglivo, I.; De Feis, I.;
Angelini, C.; Xiao, T.; et al. Interactome mapping defines BRG1, a component of the SWI/SNF
chromatin remodeling complex, as a new partner of the transcriptional regulator CTCF. J. Biol.
Chem. 2019, 294, 861–873.

42. Donohoe, M.E.; Zhang, L.F.; Xu, N.; Shi, Y.; Lee, J.T. Identification of a Ctcf cofactor, Yy1, for the
X chromosome binary switch. Mol. Cell 2007, 25, 43–56.

43. Wiles, E.T.; Selker, E.U. H3K27 methylation: A promiscuous repressive chromatin mark. Curr.
Opin. Genet. Dev. 2017, 43, 31–37.

44. Margueron, R.; Reinberg, D. The Polycomb complex PRC2 and its mark in life. Nature 2011, 469,
343–349.

45. Zhang, H.; Niu, B.; Hu, J.F.; Ge, S.; Wang, H.; Li, T.; Ling, J.; Steelman, B.N.; Qian, G.; Hoffman,
A.R. Interruption of intrachromosomal looping by CCCTC binding factor decoy proteins abrogates
genomic imprinting of human insulin-like growth factor II. J. Cell Biol. 2011, 193, 475–487.

46. Li, T.; Hu, J.F.; Qiu, X.; Ling, J.; Chen, H.; Wang, S.; Hou, A.; Vu, T.H.; Hoffman, A.R. CTCF
regulates allelic expression of Igf2 by orchestrating a promoter-polycomb repressive complex 2



CCCTC-Binding Factor for Chromatin Regulation | Encyclopedia.pub

https://encyclopedia.pub/entry/44733 9/9

intrachromosomal loop. Mol. Cell. Biol. 2008, 28, 6473–6482.

47. Wei, C.; Jia, L.; Huang, X.; Tan, J.; Wang, M.; Niu, J.; Hou, Y.; Sun, J.; Zeng, P.; Wang, J.; et al.
CTCF organizes inter-A compartment interactions through RYBP-dependent phase separation.
Cell Res. 2022, 32, 744–760.

Retrieved from https://encyclopedia.pub/entry/history/show/101299


