& frontiers

1st Epigenetics Society
International Meeting

“Epigenetics of Disease and
Development”
Rome - ltaly




a frontiers 1st Epigenetics Society International Meeting

1st Epigenetics Society International Meeting “Epigenetics of Disease and

Development”, Rome, Italy

ISBN
9782832512357

DOI
10.3389/978-2-8325-1235-7

Citation
Epigenetics Society (ES). (2023)

October 12 — 14, 2023, Rome, ltaly

The abstracts in this collection have not been subject to any Frontiers peer review or checks, and are
not endorsed by Frontiers. They are made available through the Frontiers publishing platform as a
service to conference organizers and presenters. The copyright in the individual abstracts is owned
by the author of each abstract or their employer unless otherwise stated. Each abstract, as well as the
collection of abstracts, are published under a Creative Commons CC-BY 4.0 (attribution) licence
(creativecommons.org/licenses/by/4.0/) and may thus be reproduced, translated, adapted and be
the subject of derivative works provided the authors and Frontiers are attributed.

For Frontiers’ terms and conditions please see: frontiersin.org/legal/terms-and-conditions.

02 frontiersin.org



:, frontiers 1st Epigenetics Society International Meeting

Table of contents

28

30

31

33

35

36

03

Welcome to the 1st Epigenetics Society International
Meeting “Epigenetics of Disease and Development”

Oral Communications

Gene repression by the epigenome of transcriptional
elongation

Katefina Adamusova, Karina Chalenko, Jinghan Liu, Michael Christopher
Keogh, Sebastian Marquardt

A genome-wide methylation study to identify differentially
methylated regions in post-mortem cerebellum samples
supports the role of peroxisomes in autism spectrum
disorders

Anuhya Anne, Sonal Saxena, Kommu Naga Mohan

The BRG1 chromatin remodeler in transcription and
differentiation
Jackson Hoffman, Kevin Trotter, Ginger Muse, Trevor K. Archer

The roles of chronic inflammation and epigenetic changes in

the pre-malignant progression of human cancer
Stephen B. Baylin, Hari Easwaran, Michelle Vaz, Feyruz Rassool, Huilin Li

frontiersin.org



? frontiers 1st Epigenetics Society International Meeting

38

39

41

43

45

47

49

04

From DNA base flipping to base intercalation: A case study
of DNA methyltransferases
Xiaodong Cheng

Decoding MYC regulation through 3D genome architecture:
Unveiling novel insights for oncogenic control
Miles Collier

ILIRN and GHSR gene methylation levels discriminate
thymic epithelial tumor subtypes

Vanessa Nicoli, Marianna Giangreco, Eleonora Pardini, lacopo Petrini,

Diana Bacchin, Vittorio Aprile, Franca Melfi, Marco Lucchi, Roberta Ricciardi,
Michelangelo Maestri, Lucia Migliore, Fabio Coppedé

The epigenetic modifier SETD8 is a potential therapeutic
target in glioblastoma

Rosa Della Monica, Michela Buonaiuto, Federica Trio, Davide Costabile,
Mariella Cuomo, Roberta Visconti, Lorenzo Chiariotti

Acetylation of the KLF5 transcription factor determines the
function of TGF-a in multiple cellular processes
Jin-Tang Dong

The downs and ups of DNA methylation
Melanie Ehrlich, Sriharsa Pradhan, Michelle Lacey, Carl Baribault,
Kenneth C. Ehrlich, Sagnik Sen, Pierre Olivier Esteve

Genomewide integration of genetic and epigenetic data in a

single experiment
Bo Yan, Duan Wang, Romualdas Vaisvila, Zhiyi Sun, Laurence Ettwiller

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

51

53

55

56

59

62

64

05

Role of IncRNAs in imprinted gene expression during
development and in disease

Sabina Farhadova, Amani Ghousein, Francois Charon, Daan Noordermeer,
Benoit Moindrot, Robert Feil

Regulation of DNMT activity in development and disease
Humaira Gowher

Chromatin modification function: Why context matters
Jamie Hackett

ARID1A loss activates an R-Loop driven STING-Type |
Interferon signaling axis that promotes anti-tumor immunity
Matthew B. Maxwell, Marianne S. Hom-Tedla, Jawoon Yi, Mannix J. Burns,
Jingting Yu, Helen M. McRae, Katherine E. Coakley, Josephine Ho,

Ramez N. Eskander, Emily C. Dykhuizen, Gerald S. Shadel, Susan M. Kaech,
Diana C. Hargreaves

Heterochromatin deregulation during hematopoietic stem
progenitor cell (HSPC) aging

Tingting Hong, Jia Li, Lei Guo, Yaling Dou, Aaron DelLaFuente, Tianlu Wang,
Shaohai Fang, Anna Guzman, Carina Rosas, Chiraag Kapadia, Yubin Zhou,
Margaret A. Goodell, Yun Huang

The neighborhood matters — strong flanking sequence
preferences of DNMTs and TETs affect DNA modification
patterns in human cells

Albert Jeltsch

Deciphering the mechanisms and roles of DNA methylation in

cancer
Peter A. Jones, Tinghai Xu, Minmin Liu, Stacey Thomas, Xiaoyan Xie

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

66

69

71

73

75

76

78

06

Talk title: Epigenetic regulation of cellular plasticity and
repair in the human lung

Maria Llamazares Prada, Uwe Schwartz, Stephanie T. Pohl, Mandy Richter,
Darius Pease, Deborah Ackesson, Raluca Tamas, Vedrana Mijosek,

Thomas Muley, Marc A. Schneider, Joschka Hey, Claus P. Heul3el,

Arne Warth, Hauke Winter, Harry Karmouty-Quintana, Felix Herth, Ina Koch,
Dieter Weichenhan, Tomasz P. Jurkowski, Benedikt Brors, Vladimir Benes,
David Wyatt, Heiko F. Stahl, Christoph Plass, Renata Z. Jurkowska

Nucleosome conformation dictates the histone code
Michael-Christopher Keogh, Matthew R. Marunde, Kanishk Jain, Harrison
A. Fuchs, Bryan Venters, Nicholas L. Young, Brian D. Strahl, Catherine A.
Musselman

A classy way to control the epigenome
Guanghui Xu, Laura M. Martins, Julie A. Law

Epigenetic mechanisms associated with nuclear receptor
signalling in early myoblast differentiation
Qiao Li, Saadia Khilji, Munerah Hamed, Jihong Chen

Epigenetic memory in human cell reprogramming
Ryan Lister

Intermittent fasting instate neuroprotection by sensitizing
epigenetics and transcriptional programs

Hadar Parnas, Joanna Bartman, Yon Alexandre-Raileanu, Tali Rosenberg,
Asaf Marco

Epigenome dynamics of cellular senescence in cancer
Ricardo Ivan Martinez-Zamudio, Alketa Stefa, José Américo Nabuco Leva
Ferreira Freitas, Themistoklis Vasilopoulos, Mark Simpson, Mark A. Galan,
Ravi J. Chokshi, Oliver Bischof, Utz Herbig

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

80

82

85

87

89

90

07

The long non-coding eRNA, CCAT1, regulates nuclear
export pathways of MYC mRNA in colon cancer cells

Mirco Martino, Felipe Casagrande, Jia Pei Lim, Ilyas Chachoua, llias Tzelepis,
Anita Gondor

Levels of nc886 RNAs are regulated via genetic and epigenetic
mechanisms and associate with cardiometabolic risk factors
Saara Marttila, Sonja Raji¢, Pashupati P. Mishra, Nina Mononen,

Leo-Pekka Lyytikainen, Terho Lehtimaki, Mika Kdhdnen, Nina Hutri-Kahoénen,
Olli Raitakari, Melanie Waldenberger, Thomas Delerue, Winfried Marz,
Marcus E. Kleber, Emily Harville, Ruiyan Zhang, Justiina Ronkainen,

Sylvain Serbert, Emma Raitoharju

Genome editing for correction of pathogenic variants in a
rare chromatin-related disease

Vincenzo Lullo, Saveria Batti, Claudia Angelini, Sara Selig, Maria Strazzullo,
Maria R. Matarazzo

Merkel cell carcinoma cells growth inhibited by the
hypomethylating agent Guadecitabine

Chiara Mazziotta, Giulia Tonnini, Giada Badiale, Tommaso di Mambro,
Paolo Pinton, Christian Felice Cervellera, Mauro Tognon, Antoine Touzé,
Fernanda Martini, John Charles Rotondo

Non-canonical epigenetic regulation in development and disease
Alexander Meissner

DNA methylome and scRNA sequencing of nasal cells from
COVID-19 patients reveal long-term impact on expression
of genes involved in ciliary function

Marey Messingschlager, Sebastian Mackowiak, Maria Theresa Voelker,
Matthias Bieg, Robert Lorenz Chua, Johannes Liebig, Jennifer Loske,
Christian Conrad, Leif E. Sander, Naveed Ishaque, Roland Eils, Irina Lehmann,
Sven Laudi, Saskia Trump

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

93

95

97

100

102

103

08

UV-induced modulation of constitutive heterochromatin
shape during photodamage repair in Arabidopsis thaliana
Philippe Johann to Berens, Jackson Peter, Sébastien Staerck, Jean Molinier

A truncated and catalytically inactive isoform of KDM5B
histone demethylase regulates H3K4 tri-methylation and
gene expression in breast cancer cells

Elena Di Nisio, Valerio Licursi, Valeria Manzini, Marta Tosto, Cecilia Mannironi,
Giulia Robusti, Roberta Noberini, Tiziana Bonaldi, Rodolfo Negri

Improving epigenome maturation in human neurons in vitro
Daniel Poppe, Chuck Herring, Rebecca K. Simmons, Saskia Freytag, Sally
Martin, Joel Moffet, Jahnvi Pflueger, Sam Buckberry, Nelly Olova, Conor
O’Leary, Elena Ilvanova, Dulce B. Vargas-Landin, Olivier Clement, Enrique
Gorii Echeverria, Gavin J Sutton, Jennifer Dechka, Helen M. Cooper, Alba
Alvarez-Franco, Rui Hou, Christian Pflueger, Kerrie McDonald, Wolf Reik;,
Jose M. Polo, Alistair R. R. Forrest, Anna K. Nowak, Irina Voineagu, Luciano
Martelloto, Ernst Wolvetang, Ryan Lister

CTCEF deletion alters the pluripotency and DNA methylation
profile of human IPSCs

Deepika Puri, Catharina Maal’en, Monica Varona Baranda, Kira Zeevaert,
Annika Hauser, Wolfgang Wagner

The epigenetics of ageing
Ken Raj, Steve Horvath

Smarcadl is responsible for H3.3 deposition on retroviral

sequences in embryonic stem cells
Igor Bren, Carmit Strauss, Sharon Schlesinger

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

105

107

109

111

114

09

Histone H3 globular domain mutations drive oncogenic
activity via unique mechanisms

Kirti Sad, Celina Y Jones, Miranda Adams, Richard S Lee, Severin Lustenberger,
Anita H Corbett, Jennifer M Spangle

Discovery of novel DNA cytosine deaminases enables
powerful new tools for methionine analysis

Romualdas Vaisvila, Sean R. Johnson, Bo Yan, Lixin Chen, Nan Dai, Billal M.
Bourkia, lvan R. Corréa Jr, Erbay Yigit, Thomas C Evans Jr, Zhiyi Sun

Discriminating 5mC and 5hmC at single-base resolution
Walraj S. Gosal, Jens Fullgrabe, Michael Wilson, Robert Crawford, Ermira
Lleshi, Paula Golder, Nick Harding, Lisabet Andreasen, Michael Hodgson,
Aurel Negrea, Helen Sansom, Ankita Singhal, Minna Taipale, Paula Kokko-
Gonzales, Aldo Ciau-Uitz, Jinfeng Chen, Jean Teyssandier, Mengjie Li, Yang
Liu, Alexandra Palmer, Nikolay Pchelintsev, Lidia Prieto-Lafuente, Audrey
Vandomme, Gary Yalloway, Paidi Creed, Joanna D. Holbrook

Transgenerational inheritance of epigenetic signatures at
CpG Islands in mice

Yuta Takahashi, Mariana Morales Valencia, Yang Yu, Yasuo Ouchi, Kazuki
Takahashi, Maxim Nikolaievich Shokhirev, Kathryn Lande, April E. Williams,
Chiara Fresia, Masakazu Kurita, Tomoaki Hishida, Kensaku Shojima, Fumiyuki
Hatanaka, Estrella Nufiez-Delicado, Concepcion Rodriguez Esteban, Juan
Carlos Izpisua Belmonte

CpG methylation plays a pivotal role in the pathogenesis of

EBV-associated carcinomas
Qian Tao

frontiersin.org



& frontiers

116

118

120

122

125

127

129

10

1st Epigenetics Society International Meeting

Epstein-Barr virus rewires the host epigenome by modifying
chromatin architecture and DNA methylation via YY1-CTCF-
PARP1 axis
Davide Maestri, Sarah Alp, Lisa B Caruso, Giorgia Napoletani, Asher Sobotka,
Italo Tempera

Heat shock induces alternative polyadenylation through
dynamic DNA methylation-regulated chromatin looping
Emily E. Fink, Vishal Nanavaty, Byron H. Lee, Angela H. Ting

Whole genome bisulfite sequencing identifies locus-
specific aberrant DNA methylation in the oral epithelium of
electronic cigarette users

Stella Tommasi, Nicolo Pabustan, Luciano Brocchieri, Silvia Tornaletti, Ahmad
Besaratinia

Epigenetic regulation by TET1 in gene-environmental interactions
influencing susceptibilities to congenital malformations

Bernard K. van der Veer, Lehua Chen, Wannes Brangers, Lei Yunping, Qiuying
Chen, lonas Champeris Tsaniras, Harm Kwak, Rita Khoueiry, Mariana Schroiff,
Robert Cabrera, Steven S. Gross, Richard H. Finnell, Kian Peng Koh

Chromatin-mediated adaptive strategies to environmental
conditions in crops
Serena Varotto

Epigenetic epidemiology — Time for a fresh start
Robert A. Waterland

Long term miRNA changes predicting resiliency and
vulnerability factors of post-traumatic stress disorder in a
large military cohort - Millennium cohort study (Milco)
Ruoting Yang, Aarti Gautam, Carrie J Donoho, Teresa M Powell, Allison V
Hoke, George Dimitrov, Marti Jett, Rasha Hammamieh

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

132

133

136

138

140

142

11

Poster Presentations

Global DNA methylation profiling: A powerful strategy to
recapitulate the heterogeneity of pediatric brain tumors in
primary cell cultures

Luana Abballe, Lucia Pedace, Simone Pizzi, Maria Vinci, Celeste Antonacci,
Sara Patrizi, Francesca Del Bufalo, Sabrina Rossi, Giulia Pericoli, Francesca
Gianno, Zein Mersini Besharat, Luca Tiberi, Angela Mastronuzzi, Elisabetta
Ferretti, Marco Tartaglia, Franco Locatelli, Andrea Ciolfi, Evelina Miele

The effects of DNA Methyltransferase 1 (DNMT1) inhibition
on in vitro cellular differentiation in a mouse embryo
gastrulation model

Abdulaziz Alhussini, Sari Pennings

Characterizing the role of Ring Finger Protein 166 (RNF166)
in DNA repair and chromatin remodeling

Nana Yaa Amoh, Giorgia Gobbi Da Silveira, Yuchao Gu, Barbara Martinez-
Pastor, Raul Mostoslavsky

microRNA 218-5p mediates the effect of zebrafish embryo
extracts in inhibiting the invasiveness and migration in breast
cancer cells

Daniele Antinori, Noemi Monti, Aurora Piombarolo, Alessandro Querqui,
Guglielmo Lentini, Andrea Pensotti, Marco Lucarelli, Mariano Bizzarri,

Andrea Fuso

Generation and characterization of hepatocyte-specific
DNA methyltransferase (Dnmt) 3a and Dnmt3b double
knockout mice

Daniel Marton Toth, Muazu Muhyiddeen, Dora Kovari, Andrea Kadar, Virgil
Tamatey, Maria Ashaber, Klara Lévay, Andras Budai, Andras Fuldp, Csaba
Fekete, Flora Szeri, Tamas Aranyi

frontiersin.org



& frontiers

144

146

148

151

153

155

12

1st Epigenetics Society International Meeting

IMPROVE-RRBS tool ignores MsPI site and sequencing read
3’-end Overlap in RRBS methylation calling
Abel Fothi, Hongbo Liu, Katalin Susztak, Tamas Aranyi

Identifying and characterizing novel HSP90 inhibitors with
senolytic activity

Sandra Atlante, Michela Gottardi Zamperla, Veronica Barbi, L Cis, P Cigala
Fulgosi, Aurora Aiello, Davide Pirolli, Paola Tabarelli, Marco Liotta, Giovanni
Battista Ivaldi, Marco Malavolta, Maria Cristina De Rosa, Antonella Farsetti,
Carlo Gaetano

Levels of 5-hydroxymethyluracil in the DNA of Monoclonal B
Lymphoma patients blood cells

Patrycja Baginska, Marta Starczak, Aleksandra Skalska-Bugata, Aleksandra
Wasilow, Pawet Mijewski, Fabian LeSniewski, Anna Wotowiec, Lidia
Gackowska, Maciej Gawronski, Jolanta Guz, Anna Szpila, Ewelina
Zarakowska, Agnieszka Siomek-Gorecka, Rafat Rozalski, Daniel Gackowski,
Ryszard Orlinski

Epi-metabolic drug design and characterization to prevent
or ameliorate fibrosis in human-diseased cellular systems
Barbi Veronica, Gottardi Zamperla Michela, Aiello Aurora, Limosani Raffaele,
Arbustini Elisa, Nesta Marialisa, Massetti Massimo, Farsetti Antonella, Mai
Antonello, Gaetano Carlo, Rotili Dante, Atlante Sandra

Novel insights into the recognition of acetylated histone H4
tail by the TRIM24 PH-Bromo module

Ishita Bardhan, Soumen Barman, Anirban Roy, Babu Sudhamalla

The epigenetic effect of temozolomide and metformin on
glioblastoma cell lines

Agnieszka Belter, Anna-Maria Barciszewska, Mirostawa Z. Naskret-
Barciszewska

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

157

159

162

164

166

168

13

Development of a novel integrated diagnostic algorithm based
on microRNAs, clinical and MRI features in prostate cancer
Zein Mersini Besharat, Martina Pecoraro, Sofia Trocchianesi, Elena Splendiani,
Carlo Catalano, Paola Paci, Elisabetta Ferretti, Valeria Panebianco, Federica
Conte, Giuseppina Catanzaro

Down-regulation of epithelial sodium channel (ENaC)
activity as an epigenetic therapy for cystic fibrosis

Giovanna Blacona, Silvia Pierandrei, Stefano Castellani, Sabina Maria Bruno,
Roberto Raso, Gessica Truglio, Paola Del Porto, Giampiero Ferraguti, Fabrizio
Ceci, Andrea Fuso, Massimo Conese, Fiorentina Ascenzioni, Marco Lucarelli

Defining activities of the C-terminus of KDM5 essential to
development and viability
Melissa Castiglione, Hayden A. M. Hatch, Julie Secombe

CpG and non-CpG DNA methylation is involved in

the epigenetic modulation of neuroinflammation and
neurodegeneration by Vitamin K2 derivatives in SK-N-BE
neuroblastoma cell line

Rosaria A. Cavallaro, Michela Orticello, Daniele Antinori, Tiziana Raia, Hristina
Micoska, Marco Lucarelli, Andrea Fuso

COVID-19 and influenza vaccines alter global DNA
methylation and hydroxymethylation in muscle cells
Selcen Celik Uzuner

Systemic interindividual epigenetic variants in cattle share
major hallmarks with those in humans

Wen-Jou Chang, Maria S. Baker, Eleonora Laritsky, Chathura J. Gunasekara,
Uditha Maduranga, Justine C. Galliou, Joseph W. McFadden, Jessica R.
Waltemyer, Bruce Berggren-Thomas, Brianna N. Tate, Hanxue Zhang,
Benjamin D. Rosen, Curtis P. Van Tassell, George E. Liu, Cristian Coarfa,

Yi Athena Ren, Robert A. Waterland

frontiersin.org



& frontiers

171

173

175

179

181

14

1st Epigenetics Society International Meeting

Epigenetic of alternative splicing in genetically identical and
epigenetically different lines of Arabidopsis
Saurabh Chaudhary, Naeem H Syed

Gene dosage interaction of the DNA demethylase TET1 with
folate one-carbon metabolism during neurodevelopment
Lehua Chen, Bernard K. van der Veer, Wannes Brangers, Qiuying Chen,
lonas Champeris Tsaniras, Mariana Schroiff, Robert Cabrera, Steven S. Gross,
Richard H. Finnell, Kian Peng Koh

Fanconi anemia is characterized by a distinctive genome-
wide DNA methylation signature

Andrea Ciolfi, Daria Pagliara, Lucia Pedace, Sadegheh Haghshenas, Marco
Ferilli, Michael A. Levy, Evelina Miele, Claudia Nardini, Camilla Cappelletti,
Raissa Relator, Angela Pitisci, Rita De Vito, Simone Pizzi, Jennifer Kerkhof,
Haley McConkey, Francesca Nazio, Sarina G. Kant, Maddalena Di Donato,
Emanuele Agolini, Marta Matraxia, Barbara Pasini, Alessandra Pelle,
Tiziana Galluccio, Antonio Novelli, Tahsin Stefan Barakat, Marco Andreani,
Francesca Rossi, Cristina Mecucci, Anna Savoia, Bekim Sadikovic, Franco
Locatelli, Marco Tartaglia

Sex-dependent transcriptional regulation of the Notch locus
in Drosophila melanogaster

Cruz-Montoya Karina Y., Martinez-Coronel Ximena L., Rios-Barrera L.,
Daniel, Tapia-Urzua Gustavo, Nufiez-Martinez Hober N., Recillas-Targa Felix,
Garza-Manero Sylvia

Exposure to B-hexachlorocyclohexane induces severe
neurotoxicity: Inflammatory status, epigenetic histone post-
translational modifications and cognitive dysfunctions
Maddalena Grieco, Alessandra Giorgi, Giacomo Giacovazzo, Anna Maggiore,
Serena Ficchi, Maria d'Erme, Luciana Mosca, Giuseppina Mignogna, Bruno
Maras, Roberto Coccurello

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

183

185

187

189

191

193

15

Bromodomain protein 9 (BRD9) in melanoma
Basuroy, T., Dreier, M., de la Serna, |.

The epigenetic/transcriptional activity of nuclear mir-223
regulates Flotillin-1 expression and function in myeloid
differentiation

Monia Billi, Elisabetta De Marinis, Alessandro lanni, Martina Gentile, Alberto
Quattrocchi, Alessandra Zaza, Nelida Ines Noguera, Ugo Borello, Francesco
Grignani, Clara Nervi

MC profiling: An approach to dissect DNA methylation
heterogeneity from genome-wide bisulfite sequencing data
Giulia De Riso, Antonella Sarnataro, Giovanni Scala, Mariella Cuomo, Rosa
Della Monica, Lorenzo Chiariotti, Gennaro Miele, Sergio Cocozza, Michele
Pinelli

KMT2D pathogenic variants affect the epigenetic regulation
of Foxp3 and restrain Treg cell generation in kabuki
syndrome subjects

Martina Belardo, Alessandra Colamatteo, Antonietta Liotti, Roberta Vastano,
Antonio Porcellini, Giuseppe Merla, Matteo Della Monica, Carmelo Piscopo,
Antonio Pezone, Veronica De Rosa

Dynamic histone modifications link robust metabolic shifts
during mammalian torpor

José M Del Rio Pantoja, Rashpal S. Dhillon, Lai Ping Wong, Ruslan Sadreyev,
Katharine R. Grabek, John M. Denu, Raul Mostoslavsky, Hannah V. Carey,
Kimberly A. Krautkramer

DNA methylation patterns of human tumor suppressor
genes pl6 and E-cadherin in relation to infection with
Helicobacter pylori and EB-Virus as early prognostic
biomarker for gastric tumorigenesis

Salma Z. Ahmed, Maysaa A. Razzaq Dhahi

frontiersin.org



& frontiers

195

197

199

201

203

205

207

16

1st Epigenetics Society International Meeting

A°-tetrahydrocannabinol exposure drives Dopamine D2
receptors transcriptional regulation: Preclinical and clinical
evidence

Martina Di Bartolomeo, Sonia Aroni, Valeria Serra, Cerfanova Andrea,
Petrusova Veronika, Julius Hodosy, Vincenzo Micale, Miriam Melis, Claudio
D'Addario

Epigenetic modulation of CFTR gene expression: Assessing
the effects of a DNA hypomethylating treatment in patient-
specific cellular models of cystic fibrosis

Luiza Diniz Ferreira Borges, Giovanna Blacona, Sara Allushi, Stefania Lo
Cicero, Germana Castelli, Mariarita Virgulti, Silvia Francati, Giancarlo Testino,
Giampiero Ferraguti, Adriana Eramo, Andrea Fuso, Marco Lucarelli

Acetylation of the KLF5 transcription factor determines the
function of TGF-B in multiple cellular processes
Jin-Tang Dong

Regulation of tumor suppression in acute lymphoblastic
leukemia by global repositioning of heterochromatin
Yali Ding, Bing He, Daniel Bogush, Dhimant Desai, Sinisa Dovat

Pharmacological inhibition of human ductal EZH2 influences
regenerative B-like cell capacity
Assam El-Osta

Reduced methylation corresponds with diabetic kidney
disease risk
Assam El-Osta

Unravelling biological processes associated with elevated
allostatic load by combined epigenetic and transcriptomic
data analysis

Olivier Emery, Jonviea Chamberlain

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

209

211

213

215

217

219

17

KDMG6A shows distinct profiles in bladder
Gulden Ozden-Yilmaz, Busra Savas, Ahmet Bursali, Aleyna Eray, Aliriza Aribas,
Serif Senturk, Ezgi Karaca, Gokhan Karakulah, Serap Erkek-Ozhan

Genome wide integrative spatio-functional genomics

using novel bifunctional nicking enzyme reveals NPM1 as a
transcription factor

Pierre-Olivier Esteve, Sagnik Sen, Julie Beaulieu, Hang Gyeong Chin, George
R. Feehery, Udayakumar S. Vishnu, Shuang-Yong Xu, James C. Samuelson
and Sriharsa Pradhan

MCTD as different entity: Global methylation aspect
Gabriela Filipowicz, Anna Wajda, Barbara Stypinska, Tomasz Kmiotek, Anna
Felis-Giemza, Sandra Stanczyk, Zenobia Czuszyriska, Marcela Walczyk,
Marzena Olesinska, Agnieszka Paradowska-Gorycka

Epigenetic profiles associated with PTSD in war-zone
exposed active duty personnel

Ruoting Yang, Aarti Gautam, the PTSD Systems Biology Consortium, Francis
J. Doyle Ill, Charles R. Marmar, Rasha Hammamieh, Marti Jett

Vitamin C supplementation - A necessity for optimal TET
protein activity in in vitro cell models?

Maciej Gawronski, Patrycja Baginska, Marta Starczak, Aleksandra Wasilow,
Pawet Mijewski, Fabian Lesniewski, Aleksandra Skalska-Bugata, Daniel
Gackowski

Role of CARL 3'UTR targeting by miR-1972 in erythropoiesis
and myeloproliferative neoplasms

Martina Gentile, Alberto Quattrocchi, Monia Billi, Elisabetta De Marinis,
Alessandra Zaza, Nelida Inés Noguera, Natalia Cenfra, Francesco Grignani,
Giuseppe Cimino, Clara Nervi

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

221

223

225

227

229

231

234

18

Characterization of novel second-generation small
molecules for the improvement of cancer treatment
Gottardi Zamperla Michela, Barbi Veronica, Illi Barbara, Cencioni Chiara,
Garofalo Maria, Gagliardi Stella, Cipollina Laura, Sabbioneda Simone,
Sbardella Diego, Farsetti Antonella, Fossati Gianluca, SteinkUhler Christian,
Gaetano Carlo, Atlante Sandra

DNA hypomethylation at CoRSIVs is associated with breast
cancer risk: A prospective study

Chathura J. Gunasekara, Eleonora Laritsky, Maria S. Baker, Yumei Li, Rui Chen,
Melissa C. Southey, Roger L. Milne, Cristian Coarfa, Robert A. Waterland

PTSD epigenetic biotypes in war-zone exposed personnel
Ruoting Yang, Aarti Gautam, The PTSD Systems Biology Consortium, Francis
J. Doyle Ill, Charles R. Marmar, Rasha Hammamieh, Marti Jett

Understanding histone modification dynamics using SV40
and their effects on early transcription
Jacob Haugen, Kincaid Rowbotham, Barry Milavetz

Mechanism of histone H2BE113K mutation in breast cancer
Shiman Hu, Kui Ming Chan

Heterochromatin deregulation during hematopoietic stem
progenitor cell (HSPC) aging

Tingting Hong, Jia Li, Lei Guo, Yaling Dou, Aaron DelLaFuente, Tianlu Wang,
Shaohai Fang, Anna Guzman, Carina Rosas, Chiraag Kapadia, Yubin Zhou,
Margaret A. Goodell, Yun Huang

A New Insight into MYC Action: Control of RNA Polymerase
Il methylation and transcription termination

Fiorella Scagnoli, Alessandro Palma, Annarita Favia, Claudio Scuoppo,
Barbara Illi, Sergio Nasi

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

236

238

240

242

244

246

248

19

Correlation between age and products of active DNA
demethylation in urine

Fabian Lesniewski, Aleksandra Skalska-Bugala, Marta Starczak, Ewelina
Zarakowska, Agnieszka Siomek-Gorecka, Andrzej Koltan, Zbigniew
Banaszkiewicz, Daniel Gackowski, Ryszard Olinski, Rafal Rozalski

Discovery of tumour-specific DNA methylation signatures as
functionally relevant alterations, promising biomarkers and
therapeutic targets

Eleonora Loil, Loredana Moi, Ana Florencia Vega-Benedetti, Patrizia Zavattari

Downregulation of SEPTINS inhibits prostate cancer
progression by increasing CD8+ T cell infiltration
Ming Chang, Linshan Zhong, Xin Huang, Fuhao Wang, Yi Lu

A machine learning classifier to identify systemic interindividual
epigeneticvariants based on DNA sequence features

Uditha Maduranga, Chathura J. Gunasekara, Eleonora Laritsky, Maria S.
Baker, Jeffrey Rogers, Cristian Coarfa, Robert A. Waterland

Exploring gene expression mediate by PARP1 on Drosophila
models of Alzheimer’s disease

Anna Maggiore, Assunta Maria Casale, Ugo Cappucci, Walter Toscanelli,
Maddalena Grieco, Maria d’Erme, Raffaella Nativio, Lucia Piacentini

Characterization of an intragenic regulatory element of the
Notch locus of Drosophila melanogaster

Martinez-Coronel Ximena L, Cruz-Montoya, Karina Y, Guerrero Georgina,
Cerecedo-Castillo Josue, Tapia-Urzua, Gustavo, Garza-Manero, Sylvia,
Recillas-Targa, Felix

Investigating the role of SMNL1 in R-loop formation during

Spinal Muscular Atrophy (SMA) pathogenesis

Sabrina Mazzucchi, Fiorella C. Grandi, Sonia Pezet, Piera Smeriglio

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

250

252

254

257

259

261

20

One-carbon metabolism modulates pro-inflammatory
cytokines expression in neuroblastoma and glioblastoma
cell lines

Hristina Micoska, Tiziana Raia, Rosaria A. Cavallaro, Luiza Diniz Ferreira
Borges, Marco Lucarelli, Andrea Fuso

DNA demethylation modifications and intracellular vitamin
C level inside prostate tissues

Pawet Mijewski, Ewelina Zarakowska), Aleksandra Wasilow, Justyna Szpotan,
Daniel Gackowski, Marek Foksiriski, Ryszard Olinski

Physical activity impacts DNA methylation patterns related
to genes involved in disease progression and redox-status
in post-surgery female breast cancer patients undergoing
medical treatment

Chantalle Moulton, Cristina Fantini, Gianmarco Benotti, Guglielmo Duranti,
Roberta Ceci, Elisa Grazioli, Claudia Cerulli, Daniela Caporossi, Attilio Parisi,
Ivan Dimauro

Investigating the relationship between TDG-dependent DNA
demethylation and chromatin remodeling
Thimo Mdiller, Federica Richina, Zeinab Barekati, Simon Schwarz, Primo Schar

Unveiling the nutrigenomic potential: Exploring the
epigenetic effects of microalgae

Flores Naselli, Sara Volpes, Antonella Girgenti, Adele Cicio, Maria Grazia
Zizzo, Domenico Nuzzo, Pasquale Picone, Fabio Caradonna

Diagnostic impact of the DNA methylation-based sarcoma
classifier in pediatric soft tissue tumors

Sara Patrizi, Giuseppe Maria Milano, Silvia Vallese, Lucia Pedace, Claudia
Nardini, Veronica Monteferri, Ida Russo, Alessandra Stracuzzi, Angela Di
Giannatale, Andrea Ferrari, Gianni Bisogno, Franco Locatelli, Rita Alaggio,
Evelina Miele

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

263

266

268

271

273

21

Establishing a toolset for epigenetic editing in human

lung cells

Darius F. Pease, Deborah Ackesson, Diana Stoian, Renjiao Li, Stephanie T.
Pohl, Peter Stepper, Maria Llamazares Prada, Uwe Schwartz, Thomas Muley,
Marc A. Schneider, Hauke Winter, Heiko Stahl, Christoph Pass, Tomasz P.
Jurkowski, Renata Z. Jurkowska

Targeting of H19/cell adhesion molecules circuitry by
GSK-J4 epidrug inhibits prostate cancer progression

Valeria Pecci, Aurora Aiello, Sara De Martino, Cristian Ripoli, Dante Rotili,
Francesco Pierconti, Francesco Pinto, Claudio Grassi, Carlo Gaetano, Alfredo
Pontecorvi, Lidia Strigari, Antonella Farsetti, Simona Nanni

Molecular characterization by DNA methylation pattern
of high-grade brain tumors secondary to irradiation for
hematological malignancies or medulloblastoma

Lucia Pedace, Sara Patrizi, Sabrina Rossi, Luana Abballe, Daria Pagliara,
Francesca Diomedi Camassei, Antonella Cacchione, Claudia Nardini,
Veronica Monteferri, Giovanna Stefania Colafati, Andrea Carai, Angela
Mastronuzzi, Franco Locatelli, Evelina Miele

DNA methylation profiling of environmental pollutants
exposure
Sari Pennings, Wenduo Qj, Silviya Dimova, Richard Meehan

The TRIPLE PHD FINGERS proteins are required for SWI/
SNF complex-mediated +1 nucleosome positioning and
transcription start site determination in Arabidopsis

Borja Diego-Martin, Jaime Pérez-Alemany, Joan Candela-Ferre, Antonio
Corbalan-Acedo, Juan Pereyra, David Alabadi, Yasaman Jami-Alahmadi,
James Wohlschlegel, Javier Gallego-Bartolomé

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

275

277

279

281

284

286

22

Circulating cell-free DNA (cfDNA) in patients with medullary
thyroid carcinoma is characterized by specific methylation
changes with diagnostic value

Anna Citarella, Sofia Trocchianesi, Tanja Milena Autilio, Zein Mersini Besharat,
Giuseppina Catanzaro, Cosimo Durante, Patrizia Zavattari, Eleonora Loi,
Antonio Angeloni, Elisabetta Ferretti, Agnese Po

Detection of 5-hydroxymethylcytosine to single base resolution
Chaithanya Ponnaluri, Daniel Evanich, Vaishnavi Panchapakesa, Ariel Erijman,
Matthew Campbell, Nan Dai, Bradley Langhorst, Romualdas Vaisvila, Louise
Williams

Investigate the mechanisms and therapeutics for H2BG53D
mutant pancreatic ductal adenocarcinoma
Tiantian Qin, Kui Ming Chan

METTL3-mediated m°A RNA methylation on an
evolutionarily conserved CALR 3'UTR mRNA region in
normal hematopoiesis and in myeloproliferative neoplasms
Alberto Quattrocchi, Monia Billi, Martina Gentile, Elisabetta De Marinis,
Alessia Ceccherelli, Maria Cristina Scerpa, Giorno Mangino, Francesco
Grignani, Francesco Fazi, Giuseppe Cimino, Clara Nervi

The cross-talk between miR-29a and DNA methylation in
Alzheimer’s disease

Tiziana Raia, Rosaria A. Cavallaro, Luiza Diniz Ferreira Borges, Mariano
Bizzarri, Marco Lucarelli, Andrea Fuso

Non-coding 886 (vtRNA2-1) - the epigenetic maverick

Emma Raitoharju, Sonja Rajic, Saara Marttila

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

288

290

292

294

296

298

300

23

PARylation modulates the demethylation process in type 2
diabetes mellitus

Michele Zampieri, Maria Giulia Bacalini, Katsyarina Karpach, Giuseppe Zardo,
Anna Reale

The OvoSpace project: simulated microgravity affects
epigenetic factors in bovine granulosa and theca cells
Martina Roiati, Tiziana Raia, Valeria Fedeli, Noemi Monti, Luiza Diniz Ferreira
Borges, Luca Parca, Gabriele Mascetti, Marco Lucarelli, Mariano Bizzarri,
Andrea Fuso

A genome-wide CRISPR screen identifies MLF2 as a
regulator of BAF chromatin remodeler activity
Hanna Schwammle, Hadrien Soldati, Simon Braun

Unraveling the cytotoxic mechanisms of DNA de-methylating
agents
Aida Selimovic-Pasic, Maike Bensberg, Lisa Hedin Haglund, Colm E. Nestor

A link between G-quadruplex structures and DNA
methyltransferase Dnmt3a-mediated methylation of proto-
oncogene promoters

Sergeev AV, Loiko A.G., Genatullina A.l, Rodin V.A., Khrenova M.G., Zvereva
M.l. and Gromova E.S.

The epigenetic reader WDRS5 is important for KLF3 genomic

localisation

Manan Shah, Lu Yang, Wooi F Lim, Tanit Chavalit, Mahdi Haddad, Vala Safari,

Ling Zhong, Mark J Raftery, Marc R Wilkins, Kate GR Quinlan, Merlin Crossley

Towards large-scale targeted DNA methylation analysis from

DNA traces based on probe capture
Roy Simons, Hieab Adams, Manfred Kayser, Athina Vidaki

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

302

304

306

308

310

312

24

Analysis of urinary active demethylation products of
5-methylcytosine in breast cancer patients

Aleksandra Skalska-Bugala, Fabian Lesniewski, Agnieszka Siomek-Gorecka,
Jolanta Guz, Ewelina Zarakowska, Ryszard Olinski, Marek Foksinski, Rafat
Rozalski

N6-methyl-2'-deoxyadenosine and its derivatives in human
DNA

Marta Starczak, Maciej Gawronski, Aleksandra Wasilow, Aleksandra Skalska-
Bugala, Pawel Mijewski, Patrycja Baginska, Fabian Lesniewski, Jaroslaw Czyz,
Daniel Gackowski, Ryszard Olinski

Childhood environment: Influences on pubertal timing,
SRD5A1 methylation and epigenetic age
Reinhard Stoger, Ben Bar-Sadeh, Gillian R Bentley, Philippa Melamed

Integrative cancer epigenomics identifies a novel 1p36.3
tumor suppressor functioning as a phosphoinositide-
binding protein repressing AKT phosphorylation/activation
and promoting autophagy

Lili Li, Xing-sheng Shu, Hua Geng, Jianming Ying, Lei Guo, Jie Luo, Tingxiu
Xiang, Anthony TC Chan, Xiaofeng Zhu, Qian Tao

Enhanced nucleosome assembly at CpG sites containing an
extended 5-methylcytosine analogue

Migle Tomkuviene, Markus Meier, Diana lkasalaite, Julia Wildenauer, Visvaldas
Kairys, Saulius Klimasauskas, Laura Manelyte

The histone methyltransferase SMYDL1 is a novel
transcriptional regulator of mitochondrial energetics in
adipocytes

Fabiana Franchini, Annunziata Gaetana Cicatiello, Annarita Nappi,
Immacolata Cristina Nettore, Maddalena Raia, Monica Dentice, Paolo Emidio
Macchia, Paola Ungaro

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

314

316

318

320

322

324

25

Epigenetic drugs as antiviral agents for west nile virus
Ugur UZUNER

Regulation of the fetal epigenome by maternal vitamin

C: Impact of gene-environment interactions in early
development

Bernard K. van der Veer, Wannes Brangers, Riet Cornelis, Luis Pina, Mariana
Schroiff, Richard H. Finnell, Kian Peng Koh

Examining epigenetic enzymes as a target in breast cancer
metastasis and treatment resistance

John Vandermeide, Sudha Rao, Erik (Rik) Thompson, Riccardo Dolcetti,
Roberta Mazzieri, Wenjuan Tu, Michelle Melino

The role of the microRNAs in CXCR4-dependent maturation
of thymocytes in a Notch3-induced acute lymphoblastic
leukemia model

Ilaria Sergio, Claudia Varricchio, Martina Del Gaizo, Sandesh Kumar Patel,
Andrea Orlando, Giovanni Bernardini, Giovanna Peruzzi, Isabella Screpanti,
Maria Pia Felli

DNA methylation alterations in host macrophages caused by
different Leishmania species infection

Ana Florencia Vega-Benedetti, Paola Andrea Barroso, Agustin Moya-Alvarez,
Eleonora Loi, Patrizia Zavattari

TEM-SEQ: An ultrasensitive multiomic platform for epitope-
targeted DNA methylation mapping

Bryan J. Venters, Vishnu U. Sunitha Kumary, Jennifer Spengler, Anup Vaidya,
Allison Hickman, Ryan Ezell, Jonathan M. Burg, Zu-Wen Sun, Martis W.
Cowles, Hang Geong Chin, Pierre Esteve, Chaithanya Ponnaluri, Isaac Meek,
Sriharsa Pradhan, Michael-Christopher Keogh

frontiersin.org



8 frontiers 1st Epigenetics Society International Meeting

326

328

330

333

335

337

26

Epigenetic drugs modulate dendritic cells behaviour towards
melanoma cells

Stefania Parlato, Giulia Romagnoli, Alessandra Fragale, Stefania Rossi, Maria
Buoncervello, Irene Canini, Maria Rosaria Venturino, Federica Prinzi, Alfredo
Budillon, Lucia Gabriele

SETD8/p53K%82mel axis as a druggable mechanism of p53
inactivation in colorectal cancer

Veronica Veschi, Francesco Verona, Alice Turdo, Miriam Gaggianesi, Simone
Di Franco, Laura Rosa Mangiapane, Chiara Modica, Melania Lo lacono,
Aroldo Rizzo, Elisabetta Sciacca, Kate Brown, Sharlin J. Mazur, Ettore Appella,
Matilde Todaro, Giorgio Stassi

The expression of proteins involved in epigenetic processes
in chronic lymphocytic leukemia (CLL)

A. Wasilow, P. Baginska, L. Gackowska, A. Wolowiec, M. Gawronski, M.
Starczak, P. Mijewski, A. Skalska-Bugala, F. Lesniewski, J. Czyz, D. Gackowski,
R. Olinski

Epigenetic age in male Combat-exposed war veterans:
Associations with post-traumatic stress disorder status
Ruoting Yang, Gwyneth W. Y Wu, Josine E. Verhoeven, Owen M. Wolkowitz,
Synthia H. Mellon, PTSD Systems Biology Consortium, Rasha Hammamieh,
Marti Jett

Tumor suppressor Neuralized is an epigenetic regulator of
WNT/B-catenin signalling pathway in colorectal cancer
Joo MiYi, Yu Kyeong Han, Ha Young Park

DNA demethylation products in leukocytes of prostate

cancer patients
Zarakowska E, Guz J, Mijewski P, Wasilow A, Szpila A, Gackowski D, Olinski R.

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

339

341

343

27

DKK1 affects survival of patients with head and neck
squamous cell carcinoma by inducing resistance to
radiotherapy and immunotherapy

Xinyu Ye, Minjiong Zhao, Xiaoyi Li, Xiao Zhang, Jian Zhang

The HDACG6-RNF168 axis regulates H2A/H2A.X
ubiquitination to enable double- strand break repair
Lingyu Qiu, Wenchao Xu, Xiaopeng Lu, Feng Chen, Yongcan Chen, Yuan
Tian, Qian Zhu, Xiangyu Liu, Yongging Wang, Xin-Hai Pei, Xingzhi Xu, Jun
Zhang, Wei-Guo Zhu

Study of different methylation pattern in osteoarthritic and
healthy cells from knee

Dalila Petta, Enrico Zoroddu, Namasivayam Ganesh Pandian, Sibylle Grad,
Esma Bahar Tankus, Matteo Floris, Valentina Basoli

frontiersin.org



a frontiers 1st Epigenetics Society International Meeting

The epigenetic/transcriptional
activity of nuclear mir-223
regulates Flotillin-1 expression
and function in myeloid
differentiation

Author

Monia Billi — General Pathology and Department of Medicine, University of Perugia,
Italy

Elisabetta De Marinis — Department of Medical-Surgical Sciences and Biotechnolo-
gies, University “La Sapienza”’, Rome, Italy

Alessandro lanni — Unit of Cellular and Developmental Biology, Department of
Biology, University of Pisa, Italy

Martina Gentile — Department of Medical-Surgical Sciences and Biotechnologies,
University “La Sapienza”, Rome, Italy

Alberto Quattrocchi — Department of Medical-Surgical Sciences and Biotechnolo-
gies, University “La Sapienza”’, Rome, Italy

Alessandra Zaza. — Department of Medical-Surgical Sciences and Biotechnologies,
University “La Sapienza”, Rome, Italy; Santa Lucia Foundation, I.R.C.C.S., Rome, Italy
Nelida Ines Noguera — Santa Lucia Foundation, I.R.C.C.S., Rome, Italy; Department
of Biomedicine and Prevention, University of Tor Vergata, Rome, Italy

Ugo Borello — Unit of Cellular and Developmental Biology, Department of Biology,
University of Pisa, Italy

Francesco Grignani — General Pathology and Department of Medicine, University of
Perugia, Italy

Clara Nervi — Department of Medical-Surgical Sciences and Biotechnologies, Uni-
versity “La Sapienza”’, Rome, Italy

185 frontiersin.org



:' frontiers 1st Epigenetics Society International Meeting

Citation

Billi, M., De Marinis, E., lanni, A., Gentile, M., Quattrocchi, A., Zaza, A., Noguera, N.I.,
Borello, U., Grignani, F., Nervi, C. The epigenetic/transcriptional activity of nuclear
mir-223 regulates Flotillin-1 expression and function in myeloid differentiation.

Abstract

Developmental cell programs, including hematopoietic cell lineage-
specification and fate are deeply regulated by epigenetic signals and
microRNAs (miRs), the latest mediating the post-transcriptional gene
silencing of target mMRNAs. However, miRNAs also act as regulators of gene
transcription through their interaction with complementary DNA sequences
at specific chromatin sites. The nuclear activity of miRs might pave the way
for non-coding RNA function in somatic stem cell lineage specification
and differentiation. To address this issue, ChlP-sequencing was performed
in myeloid cells undergoing granulocytic differentiation to determine, at
the whole genome level, the genomic sequences complementarily bound
by labelled miR-223 and their enrichment by activating (H3K4me3) and/

or repressing (H3K27me3) histone marks. We found that during myeloid
differentiation a complex comprising miR-223, RISC component Agol

and trithorax (TrxG) protein RBBPS5 is recruited on an evolutionarily
conserved promoter region of Flotillin-1 (FLOT1), containing miR-223
complementary sequences and enriched in H3K4me3 marks. FLOT1 gene
encodes a lipid-rafts associated protein, whose role in hematopoiesis is
still scarcely characterized. FLOT1 mRNA and protein levels are increased
in human hematopoietic progenitor cells undergoing granulo-monocytic
differentiation and are altered in acute myeloid leukemia (AML) samples.
The recruitment in Flotillin-1-lipid rafts of CSF1R, a growth-factor receptor
involved in myeloid differentiation, was increased after CSF1 stimulation.
Interestingly, the expression of myeloid differentiation markers CD11b and
CD14 are enhanced or inhibited by FLOT1 overexpression or silencing,
respectively. Overall, our data suggest nuclear miR-223 as an epigenetic
regulator of FLOT1 gene promoter. FLOT1 function appears physiologically
related to myelopoiesis and de-regulated in AML.
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