Posters A-Z

Aburatani, Hiroyuki
Integrated genomic analysis of hepatoblastoma
Afifi, Nahla
Multi-modality of Her2-antagonism restores the apoptotic capacity of
liver cancer cells
Akutagawa, Jon
RNA-VaCay - A variant calling pipeline for RNA-Seq data
Arnedo-Pac, Claudia
OncodriveCLUSTL: A sequence-based clustering method to identify
cancer drivers
Bala, Pratyusha
Presenter: Kumar Singh, Anurag
Insights from exome sequencing of Indian early onset rectal cancers

37

38

39

40

41

Bashton, Matthew
Concordance of copy number abnormality detection using SNP arrays
and MLPA in acute lymphoblastic leukaemia

42

Bayati, Masroor
CANCERSIGN: A user-friendly and robust tool for identification and
classification of mutational signatures and patterns in cancer genomes

43

Bhattacharya, Dipabarna
Single cell immune profiling in large granular lymphocytic leukaemia and
causative role of somatic mutations in T-cell lympho-proliferations

44

Boldt, Angelica B. W.
High prevalence of non-melanoma skin cancer in Brazilian Mennonites:
A founder effect of non-classical cancer-associated gene variants?

45

Bonet Giner, Jose
Bayesian nonparametric clustering of single-cell mutational profiles
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46
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Presenter: Martínez-Fernández, Mónica
Brea-Iglesias, Jenifer
Prognostic value of the retrotransposition phenotype in head-and-neck
cancer revealed by L1-transduction targeted sequencing

Bresadola, Luisa
Comprehensive genomic and transcriptomic analysis of primary and
recurrent/metastatic head and neck cancers
Butler, Timothy
The somatic landscape of normal breast

47

48

49

Büttner, Florian
Comprehensive genomic analyses of a case series of bilateral renal cell
carcinoma

50

Camps, Jordi
Subclonal distribution of somatic copy number alterations determines
recurrence in early-stage colon cancer

51

Cao, Xueqi
Aberrant expression and aberrant splicing in blood samples of
individuals affected by leukemia

52

Castro-Mondragon, Jaime
Combining transcriptional and post-transcriptional regulation to predict
mutations altering the gene regulatory program in cancer cells

53

Coleman, Daniel
Identification of therapeutic targets in Acute Myeloid Leukaemia by
genomic profiling of the gene regulatory network

54

Coorens, Tim
Embryonal precursors of childhood kidney cancer
D'Arcangelo, Elisa
Profiling of drug-induced changes in cancer-associated fibroblasts that
sustain drug resistance in NSCLC tumor cells
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Posters A-Z

de Schaetzen, Louise
Comparative analysis of somatic variant calling on matched FF and
FFPE WGS from a metastatic prostate sample

57

Demeulemeester, Jonas
Infinite sites violations during tumour evolution reveal local mutational
determinants

58

Diederichs, Sven
A pan-cancer analysis of synonymous mutations
Dugge, Rucha
DNA methylation analysis of extranodal Marginal Zone B-Cell
Lymphoma (MZL) of the stomach
Eleveld, Thomas
Fast and efficient modeling of chromosomal deletions using CRISPR

59

60

61

Erol, Anna
Altered expression of miRNAs in serum of high grade serous ovarian
cancer patients as potential candidates for non-invasive biomarkers

62

Esteve, Pierre
Visualization and sequencing of dynamic accessible chromatin during
cell cycle and post romidepsin treatment

63

Esteves, Filipa
DAE analysis identifies COX11 as a target gene in breast cancer risk
locus 17q22

64

Ewing, Ailith
Structural variation at BRCA1/2 is associated with homologous repair
deficiency in high grade serous ovarian carcinoma (HGSOC)

65

Fennell, Lochlan
Intestinal epigenetic age and risk of sessile serrated adenoma
progression to colorectal cancer

66
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Friedrich, Stefanie
Fusion transcript detection using spatial transcriptomics

67

Frigola, Joan
Presenter: Kranas, Hanna
Genomic segments with different UV DNA damage repair dynamics

68

Frigola, Joan
Variable interplay of UV-induced DNA damage and repair at
transcription factor binding sites

69

Garding, Angela
A complete solution to extract DNA, RNA, protein and chromatin from
FFPE samples

70

Gel, Bernat
Genomic structural alterations as a driving force in MPNST development

Ghareyazi, Amin
Presenter: Dashti, Hamed
Whole genome De Novo somatic mutations and gene expression
analyses reveals five subtypes in pancreatic cancer with different
molecular mechanisms

71

72

Gonzalez, Santi
Annotated driver genes are telling us half the story. A timing perspective
of cancer driver genes.

73

Güzel, Emine
Presenter: Kures, Semih Alper
Assessment of genotoxic and cytotoxic effects of gemfibrozil on human
peripheral lymphocyte cultures

74

Halbritter, Florian
Epigenomics and single-cell sequencing define a developmental
hierarchy in Langerhans Cell Histiocytosis

75

Hariprakash, Judith Mary
Computational reconstruction of enhancer gene regulatory network
altered in lung cancer

76
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He, Zongsheng
Inactivation of the proprotein convertase furin hits multiple oncogenic
proproteins in colorectal cancer cells

77

Ivovic, Aleksandra
Somatic mutations in tissue resident lymphocytes in Primary Sjogren’s
Syndrome

78

Jayakumaran, Gowtham
Analysis of circulating cfDNA to evaluate somatic status in clinical
setting

79

Jayaprakash, Chinchu
Elucidating potential synthetic lethality between SMARCA4 and
SMARCA2 in human glioma cells

80

Josipovic, Veliborka
Accurate cancer cells recognition using neoantigen analysis of Next
Generation Sequencing data

81

Kanygina, Aleksandra
Role of expression of evolutionarily young retrotransposons in prostate
cancer

82

KaramiNejadRanjbar, Mohammad
Revealing active mutational processes in tumours using DigiPico/MutLX
at high accuracy

83

Kashef, Atie
Methylation alterations in developmental and differentiation genes drive
resistance to immunotherapy in a melanoma model

84

Kok, Klaas
Detecting somatic mutations in platelets at the transcriptome level has
no added value in a clinical setting

85

Kosinsky, Yuri
DLBCL driver mutation profiles as predictors for gene expression
signatures values in tumor biopsy: Exploration by machine learning
approaches
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Larose Cadieux, Elizabeth
Copy number aware deconvolution of tumour-normal DNA methylation
profiles

87

Lau, Evelyn
Understanding the early impact of activating PIK3CA mutation on
cellular and genetic heterogeneity

88

Lindberg, Markus
Intragenomic variability and extended sequence patterns in the
mutational signature of ultraviolet light

89

Liu, Yuanlong
A novel computational framework to explore the complete chromatin
architectures of 50 normal cell lines and 35 cancer cell lines using Hi-C
data
Macchi, Filippo
UHRF1 overexpression causes liver cancer through senescence bypass

Magallón-Lorenz, Miriam
Monitoring Schwann cell differentiation in an iPSC-based model through
RNA-Seq analysis
Marquardt, André

90

91

92

Presenters: Marquardt, André; Appenzeller, Silke

Using machine learning on RNA-sequencing data to identify new
signatures in cancer for CUP prediction

93

Meyerhoff, Carolin
Elucidation of genetic variation in distant metastases of primary renal
cell carcinoma

94

Mina, Marco
Computational inference of clinically relevant evolutionary dependencies
in cancer

95

Minini, Mirko
Myo-Inositol treatment inhibits motility in triple negative breast cancer
via miR-125a-5p/IP6K1 axis

96
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Morsy, Mohammad
DNA methylation at intragenic CpG islands controls PRC2-mediated
transcriptional regulation of MNX1 in chronic lymphocytic leukemia

Muiños, Ferran
Systematic explanation of cancer genes and mutations
Nagel, Oliver
Combining mutational signatures and chromatin accessibility in a deep
learning framework

97

98

99

Nasr, Zeina
The interplay among ribosomal protein S3, p53 and lactate
dehydrogenase in the growth and progression of colon cancer

100

Ng, Joseph
Strategies of somatic mutation acquisition at the levels of proteins and
protein structural regions

101

Nikolaev, Sergey
Genomic characterization of basal cell carcinoma with intrinsic
resistance to vismodegib

102

Nizetic, Dean

Presenters: Koschut, David; Nizetic, Dean

Clonal evolution of acquired mutations in Down syndrome acute
lymphoblastic leukaemia is driven by wtRAS activation via CRLF2
signaling, which is an independent predictor of outcome

103

Ohnmacht, Alexander
Leveraging the genetic and epigenetic component of drug sensitivity in
cancer

104

Olafsson, Sigurgeir
Large scale whole genome sequencing reveals the mutational and
clonal landscape of the IBD colon

105

Olotu, Opeyemi
Germline-specific RNP granules in somatic malignancies
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Park, Seongyeol
Presenter: Kim, Taewoo
Oncogene A of GTF2I wild type thymic epithelial tumor reveals distinct
pathway and transcriptomic profiling

107

Patel, Sunita
Evaluation of the efficiency of Berberine loaded Bovine Serum Albumin
Nanoparticle for Breast Cancer Therapy

108

Pathak, Swetabh
Pan-cancer Metabolic Atlas - Network based approach to identify
metabolic vulnerabilities across cancer types

109

Perrone, Francesca
PDPG polymer as a targeted delivery system for siRNAs to
hepatocellular carcinoma cells

110

Pich, Oriol
The mutational footprints of cancer therapies

111

Presenter: Plevova, Karla; Zavacka, Kristyna
Plevova, Karla
Complex structural variants and de novo fusion gene expression in
112
chronic lymphocytic leukemia

Putnam, Charles W.
The mutational signatures of early-onset colorectal carcinoma

113

Pužar Dominkuš, Pia
Cell cycle genes and gastric cancer: Genetic variants and gastrin
regulation

114

Ramarao-Milne, Priya
Somatic genomic aberrations in epigenetic regulators illustrate potential
actionability in various cancer types

115

Ramis-Zaldivar, Joan Enric
Genome-wide analysis of plasmablastic lymphoma
Rao, Srinivasa R.
Detailed genetic and immune marker profiling of archival prostate
cancer samples reveals an inverse association between TMPRSS2:ERG
fusion status and immune cell infiltration
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Posters A-Z

Rasmussen, Asta Mannstaedt
Profiling circular intronic RNA in bladder cancer

118

Redel, Cornelia
Promoting MYC hyperphosphorylation through disrupting the
MYC:PNUTS interaction as a promising anti-cancer agent

119

Reimand, Juri
Systematic analysis of regional mutation rates in regulatory elements
across 2,500 whole cancer genomes

120

Robine, Nicolas
Polyethnic-1000: Advancing cancer genomics by studying ethnically
diverse, underserved patient populations in New York

121

Rodriguez-Martin, Bernardo
Analysis of Oxford Nanopore sequencing data with MEIGA uncovers a
hidden panorama of somatic retrotransposition in cancer

122

Ronen, Jonathan
Presenter: Akalin, Altuna
Evaluation of colorectal cancer subtypes and cell lines using deep
learning

123

Salazar, Carolina
Genomics and organoids: Developing 3d-based therapeutic options for
mucinous ovarian cancer

124

Salviato, Elisa
Presenter: Ferrari, Francesco
Annotating enhancers mutations in the gene regulatory network by
integrating chromatin 3D architecture

125

Schulz, Wolfgang
Genomic effects of cisplatin treatment in urothelial carcinoma cells

Sentís, Inés
The evolution of T-Cell Acute Lymphoblastic Leukemia in adult patients
under treatment
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Sérandour, Aurélien
Genome-wide mapping of DNA oxidation in patients reveals
transcription regulation networks and prognostic regions in multiple
myeloma
Sethi, Riccha
Direct detection of frameshift neoantigens candidates from whole
genome sequencing
Seufert, Julian
Chromosomal rearrangement signatures in a cross-entity cancer study

128

129

130

Sørensen, Simon Grund
Do defects in DNA damage response genes lead to patterns of
mutations across the whole cancer genome?

131

Sorn, Patrick
Presenter: Weber, David
ArtiFuse – Computational validation of fusion gene detection tools
without relying on simulated reads

132

Spurr, Liam
Clinicopathological and genomic correlates of PD-L1 expression in
non-squamous non-small cell lung cancer

133

Susak, Hana
A graph-based approach to lineage tracing from single-cell copy
number profiles uncovers evolutionary histories in medulloblastoma

134

Szikora, Péter
Presenter: Sebestyén, Endre
Characterizing the effect of cancer driver mutations on splicing with
information theoretic methods

135

Tahover, Esther
Chromosomal instability analysis as a biomarker for elevated risk of
breast cancer in BRCA carriers and non-carriers

136

Tahover, Esther
An exceptional response to immunotherapy doublet in combined
hepatocellular carcinoma-cholangiocarcinoma

137
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Taus, Petr
Identification of chronic lymphocytic leukemia subtypes using germline
pathway variant scores and ensemble clustering

138

Tavernari, Daniele
Reconciling molecular and histological intra-tumor heterogeneity of lung
adenocarcinoma and its interactions with the tumor microenvironment

139

Thatikonda, Venu
History of somatic mutations in pediatric cancers
Thornton, Alexis
Using expression-based variant impact phenotyping (eVIP) to
characterize the function of RNF43 frameshift cancer mutations
Topalovic, Luka
Somatic variant calling benchmarking

140

141

142

Torigoe, Toshihiko
Proteogenomic approach for natural HLA class I ligand peptides of
cancer cells

143

Urban, Lara
Germline genetic variation affects regional mutation rates in human
cancer

144

Valentini, Samuel
Polympact: Exploring the impact of inherited variants in cancer

145

Vianna, Romulo
Characterizing prostate cancer aggressiveness by targeted
Next-Generation Sequencing

146

Vöhringer, Harald
Learning mutational signatures and their genomic properties with
TensorSignatures

147

Wass, Mark N.
Acquired MDM2 inhibitor resistance in acute myeloid leukaemia

Page 23

148

EMBL Conference: Cancer Genomics

Wietek, Nina
Single step fixation and permeabilisation method for isolation of
intracellular antigen positive cell populations for next-generation
sequencing
Wu, Anjui
The plasma methylome of metastatic prostate cancer

149

150

Xu, Jing
The mutational landscape underlying carfilzomib and pomalidomide
resistance in relapsed/refractory multiple myeloma

151

Yakushina, Valentina
Comprehensive analysis of somatic mutations with high-throughput
sequencing in thyroid cancer management

152

Ylstra, Bauke
In depth characterization of a punctuated amplification signature

153

Yoshida, Kenichi
Tobacco exposure and somatic mutations in normal bronchial epithelia

154

Youssef, Omar
Extraction of germline DNA from non-tumoral formalin-fixed paraffin
embedded (FFPE) tissue using automated and manual techniques:
A comparative study
Yurchenko, Andrey
High rate of purine mutations and nucleotide excision repair deficiency
signature revealed in internal tumours from Xeroderma Pigmentosum
patients
Zaravinos, Apostolos
Cytolytic activity correlates with the mutational burden and deregulated
expression of immune checkpoints in colorectal cancer
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157
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Zemanek, Tomas
Determination of IC50 values of most often used cytotoxic agents in
BRCA wild-type and BRCA2 deficient human pancreatic cancer cell
lines
Zhu, Guanhua
Degradation patterns of circulating tumor DNA in colorectal cancer

Zumalave, Sonia
Hidden L1-mediated rearrangements in head-and-neck squamous
carcinomas
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