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IRTG 1064 Retreat, March 13-15, 2024 
 

IRTG Connect-a-thon 
 

Ringberg Castle 
 
 

 
 

 Wednesday, March 13 Thursday, March 14 Friday, March 15 
Breakfast 
8.00-9.00  Breakfast 8.00-9.00 Breakfast 8.00-9.00 

09.00  Science: Group project work 
 Rally 

  10.30 Coffee break 10.30 Coffee break 

11:00  Science: Group project work 
 

IRTG General Assembly: 
What do we still need? 
Final goals? 

  Lunch 12.30 Lunch 12.30 

14.00 

12:45 Meet at Munich Hbf, 
track 34  
13:04 depart Munich, train 
RB57 
Arrive Tegernsee 14:09 
Chartered bus to castle 

Science: 3 presentations 
 

Departure bus 14.00 
Departure train from 
Tegernsee 14:52 
Arrive Munich 15.57 

 Arrive approx.15.00 
Check-in  15.30 coffee break  

16.00  17.30 Tour of castle Science: 3 presentations 
  

 18.30 Dinner 18.30 Dinner  

Evening 

Groups get together, 
introductions 
Instructions for IRTG-
connect-a-thon 
 
Pub quiz 

Award ceremony 
 
Celebration! 

 

 
 
   
 

 
 

Schloss Ringberg, Schloßstraße 20, 83700 Reitrain 
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 1 

IRTG Connect-a-thon: Call for research grant proposals 
 
Your Graduate Program announces a groundbreaking funding opportunity, but with a twist - 
applicants must propose group projects with other PhD students. The grant aims to bring out the 
collaborative potential within the IRTG students’ community.  
Given that you would have all necessary resources at your disposal, and working as a group in 
collaboration, what scientific question would inspire your group, or what innovation could you 
develop together? 
 
Goals:  

• Exchange of the student’s expertise gained during the duration of their doctoral 
research; 

• By combining the diverse expertise within the field of chromatin research, we can 
unlock high potential for innovation; 

• Exploring potential in the IRTG for collaboration and fostering new connections 
between students; 

• Promoting the idea that by working together, we are empowered to push the 
boundaries of science. 

 
Procedure:  
Wed: Group get-togethers. Ice-breakers and introductions. Determine what talents, 
interests and expertise are in your group.  
Wed/Thurs: Draw up and present a collaborative project proposal.  

§ Written form: Complete the proposal form for submission and documentation.  
§ (Thurs) Presentation: The format for presentation is flexible, open to your own 

ideas and creativity (e.g. pitch, graphical scheme, advertisement, model 
presentation, sketch). Time frame: approx. 10 min + 5 min discussion. 
Presentations should include the following:  

o What is the scientific question? 
o How does the collaboration benefit the project? 
o What are the contributions from the partners? 
o What is the mutual benefit? 

 
On Thursday evening we will vote on a winning proposal. Criteria for choosing successful 
proposal are: innovation, potential impact in the field, creativity, inclusion of members. 
  
Rules: 

• It has to apply to chromatin (or epigenetics). 
• Use the expertise/talents of everyone in the group – everyone makes a 

contribution. 
• Be creative! Be innovative! This does not have to be a realistic proposal! You are 

permitted to speculate about potential methods, results, outcomes … (i.e. delving 
into the realm of science fiction), but you can also work with current real 
possibilities (i.e. can we change something for the better now, or discover 
something new with a bit of outreach?) 

• Please address your project’s considerations on ethics, sustainability, science 
communication, diversity. 

 

 

3



 Model 
organism Title of project Two top methods 

Frauke Huth  Long Fibre Sequencing in Yeast Nanopore-Seq and Snakemake 
pipelines 

Fotios Gkountromichos  The role of lncRNA roX in dosage compensation in 
vivo 

 
Immunofluorescence and 
CUT&RUN 

Sude Beskardes  Interrogation of enhancer-promoter interactions using 
massively parallel reporter assay 

Massively Parallel Reporter 
Assay (MPRA), editing 

Yanshuang Yin  Epigenetics Western blot 

Emilia Cepowska  LRWD1 protein in regulation of DNA replication 
CUT&RUN, Confocal 
microscopy, Flow Cytometry, 
CRISPR-Cas9 genome editiing, 
AID-degron, dTAG 

Lukas  Huschet   Protein and phosphorylation nuclear dynamics in time 
and space and its modulation by metabolism 

 
Mass spectrometry proteomics 
and time course analysis 
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 Model 
organism Title of project Two top methods 

Andrea Fratton  Single-cell multiscale epigenome profiling of 
Alzheimer's disease 

Single-cell EM-seq, single-cell 
Hi-C 

Gizem Kars  Site-specific recruitment of Domino Complex CUT&RUN, in vitro Chromatin 
Assembly 

Swathi Subramanian 
 Exploring the regulation of ChREBP transcription 

factor in maintaining balance within the glucose-to-fat 
homeostasis 

 
Cell culture, western blot 

Lara Kopp  Towards early cancer detection and tumor 
classification using epigenomic biomarkers in blood ChIP-Seq, Protein Purification 

Prateek  Yadav  Visualization of genome architecture FISH, imaging 

Bihter Özdemir Aygenli      
Functional Characterization of E3 ubiquitin ligase 
UHRF1 

Recombinant protein 
purification, enzymatic activity 
assays 

Gabriele Malagoli  Explainable graph neural networks to discover 
biological signatures in sc-ATAC seq data 

computational analyses, single-
cell multiomics 
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 Model 
organism Title of project Two top methods 

Janet Tait 
 

Histone Methylation in Xenopus Multiciliated cells RNA seq, Confocal 
microscopy 

Alex Starokadomska  Transcriptional mechanisms regulate the CrebA 
transcription factor in response to the nutrient intake Western  Blotting, qPCR 

Iliya Nadelson    Cis-regulatory Logic of Gene Regulation in Early 
Mammalian Development FISH, Image analysis 

Lorenz Spechtenhauser  
Nucleosome remodeling mechanisms (of RSC) studied 
by long-read single molecule DNA methylation 
footprinting 

long read sequencing, protein 
purification 

Ana Janeva 
 

Histone acetylation as a barrier to cell fate 
reprogramming RNA-seq, ChIP/CUT&RUN 

Tamina Dietl  Dissecting epigenome evolution in primates using 
single-cell multiomics 

computational analyses, 
single-cell multiomics 
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 Model 
organism Title of project Two top methods 

Zhibek Keneskhanova  Antigenic variation in Trypanosoma brucei scRNA-seq, bulk RNA-seq 

Beyza Bozdag  Deciphering the Regulation of Histone Post-Translational 
Modifications Using Drosophila Melanogaster Embryo 
Extracts 

Mass spec 

Jingwen Liu  Epigenetics Immunofluorescence, Western 
blot 

Johannes Trefz  
PanPTMs: Study of multiple PTMs from the same sample 
within single mass spec measurement that should 
facilitate streamlined analysis of crosstalk among PTMs 

Enrichment of 
phosphorylated, 
ubiquitinylated, and 
acetylated peptides for MS 
measurement 

Viola Gilardino  Role of JIl-1/JASper complex in genome stability qDRIP-seq 

Jei Diwakar   Development of a novel sc-multiomics method to track 
3D genome architecture, DNA Methylation, Accessibility 
and RNA expression 

Chromatin Conformation, Split 
pool barcoding 
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 Model 
organism Title of project Two top methods 

Simona Nasiscionyte  Cell cycle regulation of IDR phosphorylation Cell cycle synchronisation 
and flow cytometry 

Chondamma Bollachettira  Identification and Functional Characterization of 
Transcription Factors Sensitive to DNA methylation 

Mass-spectrometry, ChIP-
sequencing 

Angela Russo  ERVs silencing through heterochromatin formation in 
different cell types ChIPseq, ATACseq 

Muhammet Celik  Intercellular communication and GRNs  

Gabriela Stumberger  Topologies of complex promoter - enhancer interactions FISH, automated image 
analysis 

Drin       

Karl  Olsen   How to build epigenetic boundaries ChIP/Yeast genetics 
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 Model 
organism Title of project Two top methods 

Jessica Furtmeier  Genomewide study for replication efficiency Replication assay and 
Sequencing 

Muhunden Jayakrishnan   Leveraging in vitro chromatin reconstitution to study 
genome organization ChIP-seq, Bioinformatics 

Deeksha  Investigating the role of the starter cell transcription 
factor network in direct reprogramming 

CRISPR/Cas9, scRNA 
sequencing 

Namisha Rakesh  Mapping combinatorial chromatin states using 
engineered chromatin readers in Stem cells and 
differentiated cells 

Chip-Seq, Mass Spectrometry 

Clara Hermant  Regulation of transposable elements during 
preimplantation development 

single embryo RNA-seq / 
Phylogenetic analyses 

Kiryl Kavaliou  Unraveling the Mechanism of Rad51: Homology Search 
during Double Strand Breaks in Trypanosoma brucei Microscopy, ChIP-seq 
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Many thanks … 
 
To the Schloss Ringberg staff for wonderful service. We are grateful to Kikuë Tachibana for 
being our Max-Planck sponsor, enabling us to apply to this special venue.  
 
To the CRC 1064 Board for the support and commitment to financing the retreat in a year in 
which the budget is tighter than usual.  
 
To the Retreat Orga Team, Karl, Kiryl, Viola, Bihter, Emilia, Ana and Prateek. Your ideas and 
advance preparation laid the groundwork for a great retreat. The IRTG Connect-a-thon was 
conceived by Emilia and Bihter; the Ringberg Rally and Pub Quiz were put together by Karl, 
Kiryl and Prateek. Thanks in particular to Ana and Prateek, not only for the retreat 
organization, but for their continuing contributions as PhD representatives in the IRTG. 
 
And a big Happy Birthday again to Janet and Fotios, whose 30th birthdays – both on March 
15! – corresponded this year with our retreat.   
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