
Friday, July 11	

12:00-13:00	 R E G I S T R A T I O N  &  L U N C H

13:00-13:15	 W E L C O M E 	
Shaji Kumar and Maria-Victoria Mateos	

13:15-14:45	 	                                
                     


 13:15-13:25	 Maria-Victoria Mateos	 The	importance	of	risk-stratifying	for	precursor	
conditions:	IMWG	risk	stratification	model	

 13:25-13:35	 How do current risk stratification perform in clinical Shaji Kumar 
trials and pitfalls 	

 13:35-13:45	 Dynamic model Irene Ghobrial
 13:45-13:55	 Immune microenvironment and risk of progression	 Nikhil Munshi
 13:55-14:05	 The different scales of myeloma heterogeneity — Leo Rasche 

from kilometer to nanometer
 14:05-14:45	 Panel	 Session	faculty	

14:45-15:00	 B R E A K

15:00-16:30	

 15:00-15:10	

P R E C U R S O R  D I S E A S E  G E N O M I C S  A N D  M I C R O E N V I R O N M E N T  
Chairs: Nikhil Munshi and Noopur Raje 
Differentiating	between	MM-like	and	MGUS-like	SMM	 Mehmet	Samur	

 15:10-15:20	 Single-cell RNA-sequencing from patients with MGUS 	 Romanos Sklavenitis-Pistofidis 
and SMM to evaluate tumor and microenvironment cells	

 15:20-15:30	 Staging MGUS and SMM using minimally invasive Bruno Paiva	
methods	

 15:30-15:40	 Felipe Prosper	 Transcriptional	remodeling	of	the	stromal	and	
endothelial	microenvironment	in	MGUS	

 15:40-16:30	 Round table discussion on next generation stratification 
for precursor conditions	

Session faculty +	 
Shaji	Kumar and 
Maria-Victoria	Mateos

16:30-16:45	 B R E A K
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16:45-18:00	

 16:45-16:55	

T H E  F U T U R E  O F  P R E C U R S O R  D I S E A S E :   
B A L A N C I N G  T R E A T M E N T  A N D  I N N O V A T I O N
Chairs: Nikhil Munshi and Maria-Victoria Mateos 
Are	we	under	or	over	treating	under	current	guidelines?	 Suzanne	Lentzsch

 16:55-17:05	 How do we design new clinical studies for precursor 	 Sagar Lonial	
conditions based on what we have learned from current 
and previous enrollment criteria? 	

 17:05-17:15	 Genetic subtypes of smoldering multiple myeloma	 Mark Bustoros
 17:15-18:00	 Panel	 Session faculty + Jens Lohr

Saturday, July 12	
08:30-10:00	

 08:30-08:40	 Niels Weinhold	

D E C I P H E R I N  G  S I N G L E  C E L L S  I N  M M
Chairs: Herve Avet-Loiseau and Noopur Raje 
Breakout	lesions	as	hotspots	of	tumor-immune	
cell	interactions	

 08:40-08:50	 Genotypic identification of polyclonal plasma cells Matteo DaVia	
in myeloma	

 08:50-09:00	 Single-cell profiling and multiscale integration 	 Alessandro Lagana	
for risk stratification and disease subtyping in myeloma	

 09:00-09:10	 Chuck Acharya Mapping the interplay between tumor and immune 
microenvironment – insights from the Immune Atlas Consortium

 09:10-09:20	 Long non-coding RNA landscape of tumor Manoj Bhasin	
microenvironment	

 09:20-10:00	 Panel	 Session faculty + 
Jonathan Keats	

10:00-10:15	 B R E A K

10:15-11:45	 G E N O M I C S  I N  M M  A N D  O T H E R  P L A S M A  C E L L  D Y S C R A S I A S
Chairs: Faith Davies and Martin Kaiser	

 10:15-10:25	 Ben Barwick	Epigenetic	dysregulation	and	the	promise	of	catalytic	
inhibition	in	t(4;14)	

 10:25-10:35	 Imaging based genomics	 Jens Hillengass	
 10:35-10:45	 Kylee Maclachlan Exploring	ancestral	differences	in	multiple	myeloma	

biology	through	whole genome	sequencing	
 10:45-10:55	 Brian Walker Utilizing	genomics	to	identify	novel	immunotherapeutic	

targets	in	multiple	myeloma	high-risk	subgroups	
 10:55-11:05	 Genomic	determinants	of	clinical	outcomes	in	t(11;14)	MM	 Linda Baughn	
 11:05-11:15	 Francesco Maura Genomic	determinants	of	resistance	to	anti-BCMA	

therapies	
 11:15-11:45	 Panel	 Session faculty + Gareth  

Morgan and Keith Stewart	



11:45-12:30	 L U N C H

12:30-14:00	 N O V E L  T A R G E T S  I N  P L A S M A  C E L L  D Y S C R A S I A S
Chairs: Nizar Bahlis and Lawrence Boise	

 12:30-12:40	 Genome-scale CRISPR activation and knockout studies Constantine Mitsiades 
to reveal sensitive and resistant MM cells to inhibitors	

 12:40-12:50	 Developing in-vitro models to study high risk phenotypes	 Mariateresa Fulciniti	
 12:50-13:00	 Mitochondrial vulnerabilities against multiple myeloma	 Simone Cenci	
 13:00-13:10	 Advancing bench side research using Marta Chesi	

immunocompetent mouse models	
 13:10-13:20	 Paula Neri The	role	of	TRAF3	loss	and	NF-kB	signaling	in	

anti-BCMA	immunotherapy	failure	
 13:20-14:00	 Panel	 Session	faculty	+	Mattia 

D'Agostino	

14:00-14:30	 B R E A K

14:30-16:00	

 14:30-14:40	 Steven Treon	

M M  A N D  O T H E R  P L A S M A  C E L L  D I S O R D E R S 
Chairs: Saad Usmani and Suzanne Trudel
Treatment	approaches	for	genomically	defined	high	
risk	Waldenström	Macroglobulinemia	

 14:40-14:50	 Raphael Szalat	 From	plasma	cells	to	immune	microenvironment:		
A	comprehensive	single-cell	analysis	of	AL	amyloidosis	

 14:50-15:00	 Genomic determinants of primary PCL and secondary PCL	 Hamza Hassan	
 15:10-15:20	 Clonal hematopoiesis in myeloma	 Adam Sperling
 15:20-15:30	 Transcriptional and chromatin accessibility Frank Zhan	

of myeloma cells	
 15:30-16:00	 Panel	 Session faculty + Ajai Chari

16:00-16:15	 B R E A K

16:15-17:45	

 16:15-16:25	

P R O T E  O M I C S  A N D  M E T H Y  L A T I O N 
Chairs: Leif Bergsagel and Kwee Yong 
Targeting	methylation	in	MM	 Jonathan Licht	

 16:25-16:35	 Extrachromosomal DNA and outcome	 Parth Shah	
 16:35-16:45	 RNA	methylation	 Eugenio Morelli	
 16:45-16:55	 Arun Wiita	Streamlining	crosslinking	mass	spectrometry	data	

analysis	for	high-throughput	structural	biology	
 16:55-17:05	 Anjan Thakurta	Proteomics-driven	insights	into	multiple	myeloma	

onset	in	the	UK	Biobank	
 17:05-17:15	 The proteogenomic landscape of multiple myeloma	 Jan Krönke	
 17:15-17:45	 Panel	 Session faculty + Ajay Nooka

17:45-18:00	 C L O S I N G
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