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Transcriptional changes upon engagement with NK cells
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Not all the perturbations are associated with a 
transcriptomic phenotype
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Differentially expressed genes with CRISPR 
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Disruption of negative regulators of NFkB is associated with 
HLA-E downregulation and FAS upregulation
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Disruption of NFkB negative regulators increases NFkB
signature in MM patients

CROPseq CoMMpass



Identification of a potential subset of MM patient with low 
NLRC5 expression and a more NK cell sensitive phenotype
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Conclusions

• Our study sheds light in some of the mechanisms driving NK 
cell response in MM

• Data from large molecular profiling studies of patient samples 
are concordant with our in vitro observations, supporting their 
translational relevance

• Studies on NK cell transcriptional changes upon MM cells 
engagement are underway 



Acknowledgements

Satu Mustjoki MD, PhD
Olli Dufva MD
Jani Huuhtanen MD
Jonas Bouhlal BSc
Jay Klievink MSc

Shady Awad, PhD
Matti Kankainen, PhD
Tiina Kelkka, PhD
Mikko Myllymäki, MD, PhD
Karita Peltonen, PhD
Helena Hohtari, MD
Sofie Lundgren, MD
Dipabarna Bhattacharya, MSc
Moon Hee Lee, MSc
Daehong Kim, MSc
Anita Kumari, MSc
Petra Nygren, MSc
Tiina Kasanen

Constantine Mitsiades, MD, PhD
Olga Dashevsky, PhD
Ricardo de Matos Simoes, PhD
Michal Sheffer, PhD
Ryosuke Shirasaki, MD, PhD
Eugen Dhimolea, PhD
HuiHui Tang, PhD
Brian J. Glassner, PhD
Megan A. Bariteau, BSc
Sondra L. Downey-Kopyscinski PhD
Dhvanir N. Kansara,
Esperanza Macarena Algarin Pachon, 
Shizuka Yamano
Jeffrey Sorrell

2019 YOUNG INVESTIGATOR AWARD

Cobb Research Fund 


	CRISPR screens with single-cell transcriptome readout reveal potential mechanisms of response to natural killer cell treatment in multiple myeloma
	COI disclosure
	Background
	CRISPR with single cell readout
	Transcriptional changes upon engagement with NK cells
	Not all the perturbations are associated with a transcriptomic phenotype
	Differentially expressed genes with CRISPR perturbations upon NK cell engagement
	Disruption of negative regulators of NFkB is associated with HLA-E downregulation and FAS upregulation
	Slide Number 9
	Identification of a potential subset of MM patient with low NLRC5 expression and a more NK cell sensitive phenotype
	Conclusions
	Acknowledgements

