
Benchmark	on	existing	
trajectory	inference	methods	
For	single	cell	RNA-Seq	data	

Helena	Todorov	

16/03/18	



Single-cell	RNA-Seq	data:	
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Visualisation:		
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How	does	it	work	?	
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Trajectory	inference:	powerful,	popular	
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Topology	
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Topology	
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More	complex	

AGA	-	Wolf	&	al,	Preprint	2017	



Different	tools,	different	outputs:	
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Which	method	should	be	used?	
	
Which	one	returns	the	right	trajectory?	
	
How	to	compare	them?	
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Common	structure	for	all	tools:	
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Metrics	for	trajectory	comparison:	
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1)	Cell	ordering	:	
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Metrics	for	trajectory	comparison:	
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2)	Neighbourhood:	
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Metrics	for	trajectory	comparison:	
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3)	Topology:	
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Some	methods						or						complexity	of	trajectory:	
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Guidelines	
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Availability:	

21	



Acknowledgements::	
Yvan	Saeys	
Robrecht	Cannoodt	
Wouter	Saelens	
Sofie	Van	Gassen	
Quentin	Rouchon	
Daniel	Perralta	
Liesbet	Martens	
Arne	Soete	
Pieter	De	Bleser	
Annelies	Emmaneel	
Robin	Browaeys	
Sarah	Vluymans	
Niels	Vandamme	
Jonathan	Peckv	

Jacqueline	Marvel	
Team	Marvel	



Supplementary	content	




