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	Application category

	Method 
	Ref.
	Genome assembly and phasing
	Full-length mRNA splice variants
	Phasing similar individuals (e.g. viruses)

	This work 
	This work
	Shown
	Shown
	Shown

	BAsE-Seq 
	Hong et al. 2014
	Incompatible
	Incompatible
	Shown

	TruSeq Synthetic Long Reads
	Voskoboynik et al. 2013
	Shown
	Possible
	Incompatible
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