Genome sequencing reveals metabolic and cellular interdependence in an amoeba-kinetoplastid symbiosis
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Table S1.1  Genome and transcriptomic data for Perkinsela sp. and Paramoeba pemaquidensis
	
	Perkinsela sp.a

(endosymbiont)
	Paramoeba
pemaquidensisa (host)

	Genomic data
	
	

	Total [Mbp]
	9.5
	43.7

	# scaffolds
	693
	9,331

	Largest scaffold (Kbp)
	854
	131

	N50 [Kbp]
	57.5
	8.2 

	G+C (%)
	47.1
	43.3

	Protein-coding genes
	5,252
	11,648

	Pseudogenes
	>500b
	n/d

	Spliceosomal introns
	0
	40,539

	Transcriptomic data
	
	

	Total [Mbp]
	5.4
	20.5

	# contigs
	3,739
	21,787


a. Strain CCAP1560/4; This study.
b. Most identified pseudogenes correspond to retrotransposons and spliced leader RNA genes 
