Table S2. Assembly and genome/gene statistics of Marine Alveolates (MALVs).
[bookmark: _GoBack]The number of putative MALV contigs means the number of assigned contigs based on BLAST and phylogenetic analyses. The median coverage refers to the number of reads per contig. Putative MALV genes were discovered with AUGUSTUS as described in the Supplementary Material and Methods.
	
	LP-1
	L67-1
	L67-2*
	L67-3
	L67-4
	L67-5
	L67-6**

	No. of read pairs (million)
	16.49
	27.25
	10.58
	16.86
	32.12
	28.74
	19.27

	No. of
initial contigs
	13,704
	71,928
	922
	16,330
	55,403
	84,733
	115,260

	Length of assembly
	26.4 Mb
	162.0 Mb
	5.1 Mb
	44.7 Mb
	104.4 Mb
	194.8 Mb
	218.4 Mb

	No. of putative MALV contigs
	296
	375
	158
	47
	102
	396
	185

	Length of
MALV contigs
	1.5 Mb
	3.1 Mb
	1.2 Mb
	0.5 Mb
	0.5 Mb
	2.4 Mb
	0.7 Mb

	GC (%) of
MALV contigs
	50.7
	39.1
	57.0
	45.0
	50.4
	48.0
	56.5

	Median
coverage
	27
	17
	27
	15
	20
	14
	5

	No. of putative MALV genes
	410
	514
	394
	97
	105
	917
	303

	GC (%) of
MALV genes
	58.4
	46.8
	62.5
	52.0
	57.8
	54.4
	61.4

	Average
length (bp)
	1,689
	2,903
	1,784
	1,805
	1,694
	1,503
	1,370

	Average coding
length (bp)
	1,217
	1,671
	1,391
	1,480
	931
	1,296
	1,113

	Average exon
number per gene 
	2.4
	6.1
	2.7
	1.8
	2.5
	1.9
	2.3

	Average exon
length (bp) 
	501.7
	274.3
	518.4
	818.9
	371.8
	670.7
	493.7

	Average intron number per gene
	1.4
	5.1
	1.7
	0.8
	1.5
	0.9
	1.2

	Average intron
length (bp)
	334.7
	241.5
	233.4
	399.8
	506.1
	221.6
	204.9

	Missing
BUSCOs (%)
	96
	91
	96
	98
	99
	86
	96


* Reads have been cleaned and assembled by the Joint Genome Institute (Walnut Creek, CA, USA) resulting in 922 contigs in 910 scaffolds (see Supplementary Material and Methods for further information).
** Since two non-related (93.8% similarity) MALV II SSU rRNA gene sequences were obtained from this sample, the information refers to a mixture of potentially two MALV II genomes.
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