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Figure S1. Ratio of assembled to estimated genome sizes at different read depths. Sample sets of different read depths were obtained by randomly selecting subsamples of short-read datasets at 0.5, 0.25, 0.125, 0.0625 and 0.03125 of their original sizes. Original dataset sizes were obtained from assembled sequences, and average read depths were estimated by 21-mer frequency analysis and correspond to the principle peak in a 21-mer spectrum. Symbols denote the organism from which the whole-genome shotgun sequence data were obtained: ○ Cylindrospermum stagnale PCC 7417 (SRA run number: SRR610299); △ Mycobacterium smegmatis MC2 155 (SRA run number: SRR071425); × Owenweeksia hongkongensis DSM 17368 [1] (SRA run number: SRR190843); □ Planctomyces brasiliensis IFAM 1448 DSM 5305 [2] (SRA run number: SRR090599).
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