[image: ]
Figure S1 Base distribution for whole-genome resequencing data.
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Figure S2 Base quality distribution for whole-genome resequencing data.
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Figure S31 GC content and average sequencing depth of the genome data of Gp. lemaneiformis (Zhou et al. 2013).
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[bookmark: _GoBack]Figure S42 Single cell of gametophyte selected by capillary glass tube (Scale bar: 15 μm)
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Qualty scores across all bases (sanger / llumina 1.9 encoding)
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