[bookmark: _GoBack]Online Resource 2 (ESM2).  Umbellula sp. 3 (bipartite genome) MiSeq reads mapped against the two circular contigs recovered from de novo assembly showing read coverage across those two contigs using Geneious Read Mapper. A: contig i. B: contig ii. Coverage scale - A: 0-76; B: 0-40. Sequence logo scale: 0-2 bits.
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