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Abstract Short Read Sequencing and Genome Assembly of 46 Isolates of the Population Structure of
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The Ogataea pOIymorpha SpeCIes Com Figure 2. Structure and assembly of the MAT region across O. polymorpha species complex. The previously published (Hanson et al. 2014, Qhagi33

in pink and green) are found at opposite ends of a 19-kb region that is flanked by 2-kb inverted repeat (IR) sequences (blue boxes) and adjacent

Ohag19
plex IS A G rou p Of Methylotroph IC Yeasts Maekawa et al. 2014, Hanson et al. 2017) reference assembly of the MAT region in O. polymorpha NCYC495 is given. The MAT genes (highlighted IOhag%}hagg
ag

|
: ey - to a Tpad and LTR-containing centromere. Coverage of the region by contigs indicated in purple for a representative strain of each of the other spe- Ohag
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cies Complex: Ogataea po/ymorpha (Op0|) Ogataea para- single contig for the IR sequence that had ~2X higher coverage than the rest of the genome, a separate small contig for the MAT region between 0%23%156
’ the IR, and larger contigs for the left and right arms of the chromosome. In Ohag, one of the genes found in the MAT region (HPODL 4020) has un- IOhgg4
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Figure 3. Nucleotide Diversity Across Genome in Opol, Ohag, and Oang. Nucleotide diversity ([T) was calculad in 10-kb windows across the Hanson et al. 2014 PNAS 111(45):E4851-8.
Figure 1. Relationship of Ogataea polymorpha species complex to other yeasts in  genome of each species. The Ohag and Oang genomes were aligned to Opol NCYC495 chromosomes. Rearrangements have occurred between Hanson et al. 2017 PLoS Genetics 13(11): €1007092.
Saccharomycotina. Phylogeny drawn is based on phylogenomic study by Shen et al. 2018.  Oang chromosmes 5, 6, and 7 with respect to the Opol genome. For each chromosome, the centromer position is indicated as a purple circle, and Maekawa and Kaneko 2014 PLoS Genetics 10(11):1004796.

Branch lengths do not reflect actual divergence rates. the MAT region posiiton on chromosome 3 is indicated by an orange box. Shen et al. 2018 Cell 175(6): 1533-1545.



