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Figure S1. The Wilmar isolate displays genetic similarity to European S. pombe strains. A) Map showing the continental origin of the 57 genetically distinct S. pombe isolates derived from Jeffares et al. (2015). B) Principal components analysis of relatedness of Wilmar-A and Wilmar-P to these 57 isolates based on SNPs identified in each strain. C) Phylogenetic tree calculated from hierarchical clustering analysis of SNP variation among the 59 Jeffares et al. (2015) strains and the Wilmar isolates. JB22 indicates laboratory S. pombe. Shape labels indicate type of substance strain was originally isolated from.


[image: ]

Figure S2. Wilmar-A and Wilmar-P contain macro-genomic structural variation. A) Karyotypic map of the Leupold 972h- laboratory S. pombe strain genome showing the three chromosomes with sizes of non-redundant regions indicated. Black regions indicate centromeres (CEN). TEL = telomere, rDNA = ribosomal DNA repeats located at the telomeres of chromosome III. B) Pulsed field gel electrophoresis (PFGE) of laboratory S. pombe, Wilmar-A and Wilmar- P strains. A commercial S. pombe standard (Biorad #1703633) is included as a control for the Leupold 972h- S. pombe strain. Sizes of control chromosomes are shown on right in megabases (Mb). Results shown are representative of three independent biological replicates.
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Figure S3. The de novo assembled Wilmar strain genomes possess genomic variation compared to the S. pombe 972h- genome. Whole genome alignment of the de novo assembled Wilmar-P genome vs. the laboratory S. pombe genome for each chromosome and the mitochondrial genome. 
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Figure S4. Genetic content of the Wilmar-P duplicated region. Zoomed in coverage graph specific to the 100kb duplicated region in Wilmar-P chromosome III showing coverage of Wilmar-P (red) and Wilmar-A (blue). The chromosome plot shows locations of protein-coding and non-coding genes present within this 100kb region. Biological process GO slim categories are annotated as per the key. Shapes indicate different feature types. 
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Figure S5. Additional loci exhibit CNV in the Wilmar strain background. IGV browser visualisation of Wilmar-A and Wilmar-P whole genome sequencing read-depth at the A) ccc2+, and B) dak2+ loci. Read–depth scale is indicated on the right of each coverage track. Genome features of interest are labelled below. Gene coding regions (CDS) are indicated by increased thickness of blue gene tracks.
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Figure S6. Wilmar-P and Wilmar-A exhibit similar transcriptional programs on YES media. Venn diagrams of significantly upregulated (A) or downregulated (B) genes in Wilmar-P vs Wilmar-A on glucose, glucose-deficient (deficient) or glucose-starved (starved) conditions. C) Normalised RNA-seq read counts plotted against gene log fold change for Wilmar-P vs Wilmar-A in each carbon condition. Red line indicates zero-fold change. Blue lines indicate log fold change of 1 and -1 respectively. Red points indicated genes significantly differentially expressed in Wilmar-P at the False Discovery Rate adjusted p-value threshold of 0.05. D) Heatmap of log2 transformed FPKM values for Wilmar-A (Wil-A) and Wilmar-P (Wil-P). Scale indicates row-normalised z-scores. 
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Figure S7. Wilmar-P Scr1 recapitulates laboratory S. pombe Scr1 binding patterns on glucose and molasses. A) Direct targets of laboratory S. pombe as previously defined (Vassiliadis et al. 2019) significantly differentially expressed in Wilmar-P on glucose or molasses medium. B) Global enrichment patterns of Scr1 in laboratory S. pombe and Wilmar-P on glucose and molasses. Mean count frequency surrounding transcription start sites (TSS) is shown (black line). Coloured regions indicate a 95% confidence interval. C) Protein-coding genes annotated to significant laboratory S. pombe and Wilmar-P Scr1 enriched regions in glucose and molasses. D) Angeli GO enrichment analysis for the 143 genes bound by both laboratory S. pombe and Wilmar-P Scr1 on molasses. E) The subset of genes bound only by laboratory S. pombe Scr1 on molasses includes the gal gene cluster which has been lost from the Wilmar strain background.  

Vassiliadis, D., K.H. Wong, A. Andrianopoulos, and B.J. Monahan, 2019 A genome-wide analysis of carbon catabolite repression in Schizosaccharomyces pombe. BMC Genomics 20 (1):251.
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