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Figure S1. Related to Figure 1 Assessment of Core Eukaryotic genes within Our 

Transcriptome Assembly 

 Graph showing the percent of core eukaryotic genes (partial) contained within our H. 

dujardini transcriptome assembly, an independent H. dujardini transcriptome 

assembly(Levin et al., 2016), multiple H. dujardini genome assemblies(Bemm et al., 2016; 

Boothby et al., 2015; Koutsovoulos et al., 2016), and genome assemblies from well 

sequenced model invertebrates (C. elegans and D. melanogaster). CEMGA values for C. 

elegans and D. melanogaster were obtained from (Wang et al., 2014).  
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Figure S2. Related to Figure 7 Additional Differential Scanning Calorimetry 

Thermograms for Yeast Heterologously Expressing Different CAHS Proteins. 
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