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CEGMA values for H. dujardini sequencing resources

100

50+

% representation of core eukaryotic genes

0-
)
&
)
&
xS
R
g
O
\,éo 006‘
X &
&6 N
o QN
6\)\ . 0‘6\ .
S b\)\ 6\(\\
Q- &
»
\é‘

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.



CAHS proteins
IUPRED" Disordered Protein Predictions

1. The Pairwise Energy Content Estimated from Amino Acid Composition Discriminates
between Folded and Intrinsically Unstructured Proteins

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

J. Mol. Biol. (2005) 347, 827-839.

2. IUPred: web server for the prediction of intrinsically unstructured regions of proteins
based on estimated energy content

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

Bioinformatics (2005) 21, 3433-3434.















h, s h ) g WO
) |“ I'Tath“_'JT'l,- "flr : Jr““ TN ]







MWWAMA

I ﬁ\ . ML .M.T)"kﬂmm
T'IJ“' WWWUUUWW WWL""U \























































AT T

Y w* wuwv gy wﬂ * ﬁ




AT T

Y w* wuwv gy wﬂ * ﬁ




































































































MAHS proteins
IUPRED" Disordered Protein Predictions

1. The Pairwise Energy Content Estimated from Amino Acid Composition Discriminates
between Folded and Intrinsically Unstructured Proteins

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

J. Mol. Biol. (2005) 347, 827-839.

2. IUPred: web server for the prediction of intrinsically unstructured regions of proteins
based on estimated energy content

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

Bioinformatics (2005) 21, 3433-3434.


















SAHS proteins
IUPRED" Disordered Protein Predictions

1. The Pairwise Energy Content Estimated from Amino Acid Composition Discriminates
between Folded and Intrinsically Unstructured Proteins

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

J. Mol. Biol. (2005) 347, 827-839.

2. IUPred: web server for the prediction of intrinsically unstructured regions of proteins
based on estimated energy content

Zsuzsanna Dosztanyi, Veronika Csizmok, Péter Tompa and Istvan Simon

Bioinformatics (2005) 21, 3433-3434.

































































































































