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Figure S1. Protein change during the seven developmental time
points. Related to Figure 1. Box and whisker plot demonstrating the fold
change of the proteins relative to their adjacent stage. Outliers were
determined by Matlab’s default Box plot algorithms and are marked by the
‘“+’. One outlier at 11.92 fold change was removed for the Stage VI / 45
minutes’ progesterone sample for clarity of the figure.
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Figure S2. Unpacked galaxy plot of the development. Related to Figure
3. Each of the individual time points shown in relation to protein change.
Figure 3 is a combination of the six galaxy plots overlaid in the manuscript.
The grey background for each panel is of the other time points. The turquois
blue describes the expression of the titled time point protein vs.

phosphorylation site.



Phosphorylation Site Fold Change (Log,, Normalized to Protein Mean) >
' 3
2

1 2 3 4 5 6 7
Developmental
Time Points

Mean 1

Figure S3. Heat map of all phosphorylation
site changes. Related to Figure 4. (A) Full heat
map of all phosphorylation sites corrected for
their protein level. Figure 4 only includes the top
60% of phosphorylation site variance. Protein
mean is determined based on the normalized
signal intensity of all the proteins in the sample
for the respective time point. (B) Cohen’s D
Analysis of individual phosphorylation sites
between time points. A A=0.25 is considered
significant:

(Mean 1 — Mean 2)

Stdev (Mean 1 x 2)

Cohen's A=

Mean 2
B TP1 TP2 TP3 TP4 TP5 TP6 TP7
TP1 000 -072 [4125 076 101 -0.07 -0.55
TP2 072 000 -090 013 -023 071 029
TP3 125 090 000 | 103 084 125 1.08
TP4 076 -013 | -1.08 000 -045 077 022
TP5 | 1.01 023 -084 045 000 104 061
TP6 007 071 | -125 077 104 000 -0.53
TP7 055 -0.29 -108 -022 -061 053 0.00



Figure S4. Kinase consensus sequence profiles. Related to Figure 6. All
kinase sequences and their respective amino acid sequence are presented
here. Figure 6 shows cluster 4 and 20.
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Figure S4 Continued.
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