Supplementary data (Figure)

Description

1. Quality control validation of Mass Spectrometer (MS) date was shown
in Figure S1.

2. Principal component analysis (PCA) was shown in Figure S2.

3. The TF families identified in the different developmental stages are

shown in Figure S3.
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Figure S1. Quality control validation of MS date. (A)Mass error distribution; (B)Peptide
ionScore distribution; (C) Protein molecular weight distribution; (D) Peptide count dis-

tribution; (E) Protein sequence coverage distribution.



®
Conditions

s 0 o A SEM
8 ) @ Fcc
& ®
c B c
s m
x 000
o
o~
O
a

-0.25 A

A
-05 A
-04 -0.2 00 02 04

PC1 (78% vaniance)
Figure S2. PCA plots from the whole proteomics of three stages of SE.
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Figure S3. TFs identified in different stages of SE in L. olgensis.



