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Figure S1. Expression distribution and relationship analysis between different transcriptomes. (a)
Box plot showing the distribution of all TPMs in each sample. The ordinate is log2 (FPKM+1), and
the horizontal line in the figure represents the median level of gene expression in the sample. (b)
Principle Component Analysis (PCA) for each sample. (¢) Heat map diagram of Pearson correlation
coefficient between different samples.
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Amino acid transport and metabolism

FOXG_15274P0 Aminotransferase
FOXG_05778P0 Peptidase U34
FOXG_11054P0 FAD dependent oxidoreductase
FOXG_04711P0 Cystathionine gamma-synthase
FOXG_D1924P0 Serine carboxypeptidase
FOXG_11538P0 Carbcxypeptidase S1
FOXG_10376P0 Conserved hypothetical protein
FOXG_13768P0 Urechydrolase
FOXG_05788P0 Gamma-glutamyltranspeptidase
*FOXG_08666P0 Peptidase M20
FOXG_08416P0 D-amino-acid oxidase
FOXG_09561P0 Conserved hypothetical protein
FOXG_02078P0 4-aminobutyrate aminotransferase
FOXG_07850P0 Aspartyl aminopeptidase
FOXG_09820P0 Phosphorylcholine phosphatase
FOX(|3_00292P0 Dipeptidyl peptidase
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(b)

Posttranslational modification, protein turnover, chaperones

*E FOXG_04893FP0 Conserved hypothetical protein
ok FOXG_10286FP0 Conserved hypothetical protein
o FOXG_10424P0 Conserved hypothetical protein
*+ FOXG_02348P0 Delta(14)-sterol reductase
*x FOXG_04169P0 Ubiquitin domain
. FOXG_13646P0 Conserved hypothetical protein
¥ FOXG_14685P0 Small heat shock protein
- FOXG_01284P0 Cerevisin precursor
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Translation, ribosomal structure and biogenesis, transcription

FOXG_07733P0 Replication factor C subunit 3
FOXG_07580P0 Acid phosphatase
= FOXG_06249P0 Conserved hypothetical protein
FOXG_04868P0 L-asparaginase ||
FOXG_16605P0 alanyl-tRNA synthetase
FOXG_04312P0 Conserved hypothetical protein
FOXG_07444P0 Conserved hypothetical protein
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Figure S2. DEPs involved in amino acid transport and metabolism (a), posttranslational modifica-
tion, protein turnover, chaperones (b), and translation, ribosomal structure and biogenesis, tran-
scription (c) based on quantitative proteomic analysis. **represents p < 0.05.
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Figure S3. COG categories (a) and Interproscan (IPR) enrichment (b) of the DEPs.
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