Supplemental figures



SYSTEM DEVELOPMENT A

SKELETAL DEVELOPMENT -

CARBOXYLIC ACID METABOLIC PROCESS -
MULTICELLULAR ORGANISMAL DEVELOPMENT -
AMINO ACID AND DERIVATIVE METABOLIC PROCESS -
ANATOMICAL STRUCTURE DEVELOPMENT -
SYSTEM PROCESS -

ORGANIC ACID METABOLIC PROCESS -

HEART DEVELOPMENT +

TRANSMISSION OF NERVE IMPULSE -

AMINO ACID METABOLIC PROCESS 1

EPIDERMIS DEVELOPMENT -

CATION TRANSPORT +

ION TRANSPORT -

ORGAN DEVELOPMENT -

NITROGEN COMPOUND CATABOLIC PROCESS 1
RESPONSE TO EXTERNAL STIMULUS -
NITROGEN COMPOUND METABOLIC PROCESS 4
SYNAPTIC TRANSMISSION -

AMINE METABOLIC PROCESS -

LIPID CATABOLIC PROCESS -

BEHAVIOR -

RESPONSE TO WOUNDING A

WOUND HEALING -

CELL CELL SIGNALING A

BLOOD COAGULATION -

COAGULATION A

AMINO ACID DERIVATIVE METABOLIC PROCESS 1
METAL ION TRANSPORT -

FATTY ACID OXIDATION -

MONOVALENT INORGANIC CATION TRANSPORT -
ECTODERM DEVELOPMENT 4

REGULATION OF BODY FLUID LEVELS -

AMINE CATABOLIC PROCESS -

CELLULAR LIPID CATABOLIC PROCESS A
NEGATIVE REGULATION OF PHOSPHORYLATION -
REGULATION OF NEUROGENESIS -

NEGATIVE REGULATION OF MULTICELLULAR ORGANISMAL PROCESS -
NEUROLOGICAL SYSTEM PROCESS -
POTASSIUM ION TRANSPORT A

NEGATIVE REGULATION OF PHOSPHATE METABOLIC PROCESS -
HEMOSTASIS -

LIPID HOMEOSTASIS -

REGULATION OF BLOOD PRESSURE -

AGING

AMINO ACID CATABOLIC PROCESS -

MEIOTIC CELL CYCLE A

NEGATIVE REGULATION OF IMMUNE SYSTEM PROCESS -
CELL SUBSTRATE ADHESION -

DEFENSE RESPONSE -

=)=

[ ]

i

—TROTE

R

ﬂ@@

—

Non-directional regulation

Figs S1. Gene Ontology Biological Process boxplot — non-directional regulation.
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Figs S2. Gene Ontology Molecular Function boxplot — non-directional regulation.
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Figs S3. KEGG pathway enriched boxplot — non-directional regulation.
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Figs S4. Gene Ontology Biological Process boxplot — distinct-directional regulation. (A) distinct up-regulated processes. (B) distinct

down-regulated processes.
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Distinct down-regulation
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Figs S5. Gene Ontology Molecular Function boxplot — distinct-directional regulation. (A) distinct up-regulated processes. (B) distinct

down-regulated processes.
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Figs S6. Gene Ontology Biological Process boxplot — mixed-directional regulation. (A) mixed up-regulated processes. (B) mixed
down-regulated processes.
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Figs S7. Gene Ontology Molecular Function boxplot — mixed-directional regulation. (A) mixed up-regulated processes. (B) mixed

down-regulated processes.
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Figs S8. KEGG pathway enriched boxplot — mixed-directional regulation. (A) mixed up-regulated KEGG pathways. (B) mixed down-

regulated KEGG pathways.
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