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A:Translalion, ribosomal structure and biogenesis
B:RNA processing and modiflication
CiIranscription

D:Replication, recombination and repair
E:Chromatin structure and dynamics

I:Cell cycle control, cell division, chromosome parlilioning
G:Nuclear structure

H:Defense mechanisms

I:Signal transduction mechanisms

J:Cell wallfmembrane/envelope biogencesis

K:Cell motility

1:Cytoskeleton

M:kxtracellular structures

N:Intracellular trafficking, sceretion, and vesicular transport

O:Postranslational modification, protein lurnover, chaperones
P:Energy production and conversion

O:Carbohydrate transport and metabolism

R:Amino acid transport and metabolism

S:Nucleotide Lransport and melabolism

T:Coenzyme Lransporl and melabolism

U:Lipid transport and metabolism

V:Inorganic ion fransport and metabolism

W:Secondary i i is, transport and catabolism

Y:General funclion prediction only
Z:Function unknown

Figure S1. KOG function classification analysis of candidate genes identified by the association

analysis of BSA-Seq.
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Figure S2. Gene Ontology (GO) enrichment analysis of differentially expressed genes (DEGs)

between two set pairs of cDNA sequencing bulks of BSR-Seq analysis. All genes and the DEGs

were assigned to the three GO categories: biological processes, cell components, and molecular

functions. (A) T01 vs. T02. (B) T03 vs. T04.
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Figure S3. KOG function classification analysis of differentially expression genes (DEGs)
between four cDNA sequencing bulks. (A) T01 VS. T02. (B) T03 VS. T04.
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Figure S4. KOG function classification analysis of candidate genes identified by the

association analysis of BSR-Seq.
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Figure S5. Three sampling locations for mature leaves.



