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Supplementary Table S1. qRT-PCR primer sequences in Korean pine

Unigenes

Forward primer

Reverse primer

c154707.graph_c1 (Internal reference)

c180344.graph_c0

c133544.graph_c0

c163132.graph_c0

c187964.graph_cl

c188830.graph_c0

c181305.graph_c0

c187768.graph_c0

c183265.graph_c0

c187512.graph_c0

c187027.graph_cl

c187045.graph_c0

CAGCTCAGCTTGAAATGA

CGACATGGTTCCAAACTA

AGGGGATGAATTCAGCATA

GACACACAATCCCAATTG

TGGAAACCCTGTTTGTGAA

CTCCTAGCTCTCAGGTCAT

CTGGTTGGTTACACGTTCC

ATGGACATGAAGCATTGC

TTCTCAATCCGAATCTGGAA

TCTCCGATCTITCAGGAATCA

TGATGAAGGCTTCCACAGA

GCAAGAGCTACAGATCAA

ACGAGTACTGTGAGGAAA

GACCCTGAGAAAATTGTTG

CGCATTCACATACTTTCGA

GGTAGTTTGTGTTTGCAG

GCAATGGCTCGGTCATAT

CITTGCGATGAGTTGTGC

TGTGCATGGATAGACCGAT

CGGTGATTGGTTACAACC

AGGAGATGTCACCGTAGTA

TGGCAACCATCAATCAAGT

CAAGTGCTATGCGAACCC

GGACGAAATCGTATTCAAC




Supplementary Table S2. Different genes related to cytokinin between F and S cell lines of Korean pine

Gene ID Gene family Functional description Regulated

c185059.graph_c0 AHK2_3_4 Arabidopsis histidine kinase 2/3/4 (cytokinin receptor) down

c189912.graph_c0 ARR-B Two-component response regulator ARR-B family up




Supplementary Table S3. Functional description of qRT-PCR validated genes in Korean pine

Gene ID

Gene family

Functional description

c133544.graph_c0

c180344.graph_c0

c181305.graph_c0

c183265.graph_c0

c187027.graph_cl

c187045.graph_c0

c187964.graph_cl

c188830.graph_c0

c190620.graph_c2

c187768.graph_c0

c163132.graph_c0

c187512.graph_c0

GST

GST

GST

DHAR

GST

GST

GST

GST

ODC1

GULO

SAUR

ARF

Glutathione S-transferase

Glutathione S-transferase

Glutathione S-transferase

Glutathione dehydrogenase/transferase

Glutathione S-transferase

Glutathione S-transferase

Glutathione S-transferase

Glutathione S-transferase

Ornithine decarboxylase

L-Gulonolactone oxidase

Auxin-responsive protein SAUR71-like

Auxin response factor 2-like isoform X1
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https://www.kegg.jp/entry/4.1.1.17
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molecular function

cellular component
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Supplementary Figure S1. Annotation statistics diagram of the GO secondary node of the differentially expressed genes of

F and S cell lines of Korean pine.



COG Function Classification of Consensus Sequence

A: RNA processing and modification

B: Chromatin structure and dynamics

C: Energy production and conversion

D: Cell cycle control, cell division, chromosome partitioning
. E: Amino acid transport and metabolism
. F: Nucleotide transport and metabolism
. G: Carbohydrate transport and metabolism

40- . H: Coenzyme transport and metabelism

I: Lipid transport and metabolism

IJ: Translation, ribosomal structure and biogenesis

. K: Transcription

. L: Replication, recombination and repair

.M: Cell wall/membrane/envelope biogenesis
N: Cell motility
0O: Posttranslational medification, protein turnover, chaperones
P: Inorganic ion transport and metabolism

. Q: Secondary metabolites biosynthesis, transport and catabolism

IR: General function prediction only
S: Function unknown

.T: Signal transduction mechanisms
U: Intracellular trafficking, secretion, and vesicular transport
V: Defense mechanisms

|| w: Extracellular structures

I I - . .X: Mobilome: prophages, transposons

0- [ Y: Nuclear structure
| z:cytoskeleton

Frequency
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Function Class

Supplementary Figure S2. Classification statistics of COG annotation of differentially expressed genes in F and S cell lines
of Korean pine.



Endocytosis [ | 11(2.28%) Cellular Processes

MAPK signaling pathway - plant | | 43 (8.90%)
Plant hormone signal transduction T ] 31 (6.42%) Environmental Information Processing
ABC transporters [___| 8 (1.66%)
Protein processing in endoplasmic reticulum | | 32(6.63%)

Ubiquitin mediated proteclysis 15 (3.11%)
Spliceosome [ ] 10(2.07%)
Ribosome [ 8 (1.66%) Genetic Information Processing
RNA transport [ | 7 (1.45%)
Ribosome biogenesis in eukaryotes [] 5 (1.04%)
Aminoacyl-tRNA biosynthesis [] 4 (0.83%)
Phenylpropanoid biosynthesis | | 39 (8.07%)
Starch and sucrose metabolism [T 31 {6.42%)
Carbon metabolism [T 21 (4.35%)
Biosynthesis of amino acids [T 16 (3.31%)
Glycerophospholipid metabolism [T 15 (3.11%)

Cutin, suberine and wax biosynthesis 12 (2.48%)

Glutathione metabolism 12 (2.48%)

Glycerolipid metabolism 12 (2.48%)

Cysteine and methionine metabolism 11 (2.28%)
Glycelysis / Gluconeogenesis 11 (2.28%)

Glyoxylate and dicarboxylate metabolism 11 (2.28%)
Amino sugar and nucleotide sugar metabolism | 10 (2.07%)

alpha-Linclenic acid metabolism [ 10 (2.07%)
Carbon fixation in photosynthetic organisms [0 9 (1.86%)
Flavonoid biosynthesis [ 9 (1.86%)
Cyanoamino acid metabolism [ 8 (1.66%)
Pentose and glucuronate interconversions [N § (1.66%)

Galactose metabolism 7 (1.45%)
Glycosy|phosphatidylinasitol {GPI}-anchor biosynthesis [0 7 (1.45%) Metabolism

Other glycan degradation [0 7 (1.45%)

Ascorbate and aldarate metabolism [ 6 {1.24%)

Carotenoid biosynthesis [ 6 (1.24%)

Fructose and mannose metabolism [0 6 (1.24%)

Pentose phosphate pathway [0 6 (1.24%)

Phenylalanine metabolism [0 6 {1.24%)

Tyrosine metabolism [0 6 {1.24%)

Ether lipid metabolism [ 5 (1.04%)

Fatty acid elongation [ 5 (1.04%)

Photosynthesis [0 5 (1.04%)

Ubiquinone and other terpenoid-quinone biosynthesis [ 5 (1.04%)

Brassinosteroid biosynthesis [ 4 {0.83%)
Diterpenoid biosynthesis [ 4 (0.83%)
Fatty acid metabolism [ 4 (0.83%)
Glycosaminoglycan degradation [ 4 {0.83%)
Lysine degradation [ 4 (0.83%)
Purine metabolism [ 4 (0.83%)
Pyrimidine metabolism [ 4 (0.83%)
Plant-pathogen interaction |
Circadian rhythm - plant 9 {1.86%}

0% 10% 20%

Annotated Genes

0,
] 64 (13.25%) Organismal Systems

Supplementary Figure S3. KEGG Pathway classification of differentially expressed gene in two cell lines of Korean pine.



