A1 A2 A3 B_1 B 2

= oxon = exon = exon = exon = gxon
intron intron
tergenic jotergenic

intron
jatergenic

intron
jiotergenic

jotergenic

7.01%

4.64%

B 3 C1 Cc2 c3 D 1

H exon = exon  exon = exon
intran intron

tergenic ergenic tergenic tergenic

87.76% 88.48%

6.12%
4.33%

D_2 D3 E_1 E2 E_3
| exon -, exon = axon m exon - axon

intron intron intron intron
jotergenic iptergenic iotergenic itergenic iotergenic

4.57%

F_1 F2 F3

= eon = exon = exon
intron
tergenic ergenic tergenic

Supplemental Figure S1. The statistics of gene mapped regions in 18 samples.
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Supplemental Figure S2. Gene expression statistics of all 18 samples. a. The boxplot of gene expressions in 18 samples; b. The density of gene
expressions in 18 samples; c. The violin plot of gene expressions in 18 samples; d. The pearson correlation analysis in 18 samples.
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Supplemental Figure S3. The gene expression heatmap of Kingdonia uniflora leaf tissue A vs. B vs. C (a) and flower bud tissue D vs. E vs. F (b).
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Supplemental Figure S4. The GO enrichment results of DEGs in Kingdonia uniflora leaf tissue A vs. B vs. C.
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Supplemental Figure S5. The GO enrichment results of DEGs in Kingdonia uniflora flower bud tissue D vs. E vs. F.
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A and B group.
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Supplemental Figure S7. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
KEGG enrichment scatter plot (d), the GO Gsea enrichment analysis (e) and the KEGG Gsea enrichment analysis (f) of DEGs between leaf tissue

A and C group.



BVSC

2001

1501

-log10 of gval
8

50 |

-20

-10 0
log2 of Fold change

10

GO Term

GO:0008150 | biological_process

GO:0006355 | regulation of transcription, DMA-templated
GO:0006351 | transcription, DMA-templated
G0:0006468 | protein phosphorylation

GO:0055114 | obsolete oxidation-reduction process
‘GO:0006952 | defense response

GO:0055085 | transmembrane transport

GO:0008412 | translation

G0:0009793 | embryo development ending in seed dormancy
GO:0009651 | response to salt stress

GO:0009414 | response to water deprivation
G0:0009409 | response to cold

GO:0009737 | response lo abscisic acid

‘GO:0009408 | response to heat

GO:0016567 | protein ubiquitination

GO:0044550 | secondary metabolite biosynthetic process
GO:0016310 | phospharylation

GO:00094186 | response to light stimulus

G0:0007275 | multicellular organism development
GO:0046686 | response to cadmium ion

GO:0071555 | cell wall organization

G0:0009611 | response to wounding

GO:0007166 | cell surface receptor signaling pathway
GO:0006457 | protein folding

G0:0009813 | flavonold biosynthelic process

GO:0005634 | nucleus

GO:0005886 | plasma membrane
GO:0005737 | cyloplasm
GO:0016021 | integral component of membrane
GO:0009507 | chloroplast
GO:0005739 | mitochondrion
GO:0005829 | cytosol

GO:0016020 | membrane
GO:0005576 | extracellular region
GO:0009506 | plasmodesma
GO:0005794 | Golgi apparatus
GO:0009570 | chloroplast stroma
GO:0005783 | endoplasmic reticulum
GO:0005618 | cell wall

GO:0009941 | chloroplast envelope

GO:0003674 | molecular_function

GO:0005515 | protein binding

GO:0005524 | ATP binding

G0:0003700 | DNA-binding transcription factor activity
G0O:0004674 | protein serine/threonine kinase activity
GO:0003677 | DNA binding

GO:0046872 | metal ion binding

G0:0016301 | kinase activity

G0:0003723 | RNA binding

GO:0008270 | zinc ion binding

GO Enrichment BarPlot

N up I Down

0 200 400 600 800

Gene Number

Biological Process

Cellular Component

Molecular Function



GO _Term

GO Enrichment ScatterPlot

GO:0010200 | response to chitin
GO:0004674 | protein serine/threcnine kinase activity
GO:0005886 | plasma membrane
G0:0003700 | DNA-binding transcription factor activity
GO:0006468 | protein phospherylation
G0:0042128 | nitrate assimilation
GO:0009611 | response to wounding
GO:0009755 | hormone-mediated signaling pathway
GO:0006351 | transcription, DNA-templated
GO:0009408 | response to heat
G0:0000463 | maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.85 rRNA, LSU-rRNA.
GO:0080167 | response to karrikin
GO:0016301 | kinase activity
GO:0006952 | defense response
G0:0000271 | polysaccharide biosynthetic process
G0:0003333 | amino acid transmembrane transport
GO:0016987 | sigma factor activity
GO:0045548 | phenylalanine ammonia-lyase activity
GO:0005315 | inorganic phosphate transmembrane transporter activity
GO:0009416 | response to light stimulus

[Nt

Gene Number

® 200
® o

. 600
0~

P.value
- 1.15e-11

274e-05

. 5.48e-05

Rich Factor

KEGG Enrichment ScatterPlot

map00195 | Photosynthesis

map00941 | Flavonoid biosynthesis

map04075 | Plant hormone signal transduction
map04016 | MAPK signaling pathway — plant
map00062 | Fatty acid elongation

map00908 | Zeatin biosynthesis

map04626 | Plant-pathogen interaction
map00333 | Prodigiosin biosynthesis

map00410 | beta-Alanine metabolism

map00780 | Biotin metabolism

map00300 | Lysine biosynthesis

map04070 | Phosphatidylinositol signaling system
mapQ00860 | Porphyrin and chlorophyll metabolism
map00220 | Arginine biosynthesis

map00906 | Carotenoid biosynthesis

map00940 | Phenylpropancid biosynthesis

Pathway

map00903 | Limonene and pinene degradation
map00250 | Alanine, aspartate and glutamate metabolism
map00280 | Valine, leucine and isoleucine degradation
map04712 | Circadian rhythm — plant

g N
53 7

=
o~

Rich Factor

S
o

%

Gene Number

® 3
@ o
@ -
. 120

P.value
gy 76904

2.58e-02

. 5.09e-02



RESPONSE_TO_CHITIN
TOXIN_GATABOLIG_PROGESS

PHOTOSYSTEM_II
INDOLE_GLUCOSINCLATE_METABOLIC_PROCESS
POLLEN_TUBE

POLLEN_TUBE_GUIDANCE
HORMONE_MEDIATED_SIGNALING PATHWAY
CINNAMIC_ACID_BIOSYNTHETIC_PROCESS'
RESPONSE_TO_WOUNDING
CHLOROPLAST_AVOIDANGE_MOVEMENT
DEFENSE_RESPONSE_TO_OTHER_ORGANISM.
INTRAGELLULAR_LIGAND_GATED._ION_CHANNEL_AGTIVITY
JIONOTROPIC_GLUTAMATE_REGEPTOR_AGTIVITY
AT_ONA_BINDING
POSITIVE_REGULATION_OF_SEED_GERMINATION
L_PHENYLALANINE_GATABOLIG_PROGESS
RESPONSE_TO_BLUE_LIGHT
POLYSACCHARIDE_BIOSYNTHETIC_PROCESS
CIRCADIAN_RHYTHM
RESPONSE_TO_RED_LIGHT
PROTEIN_DEPHOSPHORYLATION
RESPONSE_TO_KARRIKIN

UBIQUITIN_BINDING

CELLULAR RESPONSE_TO_PHOSPHATE_STARVATION

GHLOROPHYLL_BINDING
THYLAKOID_MEMBRANE_ORGANIZATION
PLASTOGLOBULE
RESPONSE_TO_FAR_RED_LIGHT

RED_OR FAR RED_LIGHT SIGNALING PATHWAY
MONOTERPENE_BIOSYNTHETIC_PROGESS

.

Top 30 of GSEA Enrichment

°
o
5

Top 30 of GSEA Enrichment

CIRGADIAN R-YTHM PLANT
BLAVI 1 IHOGEY N IEHAS
PHGEPHATIYLINGSITOL SIGMALING BY:

INCEITOL PHOSFHATE META
PHENVLALANI UE_META!
ASAGHDDNIC 45D META
AL _ALKALGID_BIGEYNTI

Pushe

PHOTEIN_PHECESSING IN ERDOPLASHIC & 1EULUR -
FATTY 4010 BIDEYNTHESIS

VR IDINE M ABD

CLTIN. SUIERIYE AND WER BIDSYNTHESIS
GLYGOSTHINGELIID_BIOEFNTHESLE_GANGLID,

R
BLTOSAYINOGLYGAN_DES TASATION-

MONCEACTAL BIGSYNTHESIS-

RIECSOVE BIOGENESIS 1N

e ———
- —
—
oo —
e ———
——
—
I
——
——
—
——
—
——
I
——
1
FIOTIN_=TARI 15t S
I
——
—
e ————
- I
FHOTORINTHESIS. ——
U BN
Fii. POLAERASE.
k3 a1 0 i £
NES

f.

P

Supplemental Figure S8. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
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Supplemental Figure S10. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
KEGG enrichment scatter plot (d), the GO Gsea enrichment analysis (e) and the KEGG Gsea enrichment analysis (f) of DEGs between flower bud

tissue D and F group.
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Supplemental Figure S11. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
KEGG enrichment scatter plot (d), the GO Gsea enrichment analysis (e) and the KEGG Gsea enrichment analysis (f) of DEGs between flower bud

tissue E and F group.
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Supplemental Figure S13. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
KEGG enrichment scatter plot (d), the GO Gsea enrichment analysis (e¢) and the KEGG Gsea enrichment analysis (f) of DEGs between leaf tissue
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Supplemental Figure S14. The volcano plot of gene expression pattern (a), the GO enrichment bar plot (b), the GO enrichment scatter plot (c), the
KEGG enrichment scatter plot (d), the GO Gsea enrichment analysis (¢) and the KEGG Gsea enrichment analysis (f) of DEGs between leaf tissue

C and flower bud tissue F group.



