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Figure S1. The GO enrichment analysis of DEGs between the ms mutant and WT at 15

days after germination (DAG).

All significantly enriched GO terms (P value < 0.05) based on biological process,
cellular component, and molecular function enriched from the DEGs between the ms
mutant and WT at 15 DAG. Numbers of up- and down- regulated DEGs of enriched

GO terms are shown. Complete data can be found in Table S3.
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Figure S2. The GO enrichment analysis of DEGs between the ms mutant and WT at 20

days after germination (DAG).

All significantly enriched GO terms (P value < 0.05) based on biological process,
cellular component, and molecular function enriched from the DEGs between the ms
mutant and WT at 20 DAG. Numbers of up- and down- regulated DEGs of enriched

GO terms are shown. Complete data can be found in Table S3.
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Figure S3. The GO enrichment analysis of DEGs between the ms mutant and WT at 25
days after germination (DAG).

All significantly enriched GO terms (P value < 0.05) based on biological process,
cellular component, and molecular function enriched from the DEGs between the ms
mutant and WT at 25 DAG. Numbers of up- and down-regulated DEGs of enriched GO
terms are shown. Complete data can be found in Table S3.



GO Enrichment BarPlot

(G0:0010200 | response to chitin

(G0:0006952 | defense response

GO:0009873 | ethylene-activated signaling pathway
G0:0009409 | response to cold

G0:0006915 | apoptotic process

G0:0050832 | defense response to fungus
G0:0009414 | response to water deprivation
G0:0009611 | response to wounding

(G0:0009408 | response to heat

G0:0045454 | cell redox homeostasis

(G0:0009753 | response to jasmonic acid
GO:0045087 | innate immune response
G0:0042542 | response to hydrogen peroxide
G0:0009834 | plant-type secondary cell wall biogenesis
G0:0010193 | response to ozone

G0:0009644 | response to high light intensity
G0:0009809 | lignin biosynthetic process
(G0:0009736 | cytokinin—activated signaling pathway
G0:0010114 | response to red light

(G0:0006662 | glycerol ether metabolic process
G0:0042128 | nitrate assimilation

G0:0006073 | cellular glucan metabolic process
(G0:0042538 | hyperosmotic salinity response
G0:0010224 | response to UV-B

G0:0009631 | cold acclimation

5

—1 Biological Process

GO0:0048046 | apoplast

G0:0031224 | intrinsic component of membrane

GO:0000151 | ubiquitin ligase complex |

G0:0009579 | thylakoid

G0:0009295 | nucleoid

GO0:0009536 | plastid

GQO:0005811 | lipid droplet

(G0:0000506 | glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complex
G0:0072372 | cilium

G0:0030017 | sarcomere

G0:0001726 | ruffle

GO:0071942 | XPC complex

G0:0001917 | photoreceptor inner segment

G0:0001651 | dense fibrillar component

G0:0005671 | obsolete Ada2/GenS5/Ada3 transcription activator complex

GO Term

G0:0005488 | binding

G0:0005506 | iron ion binding
(G0:0015035 | protein—disulfide reductase activity
G0:0004888 | transmembrane signaling receptor activity

-
— 1
—
i

=
—

G0:0045543 | gibberellin 2-beta-dioxygenase activity ﬁs
0 102030405060

Gene Number

Figure S4. The GO enrichment analysis of DEGs between the ms mutant and WT at 30
days after germination (DAG).

All significantly enriched GO terms (P value < 0.05) based on biological process,
cellular component, and molecular function enriched from the DEGs between the ms
mutant and WT at 30 DAG. Numbers of up- and down-regulated DEGs of enriched GO
terms are shown. Complete data can be found in Table S3.
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Figure S5. The GO enrichment analysis of DEGs between ms mutant and WT at 35

days after germination (DAG).

All significantly enriched GO terms (P value < 0.05) based on biological process,
cellular component, and molecular function enriched from the DEGs between the ms
mutant and WT at 35 DAG. Numbers of up- and down-regulated DEGs of enriched GO

terms are shown. Complete data can be found in Table S3.
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Figure S6. Relative transcript levels of genes involved in the CK signaling pathway.

(A) Heatmaps indicating the relative transcript levels (log2FC) of IPTs, (B) AHKs, (C)
AHPs, (D) type-A ARRs and (E) type-B ARRs in the SAMs of the ms mutant compared
with the WT at 15, 20, 25, 30, and 35 DAG, respectively. * highlights genes that were
differentially expressed between the ms mutant and WT (p value < 0.05; [log2(fold

change) | > 1). Gene names and transcript levels are listed in Table S6.



