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Supplementary Figure

Figure S1. Changes in stalks during development in three stages, namely the seedling stage
(S1), bolting stage (S3), and flowering stage (S5). The red box shows the sampling section

used for RNA-seq and anatomical analysis. Bar =5 cm.
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Figure S2. Expression pattern of novel transcripts. (a) Stage S1. (b) Stage S3. (c) Stage S5. (d)
Pairwise comparisons of novel transcript expression levels. The numbers of up- and

down-regulated genes in each pair of stages is presented.




a R*=0.9768 i b a R*=0.9766 W
g | . % P
? -
o a S
~3 ch 2
n b i
s s i
5 || $
-5 -
= =z
& 2
2 8 | hhion
& s
= T T T T = T T T T
1e-03 1e-01 1e+01 1e+03 1e-03 Te-01 Te+01 1e+03
FPKM of S1-1 FPKM of S3-1
C d ‘
R*=0.8982 oo an oK1 '°’9
3 _ . 08
- ) " 07
e i3 o 074 077 CKS-2
‘ < ed 06
- ‘ ' .
r';; 2 11 & 074 0.73 CKB-1
a= P
(=] . : : .
§ o7 0. CKB-2
m -—
S
-

1e-03
L
|
(<]
X
x
n

1e-03 1e-01 1e+01 1e+03

FPKM of S5-1

Figure S3. Correlation between gene-expression levels in two biological replicates for each
stage. Pearson’s correlation coefficients between (a) S1-1 vs. S1-2, (b) S3-1 vs. S3-2, (c) S5-1

vs. S$5-2, and (d) six samples. R? > 0.8 was used as the cut-off for statistical significance.



0.5

-0.5

w0
w

w
—_

[92]
o

Figure S4. Heatmap of DEGs across three stalk-development stages in the flowering Chinese
cabbage. Expression values of three stages presented as FPKM values normalized with the
row Z-score. Eight main clusters are shown by the yellow and green bars, which were

clustered using the Euclidean distance method associated with complete-linkage.



Top 20 of Pathway Enrichment
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Figure S5. Top twenty pathway enrichments in all DEGs.
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Figure S6. Number of genes in plant hormone signal-transduction pathways in each profile.
“*” indicates a plant hormone signal-transduction pathway that was significantly enriched in

a gene-expression profile (g value < 0.05).
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qRT-PCR
Figure S7. Validation of the RNA-seq gene-expression data by gRT-PCR. Nine DEGs from
the RNA-seq data were used for qRT-PCR assays. Pearson’s correlation coefficients between
the RNA-seq and qRT-PCR data were unexceptionable, with R? > 0.8 as the significance
threshold. The row Z-scores of the FPKM and gRT-PCR data are shown.



Supplementary Table

Table S1. List of novel transcripts that were annotated.

Table S2. GO terms (q value < 0.05) significantly enriched in the biological process category

by DEGs in flowering Chinese cabbage.

Table S3. Top ten biological GO process significantly enriched in profiles 1, 4, 6, and 7.

Table S4. Flowering time-associated genes in flowering Chinese cabbage.

Table S5. Gene information and sequences of primers used for gRT-PCR.



