Supplementary Materials

Table S1 List of the primers used for the qRT-PCR experiment

gene name Forward primer Reverse primer

CmUBI AGCTGAGCAGACTCCCGATG AGGCGAATCATCAGTACCAAGT
HEMA1 ACTAGAAACCGTTCCTACAATCC AAGTCCTGTCATCACTTCCGTC
HEMA?2 AGGTCACCGAATGGATGTCTAAGG CCGCCAATCTTCCTATCAAATCC
GSA1 ATGTATGGGTGTACTGAGGCTAG AATGTCATTATAGGGTGATGTTAGG
HEMBI1 ATTCGGCTGCTCAAAGACAAGTATC TCACTAGGGCTCACGACATCTGC
HEMC1 ACTCAACCTCTTGCAGATATTGGTG TTGTCAGGCAGATAAGTTGGGAC
HEMD1 ATCCACTGTTTTGTATCCTGCCTC GGTAGAAGATTGACCCAAGCACG
HEMF1 CCAGGAGCACCAAGGCAGTG CTCGCCTCTCATTTCGGTGC

HEMG1 TGAGAAAGATGGGTATTTGTGGGAG GGTCAAAGAAAGGTATATCAGAAGG
CHLD1 ATTGTTGAAAGGGAAGGAATCAG CCTCATTACTCTGTTCTTGAAACTGTG
CHLH1 GACTAACCTTGTCGGGAGTCTAAGG CACCCTCATAGCCACTAGACAGC
CHLI1 TTACAGTGGTTGCTGCCGACC ATGCTTTAACACCCTCTGTGAGTGC
CHLM1 CTTGAACGGGAAATACGATACGG GATCATAATAGAATGTCTTGGGTGC
CRD1 TTGAGAACTGGTGCCAAGACG GAAAGCGGTTCTTTGAGTATCATTC
DVR1 AATTTGAGGGTGAGTTGGTTG CATCGCCAAACATCACATAAG
PORA1 AATGCAAGAGTTCCATAGACGATAC AAGCTTGAATCACTTACTACCTGTG
CHLG1 TGGAACCCTTACACCTGACATAG TGCCAATGCGTAATATGGTTTAC
CAO1 ATCCCTTCACTACTACCACCTCC ATCCCAGTATCCTTGAAGACCAG
NYC1 TCAGGGGATCGAGTGGTTATTG CACAAACATCACATGACGTGCC
NYC2 TGATTTGATTTGGTATAGTITGGGTC CCTGAAAGTAGGAACTCACGAGC
NYC3 TTTGATTTGGTATAGTTGGGTCG TAACCACACGATCTCCTGAAAGTAG
CLH1 CTAAAGGGATTAGAGGGAAATCTAC TCATCTTTTATTGCCATTAAATGAC
PPH1 ACTTCGCAGCATGTAACCCTAAC CATCTTCTCCCAAACAATTTCTATG
PAO1 GGGCATCTGCAATGTTCTTACC CCATACAAAGAGCAAACCTTGAGAC
PAO2 ATGGCACGAACATATGACTTCAAAC TAAGCCAATTTCTAAACGCCAGTAC
RCCR1 TTGTAGTCTTCCACCTGATGTCC ACTTGTGATGTTCAAGGCTCCTC
SGR1 GTCGCTTCACGTTCATTGTCA GGACCCCAACACTCGACTTT

CmERF CGTATCTGGCTAGGTTCTTACTCCTC AGGGCGTCAACTTTAGCTCCAA
CmbHLH TCGCTGGTTCTGCTTATTTTCA TTAAATTGCTTCCTTCCTACGC
CmCLO16a CGTGCTCGGTGGTATTGT CTGGCTTCATCACTTCCTATCT

CmCOL16b

TCGGTTATGATTCCACGATGA

AGGATTGCTATTCCCAGTCCA




GS3 5= om 0w o
GS3 2- ar oma e r
GS3_1- om0 e
GS2_3 - el ey et st
G52 2- ome om o
GS2_1-[om om e WS 1
G&1_3-
G812~ X e 23 zaw amn|oms s amr

ORE | ven e e oo o 0m

WS3 3= 57 om o

PE2 (14.40%)

Gse 2 ® asz

WS3 2- am ura cam ==

20

WS3_1- oo e o
G
WE2_3- am: om o
W82 2- on um o
an
WS2 - omi o

- vl

WSt _3-

T
1
1
1
i
1
1
1
1
|
1
1 . ws2
1
|
1
1
1
1
|
1
1
1
1

om4 ar amr| om oe o

1

1

- wam_z

WET_1 -] am1 am e amr o ur tme o o 07 can

A g B N Y
S L e B S PCA (53.88%)
FEEE S

Figure S1 Pearson’s correlation and Principal component analysis of gene expressions in each sample of green pools
and white pools. (A) Pearson’s correlation between each sample. (B) Principal component analysis of gene expressions

in ray florets from green pools and white pools at three stages.
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Figure S2 Functional annotations of the transcriptome data. (A) Functional annotations of the transcriptome data in
seven databases. (B) Species distribution of the BLASTX result against the Nr database.

A B
= Category g
g = BP %
g || v N |
|IIIIIIII | ““ IIIII..I-------__
Wi Wf e (AT I AL IS LSS TS
¥ o y’a‘ & & & o
y & /e
e &@ < \"'.o & ’ & & & d? g
D777 a4
E; in‘

Figure S3 Functional classification of DEGs among different samples. (A) GO functional classification of DEGs. (B)
KEGG functional classification of DEGs.
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Figure S4 Expression pattern of eigengenes in 12 modules.
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Figure S5 Functional classification of genes in black module. (A) GO functional classification of genes in black module.

(B) KEGG functional classification of genes in black module

S1 GS2  GS3 WS1 WS2 WS3 GenelID TF family

Cse_sc005219.1_g040.1
Cse_sc016496.1_g010.1
Cse_sc028437.1_g040.1

Cse_sc000102.1_g110.2

Cse_sc0534309.1_g010.1
Cse_sc008044.1_g070.1
Cse_sc005439.1_g050.1
novel. 4250

Cse_sc018144.1_g020.1
Cse_sc004393.1_g040.1
Cse sc000309.1 g020.1
Csc_sc000455.1_g040.1
Cse_sc002763.1_g030.1
Cse_sc028267.1_g020.1
Csc_sc012446.1_gh20.1
Cse_sc026878.1_g010.1
Csc_sc007199.1_g050.1
Cse_sc005841.1_g010.1
Cse_sc001102.1_g090.1
Csc_sc007254.1_g020.1
Cse_sc000388.1_g010.1
Csc_sc016579.1_g010.1
Cse_sc007271.1_g010.1
Cse_sc004760.1_g030.1
Csc_sc021212.1_g020.1
Cse_sc002912.1_g060.1
Cse_sc008426.1_g010.1
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Figure S6 Heatmap of transcription factors in black module.



