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Appendix1 Gene primer sequences
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Name Sequence(5°-37) Purpose
CmJAZI-F AAGACGAGCATCGCTAAACA RT-qPCR 4 #7
CmJAZI-R ATTCAAAGAAGCATCCACCATAAC RT-qPCR 4 #7
CmJAZ2-F TGCCTCAAGGATCTCATCAAC RT-qPCR 4 #7
CmJAZ2-R GCCTTGATCTTCCATGCTACT RT-qPCR 4 #7
CmJAZ3-F CTCAGCAACGCCTACTGATAC RT-qPCR 4 #7
CmJAZ3-R TCAAGAAACCGAGCCAAAGA RT-qPCR 4 #7
CmJAZ4-F CTTGGAGAAGAGGAAAGACAGAA RT-qPCR 4 #7
CmJAZ4-R CCAAGTCCCAACCATGTCTTA RT-qPCR 4 #r
CmJAZS5-F TCCAGGTGGAGATAGGATGAA RT-qPCR 4 #r
CmJAZ5-R ATTGACCACGATGACCTGAC RT-qPCR 4 #7
CmJAZ6-F CTAAGGATTCGGATTTGCCTATTG RT-qPCR 4 #7
CmJAZ6-R CTGGTTCTGGTTCGGGTTAT RT-qPCR 4 #7
CmJAZ7-F TCCGTCTGTTGGTTCCTTTC RT-qPCR /41
CmJAZ7-R ACGTTCACCATTCCACCATAA RT-qPCR /41
CmJAZS-F GCGGTATGGTGAATGTCTATGA RT-qPCR /41
CmJAZ8-R GTGTCCTTGGTTGAGGTGAA RT-qPCR /41
CmJAZY-F GCTTTCGGATCGTCGAGATATT RT-qPCR /41
CmJAZ9-R GAAACCCGAGCTAGCAGATG RT-qPCR /41

EFla-F TTTTGGTATCTGGTCCTGGAG RT-qPCR /41
EFla-R CCATTCAAGCGACAGACTCA RT-qPCR 41
Sac I gAgAgAACACgggggACgAgCTC CmJAZI RNAi 3R IR
BamH / gTTCTACTTACETAATCggATCC CmJAZ1 RNAi 3R R4 5
Xba I TCTTGTGTGTTTGCAGGTCTAGA CmJAZ1 RNAi 3R R4 5

Sal |

gAACgAAAgCTCTgCAggTCgAC

CmJAZI RNAi A4 4

M 2 BRI = ik £

Table 2 Double enzyme digestion reaction system
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reagent Usage (ul)
Quick Sacl 0.5
Quick Xbal 0.5
10xQ cut Buffer 2.0
2300-eGFP 2.5
ddH,O0 14.5
Total 20.0
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Table3 Connection reaction system

vl & (D
reagent Usage (ul)
LA A 1.0
FEDH B 4.0
5 R 2.0
NovoRec®plus H 41§ 1.0
ddH,0 2.0
SN 10.0
W 4 B7K%E PCR R R
Table4 The PCR reaction system for colony identification
A A& (uD
reagent Usage (ul)
2xEasyTaq®PCRSuperMix(+dye) 10.0
514 1.0
FEEIEY 1.0
cDNA 1.0
ddH,0 7.0
SNV 20.0
Wiz 5 BV PCR RMFET
Table5 The protocol of PCR reaction for colony identification
SRR R R LA

Reaction program

reaction condition




AR 95°C, 3min

A 95°C, 30sec
Bk 58°C, 30sec
SEA 72°C, 1min
EH 235 30cycles
A 72°C, 5min
specific hits
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B C
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Al CmJAZI YRFHDHT, B RNA RERN, C EF=E
A :RNA quality detection. B: Gene cloning
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Fig.1 Cloning of CmJAZI gene in chrysanthemum
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Fig.2 Analysis of phosphorylation sites of CmJAZI protein
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A:protein hydrophilicity analysis. B:protein protein domain prediction
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Fig.3 CmJAZ]I protein bioinformatics analysis
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A CmJAZ1-2300 35 E A FE¥k PCR £F; B: CmJAZI-RNAi R E1EH PCR £F (M R~ Marker, IFR<EE)
A: PCR identification of CmJAZ1-2300 transgenic plants. B: PCR identification of CmJAZI-RNAI transgenic plants. ('M' stands for

Marker, and numbers indicate repetitions.)
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Fig.4 PCR identification of transgenic plants



