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Figure S1. 1H, 13C and HRMS spectra of C1  
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Figure S2. 1H, 13C and HRMS spectra of C2  
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Figure S3. 1H, 13C and HRMS spectra of C3 
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Figure S4. 1H, 13C and HRMS spectra of C4 
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Figure S5. 1H, 13C and HRMS spectra of C5 
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Figure S6. 1H, 13C and HRMS spectra of C6 
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Figure S7. 1H, 13C and HRMS spectra of C7 
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Figure S8. 1H, 13C and HRMS spectra of C8 
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Figure S9. 1H, 13C and HRMS spectra of C9 
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Figure S10. 1H, 13C and HRMS spectra of C10 
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Figure S11. 1H, 13C and HRMS spectra of C11 
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Figure S12. 1H, 13C and HRMS spectra of C12 
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Figure S13. 1H, 13C and HRMS spectra of C13 
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Figure S14. 1H, 13C and HRMS spectra of C14 
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Figure S15. 1H, 13C and HRMS spectra of C15 
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Figure S16. 1H, 13C and HRMS spectra of C16 
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Figure S17. 1H, 13C and HRMS spectra of C17 
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Figure S18. 1H, 13C and HRMS spectra of C18 
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Figure S19. Molecular Docking of C6 and DL1b to ShHTL7 (PBD code:7SNU). The 

3D diagram of interaction of the ligands C6 (A) and DL1b (B) with SL receptor 

ShHTL7. The 2D view of C6 (C) and DL1b (D) in the catalytic site of ShHTL7.  
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Construction of AtD14 protein expression vector 

Wild-type Arabidopsis was used for RNA extraction, followed by reverse 

transcription into cDNA. PCR amplification was performed using primers 

with the desired vector, with primer sequences as follows: F: 

CCGGAATTCATGAGTCAACACAACATC, R: 

CCGCTCGAGAAGTCACCGAGGAAGAGC. 

Purification of AtD14 protein expression 

(1) The expression strain was inoculated into 5 mL of LB medium 

containing Kan (1/1000) antibiotic and incubated at 37 °C with shaking at 

180 rpm for 8-10 hours. 

(2) The well-shaken culture was transferred to 150 mL of LB medium 

containing Kan (1/1000) antibiotic, and incubated at 180 rpm for 1-2 

hours. 

(3) 0.2 mM IPTG was added to the culture, inducing protein expression 

overnight at 18°C with shaking at 180 rpm. 

(4) After centrifuging at 5000 rpm for 10 minutes, the supernatant was 

removed. Then, the pellet was resuspended in 1 ml of binding buffer by 

thoroughly mixing. 

(5) A cell disruptor was used to lyse the cells in ice for 20 minutes and the 

apply ultrasound at 30% power, 2 seconds on, 3 seconds off. The lysate 

should be clear and free of cell debris. 

(6) Centrifuge at 4°C, 12000 g for 15 minutes and collect the supernatant, 
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which contains the soluble protein. 

(7) 600-700 μl of Ni-affinity column resin was added to the column and 

washed once with water, washed with binding buffer for twice. The 

supernatant containing the protein was loaded onto the column, allowing 

the solution to pass through the gel. 

(8) After the solution has passed through, the column was washed twice 

with 10 mL of binding buffer. 

(9) The protein was eluted with 1 mL elution buffer containing 50 mM 

imidazole and eluted with the elution buffers containing 100 mM and 150 

mM imidazole. The eluate was collected in a 1.5 mL centrifuge tube, 

measuring the protein concentration by collecting 1-2 drops of eluate. 

After the protein was determined, the desired protein was collected. 

(10) The column was washed twice with binding buffer, followed by a 

wash with water. After the final wash, add 20% ethanol for storage was 

added for next use (the column can be reused 2-3 times). 

(11) SDS-PAGE gel electrophoresis was performed to determine the 

purity of the purified protein and measure protein concentration. 

 

 

 
 


