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Figure S1. The networking analysis of Chinese chive by NAP. Network was visualized with nodes (compounds) 
and edges (mass differences) through Cytoscape 3.8.0. Blue hollow nodes are represented by NAP Consensus top 
ranked candidates annotated in silico.
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Figure S2. HR-ESI-MS of compound 1. 

 



 

Figure S3. 1H-NMR spectrum of compound 1 (400 MHz, methanol-d4) 



 

Figure S4. 13C-NMR spectrum of compound 1 (100 MHz, methanol-d4) 



 

Figure S5. HSQC spectrum of compound 1 (methanol-d4) 



 

Figure S6. HMBC spectrum of compound 1 (methanol-d4) 



 

Figure S7. Skeletal muscle cell differentiation activities of compound 1 and 7 from Chinese chive on C2C12 
cells. The levels of p-PI3K p85, p-Akt, p-FoxO1, p-mTOR, p-p70S6K, MyoD proteins were determined using 

Western blot analysis. Every level of proteins versus β-Actin were measured by densitometry. Data were 
statistically compared by two-tailed one-way ANOVA and Tukey’s post-test using Prism software (Version 4.00; 
GraphPad Inc., La Jolla, CA, USA). a-eValues having different superscripts are significantly different at p < 0.05. 


