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Supplementary Figure S1. The melting peaks of candidate reference genes. Plots a-i represent the melting peaks of 5.8S rRNA, U6 snRNA, 

ACT, UBQ, GAPDH, EF1, miR160e, miR164a, and miR168, respectively. 

 

 

 

 



 

Supplementary Figure S2. The physiological response of grapevine leaves for different stresses. Plots a-c represent the H2O2 content at six 

sampling time points under salinity, cold and drought stress, respectively; Plots d-f represent the MDA content at six sampling time points under 

salinity, cold and drought stress, respectively; Plots g-i represent the SOD activity at six sampling time points under salinity, cold and drought 

stress, respectively. 


