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Figure S1. Partial least square-discriminant analysis (PLS-DA) cross validation from 
quantified metabolites of beef aged by different method and crust. Validation was evaluated (a) 
overall groups, (b) dry- and wet-aged beef, (c) crust and dry-aged beef, and (d) crust and wet-
aged beef. 

 



Figure S2. Representative 1H-13C hetero nuclear single quantum coherence (HSQC) NMR 

spectrum from 28 day-aged crust of dry aging extracts acquired using a 850 MHz cryo-NMR 

spectrometer and metabolites list of pattern integration for 2D qNMR analysis. 

 



Figure S3. Standard curves of quantification from 1H-13C hetero nuclear single quantum 

coherence (HSQC) based on the 1D 1H quantitative NMR using a 850 MHz cryo-NMR 

spectrometer. 

 

 


