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Amino acids are always of interest due to their availability in so many samples in biochemistry.  They have many functions in metabolism critical to life and are seen as the building blocks of proteins.  Linear chains can be formed in many sequences to produce a variety of proteins.  Key in nutrition supplements, fertilizers, food technology as well as areas such as biodegradable plastics, drugs and chiral catalysts.  Many industries therefore rely on accurate results when trying to measure amino acids in the products or by-products.

Amino acids are relatively simple molecules containing an amine group a carboxylic acid group and a side chain that alters.  Due to the variability of the side chain and the potential for one or more of the groups to be charged amino acids can prove troublesome to retain and resolve from each other in LC or LC-MS.  They can incorporate varying degrees of hydrophobic and hydrophilic nature, whose wide range can make it difficult to analyse them all in one run.

In this poster we show a simple reversed phase separation of all of the amino acids commonly referenced, using a polar-endcapped stationary phase and a buffer/organic gradient.  Good resolution of the compounds provides better qualitative results along with higher sensitivity and quantification levels.  We discuss the methods that have been tried before and why this particular method is simple and yet comprehensive.
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