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RSD		  Relative standard deviation 

RSM		  Response surface methodology

SIL		  Stable-isotope labelled

SL		  Sheath-liquid

SPE		  Solid-phase extraction

SPME		  Solid phase microextraction

SUC 		  Succinic acid 

TCA		  Tricarboxylic acid

TEOA		  Triethanolamine

TFME		  Thin-film microextraction

tITP		  Transient-isotachophoresis

TmAmPBr		 trimethylmethaneaminophenacetyl bromide	

TOF		  Time of flight

TUS 		  Total useful signal

VAMS		  Volumetric absorptive microsampling
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