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Product Information Sheet 

Amino Acids Standard Mixture 
  

Catalogue Number SMB00917

 

Product Description 

Metabolomics is the study of metabolites (small 
molecules) from biochemical processes and 
pathways. Typically, metabolites are analyzed 
using two approaches - targeted and untargeted 
metabolomics. Targeted Metabolomics is the 
analysis of known specific chemical groups like 
lipids, amino acids, short chain fatty acids, etc. 
Untargeted Metabolomics is the analysis of all 
unknown compounds. 

A method of choice in either targeted or 
untargeted metabolomics is liquid 
chromatography-mass spectrometry (LC-MS) or 
gas chromatography-mass spectrometry 
(GC-MS). Depending upon the functional 
group(s) of the metabolites, different extraction 
and derivatization processes, different 
chromatography methods (for example, 
Reversed Phase, Normal Phase, Ion-exchange 

phase, or HILIC) and negative or positive ion 
modes are required for analysis. 

An internal standard is essential to overcome 
the ion suppression, ion variability, and drifting 
signal when metabolomics studies are performed 
using mass spectrometry. A deuterated Isotopic 
labeled internal standard provides the best 
outcome for the MS analysis. 

The Amino Acid Standard Mixture is formulated 
for use as a concentration standard for high-
throughput LC/MS or GC-MS metabolomic 
analysis. 

 All deuterated amino acids are dissolved in 
water and ready to use. Total vial volume of 
10 ml. 

 Ready to use deuterated internal standards. 
 Ideal for polar metabolites for HILIC 

chromatography.  

 

Components of the deuterated Amino Acids Standard Mixture.  
See batch-specific CoA for measured concentrations 

Deuterated Amino Acids    

Glycine (D5) L-Histidine (D5)  L-Serine (2,3,3-D3)  

L-Alanine (2,3,3,3-D4)  L-Isoleucine (D10)  L-Threonine (D5)  

L-Arginine (D7) L-Leucine (D10)  L-Tryptophan (D8)  

L-Asparagine (2,3,3-D3) L-Lysine (D8)  L-Tyrosine (D7)  

L-Aspartic acid (2,3,3-D3)  L-Methionine (D8)  L-Valine (D8)  

L-Cystine (3,3,3',3'-D4)  L-Ornithine (5,5-D2)  PI-Methyl-L-Histidine (D3)  

L-Glutamic acid (2,3,3,4,4-D5)  L-Phenylalanine (D8)  TAU-Methyl-L-Histidine (D3)  

L-Glutamine (2,3,3,4,4-D5)  L-Proline (D7)  DL-Homocysteine (3,3,4,4-D4)  

 



 

The life science business of Merck KGaA, Darmstadt, Germany  
operates as MilliporeSigma in the U.S. and Canada. 
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Precautions and Disclaimer 

This product is for R&D use only. Not for drug, 
household, or other uses. Please consult the 
Safety Data Sheet for information regarding 
hazards and safe handling practices. 

Storage/Stability 

Store the sealed vials at 2-8°C. 

Preparation Instructions 

The deuterated Amino Acids Standard Mixture is 
a ready-to-use solution. 

Procedure 

The following is an example procedure for use of 
the Amino Acid Standard Mixture in LS/MS. 

1. Degas 1 ml of solvent mixture 
acetonitrile:isopropanol:water (3:3:2, v/v/v) 
chilled to -20 °C. 

2. Add the 1 ml of degassed solvent mixture to 
20 μL of sample plasma. 

3. Vortex the sample (plasma-solvent mixture) 
for 10 seconds, then shake for 5 minutes. 

4. Centrifuge the sample for 2 minutes at 
14,000 rcf (relative centrifugal force). 

5. Remove 450 μL of the supernatants and 
evaporate the residual sample to dryness. 

6. Resuspend sample with 100 μL of 
acetonitrile:deuterium labeled Amino Acid 
Standard Mixture (80:20, v/v) as internal 
standard. 

7. Analyze the samples by LC/MS using UPLC 
BEH Amide column. 
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Notice 
We provide information and advice to our customers 
on application technologies and regulatory matters to 
the best of our knowledge and ability, but without 
obligation or liability. Existing laws and regulations 
are to be observed in all cases by our customers. This 
also applies in respect to any rights of third parties. 
Our information and advice do not relieve our 
customers of their own responsibility for checking the 
suitability of our products for the envisaged purpose. 

The information in this document is subject to change 
without notice and should not be construed as a 
commitment by the manufacturing or selling entity, or 
an affiliate. We assume no responsibility for any 
errors that may appear in this document. 

Technical Assistance 
Visit the tech service page at 
SigmaAldrich.com/techservice. 

Terms and Conditions of Sale 
Warranty, use restrictions, and other conditions of 
sale may be found at SigmaAldrich.com/terms. 

Contact Information 

For the location of the office nearest you, go to 
SigmaAldrich.com/offices. 


