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Introduction
Newborn screenings (NBS) provide an opportunity to identify 

several inherited metabolic disorders in pre-symptomatic 
infants, and corresponding treatment may prevent or mitigate 
adverse outcomes associated with these conditions. Screening 
is accomplished by the analysis of biomarkers in a single sample 
of blood collected from newborns using a variety of analytic 
methodologies. Since Dr. Robert Guthrie developed a bacterial 
inhibition assay to screen for metabolic diseases in the early 
1960s, use of the newborn screening program has spread to many 
countries [1]. Millington et al. first demonstrated that tandem mass 
spectrometry (MS/MS) could be used to screen inherited metabolic 
disorders [2]. Chace and coworkers, and subsequently other 
groups, refined this method and applied it to NBS [3-4]. The use of 
MS/MS has extended NBS to disorders of amino acid and organic 
acid metabolism as well as to those of fatty acid metabolism, and 
recently screening has also been expanded to rare disorders include 
Duchenne muscular dystrophy [5], lysosomal storage diseases [6] 
and severe combined immunodeficiency [7] etc. However, there 
have been some drawbacks for tandem mass spectrometry. Genetic 
testing technology is believed to be another major breakthrough 
to improve the current newborn screening technique. Thus, the 
purpose of this mini review is to explore the recent developments 
in the field of newborn screening related to the use of tandem mass  

 
spectrometry, second tier screening like, urine analysis and genetic 
testing.

Tandem Mass Spectrometry and Universal Screening 
High performance liquid chromatography coupled with tandem 

mass spectrometry (LC-MS/MS) is a high throughput analytical 
instrument widely used in newborn screening. This instrument 
can semi-quantify amino acids and acylcarnitines simultaneously 
within two minutes, which corresponding to more than fifty 
metabolic disorders. Generally, amino acids and acylcarnitines 
in a newborn’s dried filter paper blood spot are extracted with 
methanol and derivatized with butanolic-HCl, and then analyzed 
by using LC-MS/MS with neutral loss scans and precursor ion 
scans mode, respectively. With the advances in MS detection 
sensitivity increasing, it is possible to quantify both amino acids 
and acylcarnitines as their native free acids without derivation. 
However, it’s also reported that the use of underivatized technique 
may also result in the inability to differentiate isobaric acylcarnitines 
and increase false positive rates compared to derivation technique 
[8]. The analysis of amino acids and acylcarnitines in dried blood 
spot by LC-MS/MS had been adopted as standard primary newborn 
screening worldwide for about 30 years because of its efficient 
and economic. However, in recent years, it has been found that this 
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method lacks specificity and contribute to a high false positive rate 
[9]. As a result, second tier screening have been developed and now 
are available to improve screening performance for many disorders. 

Second Tier Screening
As mentioned above, newborns with positive screening result 

are recommended for confirmatory diagnostic testing on new 
physiological samples, like plasma or urine. Usually, second tier 
screening confirmatory testing could be biochemical analysis 
(urine analysis, enzyme analysis) or molecular technologies 
(genetic testing). Urine analysis by mass spectrometry (MS) is 
one of the best ways to confirm organic acidemias in newborn 
screening, which could monitor more than 134 organic acids with 
one injection. Abundant molecular species may be detected by a full 
ion scan from m/z 50 to 550 and selected ion monitoring should 
be used to increase the sensitivity of detecting less abundant but 
clinically important molecular species (e.g., 3-hydroxyglutaric 
and 4-hydroxybutryic acids) [10]. Gas chromatography-mass 
spectrometry (GC-MS) has been proven to be a potentially useful 
metabolic profiling platform in urine analysis for its high sensitivity, 
peak resolution and reproducibility. However, the complicated 
composition of urine and semi-quantitative method used in GC-MS 
rendering data analysis challenging. 

Thus, a chemometrics coupled to GC-MS or LC-MS method 
has developed. By chemometric methods, raw data acquired 
from GC-MS/LC-MS are transformed automatically into a proper 
mathematical model, then data was analyzed by statistical 
methods based on computer. In this way, statistical differences 
or/and similarity among different samples are showed in an easy 
understanding format [11]. This unique chemical fingerprint 
developed for every inherited metabolic disorder is promising for 
confirmatory diagnostic testing in the future. 

Inborn errors of metabolism are genetic disorders due to 
genetic mutation. As the gene sequencing technology developed, 
the cost of gene sequencing reduced, which made genetic analysis 
available for accurately confirming of metabolomics disorder 
in NBS, or for pinpoint the type or severity of a condition. First 
generation sequencing: Sanger sequencing is implemented in 
newborn screening for targeted mutation analysis. But this 
sequencing technology is hampered by the genetic heterogeneity of 
inherited metabolic disorders, which results in delayed diagnosis 
[12]. 

And second genome sequencing called real-time 
polymerase chain reaction (PCR): Suspicious chunks of DNA 
are pulled out and artificially replicated thousands of times until 
there’s enough material for lab equipment to analyze. With PCR, 
tests that once could take days can be done in minutes. In recent 
years, Massively Parallel DNA Sequencing (MPS) of target genes 
offers a useful method of identifying gene mutations and, thereby, 
improving the diagnostic rate. There is also a new generation of 
revolutionary sequencing technology: Ion Torrent Personal Genome 
Machine (PMG), a bench-top sequencer based on semiconductor 
technology, is fast and convenient with a high sequencing capacity 
and broad coverage, making it a good future candidate for 

large-scale use in newborn screening [13]. Multigene panel for 
inherited metabolic diseases is developed to evaluate the genetic 
epidemiologic characteristics of inherited metabolic diseases. With 
developments in genetic testing, labs are increasingly doing genetic 
testing as part of newborn screening. Some even predict that once 
genetic testing technologies are sufficiently robust and affordable, 
it may be applied in primary newborn screening [14]. 

Conclusion 
 Over the past decades, tandem mass spectrometry (MS/MS) 

has been a major technological breakthrough for the newborn 
screening by providing a way to detect multiple metabolites 
simultaneously. Although the use of MS/MS has cost-effective, rapid 
screening identification, there have been some bottlenecks such 
as high false-positive and imprecision. As second tier screening, 
urine analysis is applied as confirmatory diagnostic testing, 
have improved screening performance for many disorders. With 
appropriate statistical analyses, raw complicated screening data 
are transformed automatically into metabolic models which could 
be used in the understanding of relevant metabolic disorders and 
provide potential for confirmatory diagnostic testing in the future. 
With the rapid development of genome sequencing technologies, 
genetic testing could be another major breakthrough to improve the 
current newborn screening and may be used as primary newborn 
screening when the cost reduced to an affordable level.

References
1. Banta Wright SA, Shelton KC, Bennett MJ (2008) Disorders of Fatty 

Acid Oxidation in the Era of Tandem Mass Spectrometry in Newborn 
Screening. Newborn and Infant Nursing Reviews 8(1): 18-29.

2. Millington DS, Kodo N, Norwood DL, Roe CR (1990) Tandem mass 
spectrometry: a new method for acylcarnitine profiling with potential 
for neonatal screening for inborn errors of metabolism. J Inherit Metab 
Dis13: 321-324.

3. Chace DH, Millington DS, Terada N, Kahler SG, Roe CR, et al. (1993) Rapid 
diagnosis of phenylketonuria by quantitative analysis for phenylalanine 
and tyrosine in neonatal blood spots by tandem mass spectrometry. Clin 
Chem 39(1): 66-71.

4. Schulze A, Kohlmueller D, Mayatepek E (1999) Sensitivity of 
electrospraytandem mass spectrometry using the phenylalanine/
tyrosine-ratio for differential diagnosis of hyperphenylalaninemia in 
neonates. Clin Chim Acta 283(1-2): 15-20.

5. Mendell JR, Michele LP (2013) Report of MDA muscle disease symposium 
on newborn screening for Duchenne muscular dystrophy. Muscle & 
Nerve 48(1): 21-26. 

6. Marsden D, Levy H (2015) Newborn screening of lysosomal storage 
disorders. American Journal of Medical Genetics Part C Seminars in 
Medical Genetics 39(3): 206-216.

7. Verbsky JW, Routes JM (2016) Newborn Screening. Manual of Molecular 
and Clinical Laboratory Immunology, Eighth Edition. American Society 
of Microbiology, pp. 715-720.

8. Víctor R De Jesús, Chace DH, Lim TH, Hannon WH (2010) Comparison 
of amino acids and acylcarnitines assay methods used in newborn 
screening assays by tandem mass spectrometry. Clinica Chimica Acta 
411(9-10): 684-689. 

9. Gurian EA, Kinnamon DD, Henry JJ, Waisbren SE (2006) Expanded 
newborn screening for biochemical disorders: the effect of a false-
positive result. Pediatrics 117(6): 1915-1921.

http://dx.doi.org/10.26717/BJSTR.2018.12.002226
https://www.sciencedirect.com/science/article/pii/S1527336907001948
https://www.sciencedirect.com/science/article/pii/S1527336907001948
https://www.sciencedirect.com/science/article/pii/S1527336907001948
https://link.springer.com/article/10.1007/BF01799385
https://link.springer.com/article/10.1007/BF01799385
https://link.springer.com/article/10.1007/BF01799385
https://link.springer.com/article/10.1007/BF01799385
https://www.ncbi.nlm.nih.gov/pubmed/8419060
https://www.ncbi.nlm.nih.gov/pubmed/8419060
https://www.ncbi.nlm.nih.gov/pubmed/8419060
https://www.ncbi.nlm.nih.gov/pubmed/8419060
https://www.ncbi.nlm.nih.gov/pubmed/10404727
https://www.ncbi.nlm.nih.gov/pubmed/10404727
https://www.ncbi.nlm.nih.gov/pubmed/10404727
https://www.ncbi.nlm.nih.gov/pubmed/10404727
https://www.ncbi.nlm.nih.gov/pubmed/23716304
https://www.ncbi.nlm.nih.gov/pubmed/23716304
https://www.ncbi.nlm.nih.gov/pubmed/23716304
https://www.sciencedirect.com/science/article/pii/S0146000515000221
https://www.sciencedirect.com/science/article/pii/S0146000515000221
https://www.sciencedirect.com/science/article/pii/S0146000515000221
http://www.asmscience.org/content/book/10.1128/9781555818722
http://www.asmscience.org/content/book/10.1128/9781555818722
http://www.asmscience.org/content/book/10.1128/9781555818722
https://www.ncbi.nlm.nih.gov/pubmed/20122909
https://www.ncbi.nlm.nih.gov/pubmed/20122909
https://www.ncbi.nlm.nih.gov/pubmed/20122909
https://www.ncbi.nlm.nih.gov/pubmed/20122909
https://www.ncbi.nlm.nih.gov/pubmed/16740831
https://www.ncbi.nlm.nih.gov/pubmed/16740831
https://www.ncbi.nlm.nih.gov/pubmed/16740831


Biomedical Journal of Scientific & Technical Research Volume 12- Issue 2: 2018

Cite this article: Qingna Lin, Zi Jin, Xuemei Qiu. Advance of Newborn Screenings in the Era of Biomedical Technology. Biomed J Sci & Tech Res 
12(2)-2018. BJSTR. MS.ID.002226. DOI: 10.26717/ BJSTR.2018.12.002226. 9113

Submission Link: https://biomedres.us/submit-manuscript.php

Assets of Publishing with us

• Global archiving of articles

• Immediate, unrestricted online access

• Rigorous Peer Review Process

• Authors Retain Copyrights

• Unique DOI for all articles

https://biomedres.us/

This work is licensed under Creative
Commons Attribution 4.0 License

ISSN: 2574-1241
DOI: 10.26717/BJSTR.2018.12.002226

Jin Zi. Biomed J Sci & Tech Res

10. Dietzen DJ, Rinaldo P, Whitley RJ, Rhead WJ, Hannon WH, et al. (2009) 
National Academy of Clinical Biochemistry Laboratory Medicine 
Practice Guidelines: Follow-Up Testing for Metabolic Disease Identified 
by Expanded Newborn Screening Using Tandem Mass Spectrometry; 
Executive Summary. Clinical Chemistry 55(9): 1615-1626.

11. Asit R, Sudipta J, Basudeba K (2018) Volatile metabolite profiling of ten 
Hedychium species by gas chromatography mass spectrometry coupled 
to chemometrics. Industrial Crops and Products 126(15): 135-142.

12. Park KJ, Park S, Lee E, Park JH, Park JH, et al. (2016) A Population-Based 
Genomic Study of Inherited Metabolic Diseases Detected Through 
Newborn Screening. Annals of Laboratory Medicine 36(6): 561-572.

13. Cao YY, Qu YJ, Song F, Zhang T, Bai JL, et al. (2014) Fast clinical molecular 
diagnosis of hyperphenylalaninemia using next-generation sequencing-
based on a custom AmpliSeqTM panel and Ion Torrent PGM sequencing. 
Molecular Genetics and Metabolism 113(4): 261-266.

14. Knoppers BM, Sénécal K, Borry P, Avard D (2014) Whole-genome 
sequencing in newborn screening programs. Sci Transl Med 6: 229cm2.

http://dx.doi.org/10.26717/BJSTR.2018.12.002226
https://biomedres.us/submit-manuscript.php
https://biomedres.us/
http://dx.doi.org/10.26717/BJSTR.2018.12.002226
https://www.ncbi.nlm.nih.gov/pubmed/19574465
https://www.ncbi.nlm.nih.gov/pubmed/19574465
https://www.ncbi.nlm.nih.gov/pubmed/19574465
https://www.ncbi.nlm.nih.gov/pubmed/19574465
https://www.ncbi.nlm.nih.gov/pubmed/19574465
https://www.sciencedirect.com/science/article/pii/S0926669018308756
https://www.sciencedirect.com/science/article/pii/S0926669018308756
https://www.sciencedirect.com/science/article/pii/S0926669018308756
https://www.ncbi.nlm.nih.gov/pubmed/27578510
https://www.ncbi.nlm.nih.gov/pubmed/27578510
https://www.ncbi.nlm.nih.gov/pubmed/27578510
https://www.ncbi.nlm.nih.gov/pubmed/25456745
https://www.ncbi.nlm.nih.gov/pubmed/25456745
https://www.ncbi.nlm.nih.gov/pubmed/25456745
https://www.ncbi.nlm.nih.gov/pubmed/25456745
https://www.ncbi.nlm.nih.gov/pubmed/24670681
https://www.ncbi.nlm.nih.gov/pubmed/24670681

	Advance of Newborn Screenings in the Era  of Biomedical Technology
	Abstract 
	Keywords
	Abbreviations
	Introduction
	Tandem Mass Spectrometry and Universal Screening 
	Second Tier Screening

	Conclusion 
	References

