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Introduction 

The intrauterine environment impacts on foetal growth and development. Any interference on 

the interactions among foetus, placenta and mother is closely linked to the risk of developing 

long-term neuronal disorders, metabolic and cardiovascular diseases in postnatal life (Li et 

al., 2012; Warner and Ozanne, 2010).  

Hypoxia, a condition in which the body experiences a loss of adequate oxygen, is one of the 

foetal stressing events capable of altering the brain development process and function, 

causing neurobehavioral, neuropsychological and neuropsychiatric disorders (Li et al., 2012). 

Traumatic birth, abruption of the placenta, umbilical cord compression, or failure of the 

neonate to successfully begin breathing are recognised as risk factors of the perinatal 

hypoxia-ischemia, which lead to Hypoxic Ischemic Encephalopathy (HIE) in 1 to 3 per 1000 

full term births (Graham et al., 2008; Logitharajah et al., 2009; McGuire, 2007). It has been 

reported that roughly 20-25% of affected newborns die during the postnatal period whilst 

25% of survivors with moderate HIE and 100% of survivors with severe HIE develop 

permanent neurologic injuries, including cerebral palsy, epilepsy, visual motor dysfunction 



and mental retardation (Douglas-Escobar and Weiss, 2015; Murray et al., 2016). When global 

perinatal hypoxia-ischemia occurs, dysfunctions can occur in multiple organs, including the 

gut (Nikiforou et al., 2016). Feeding intolerance, altered intestinal motility and necrotizing 

enterocolitis have been reported among the detrimental clinical effects affecting the gut of 

infants with perinatal hypoxia-ischemia (Berseth and McCoy, 1992; Fox and Godavitarne, 

2012; Neu and Walker, 2011). Hypothermia is the most studied and optimized therapeutic 

method (Akula et al., 2015; Edwards et al., 2010; Eicher et al., 2005; Gunn and Thoresen, 

2015; Gluckman et al., 2005; Schierholz, 2014; Thoresen et al., 2013) and has been 

incorporated in the Guidelines of International Consensus on Cardiopolmunary Resuscitation 

and Emergency Cardiovascular Care Science and in the recommendations of the American 

Heart Association in 2010 (Kattwinkel et al., 2010; Perlman et al., 2010). The hypothermic 

treatment involves reducing the body temperature of the infant within the first 6 hours 

(ideally within 3 hours) after ischemia in order to reduce the chance of detrimental effects, 

limiting cerebral damages, reducing the consumption of brain energy and reducing 

consumption of energy in the brain  (Jacobs et al., 2013; Thoresen et al., 2013). The 

esophageal temperature is reduced to either 34.5 ± 0.5°C if the head is cooled, or 33.5 ± 

0.5°C if the whole-body is cooled, and treatment is continued for 48–72 h (Jacobs et al., 

2013).  

The gut microbiota can be considered a dynamic organ of the human body, which 

continuously changes in composition and positively influences immunological and metabolic 

pathways, impacting the host health and wellness. Advances in research showed that the gut 

microbiota, as part of the gut-brain axis, can impact on host physiology and Central Nervous 

System performance including mood, cognition, other complex behaviours, and brain 

development (Forsythe et al, 2012; Stilling et al., 2014). At birth, development of the 

gastrointestinal microbiota in infants shifts towards a more adult-like status at two to three 

years of life (Costello et al., 2012; Relman, 2012). Many factors, e. g., gestational age, mode 

of delivery (spontaneous vaginal delivery or caesarean section), diet (breast milk or formula 

milk), sanitation, and antibiotic treatment (Adlerberth and Wold, 2009; Marques et al., 2010; 

Hill et al., 2017) influence the colonization process following delivery. Any dysregulation or 

alteration during this assembly process could contribute to adverse developmental 

programming and lifelong health outcomes. Both HIE and hypothermic therapeutic total body 

cooling (TBC) treatment represents disruptive events. The inflammatory process occurring 

during the first 24-48 hours post HI (Bona et al., 1999) and the low body temperature of 



infants exposed to TBC might influence the development and evolution of the gut microbiota, 

and its biological function. To our knowledge, the relation between hypothermia, biodiversity 

and metabolic function of the gut microbiota in infants who suffered perinatal HIE is 

unknown. The aim of this study was to investigate the impact of neuroprotection-induced 

hypothermia following birth on the evolution of gut microbiota in developing infants, and to 

describe the metabolomics profile of faecal samples in a group of full term infants with 

perinatal HIE. 

METHODS 

Patients and ethical approval 

This was an observational study associated with infants who had undergone TBC in the 

Neonatal Unit at Cork University Maternity Hospital at birth. Infants who have undergone 

TBC due to HIE were recruited at birth and faecal samples were collected at 2 years of age 

(n=9). Faecal samples collected from infants in the INFANTMET study at 2 years were used 

as a control group for this study (n=8) (Hill et el., 2017). Once obtained, faecal samples were 

stored at -20 ˚C. Ethical approval was obtained from the Cork University Hospitals Research 

Ethics Committee and informed consent was obtained from the parents of all subjects. Infant 

demographics including apgar scores, mode of birth, gestational age, antibiotic 

administration, feeding regimes and severity of HIE diagnosis (Dx) were recorded (table 1).  

Microbial DNA extraction and amplification 

Microbial DNA was extracted from 0.2 g faecal samples using the Repeat Bead Beating 

(RBB) method described by Yu and Morrison, with some modifications (see supplementary 

material) (Morrison et al., 2004). The V3-V4 regions of the 16S rRNA gene were amplified 

and adapter sequences chosen according to the 16S metagenomic sequencing library protocol 

for the Illumina MiSeq using the following 16S primer pair F –

(5'TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTACGGGNGGCWGCAG) 

and R- 

(5'GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTACHVGGGTATCTAAT

CC) (Klindworth et al., 2013). 

Bioinformatic Analysis  



300 bp paired-end reads were assembled using FLASH with parameters of a minimum 

overlap of 20 bp and a maximum overlap of 120 bp (Magoč et al., 2011). The QIIME suite of 

tools, v1.8.0, was used for further processing of paired-end reads, including quality filtering 

based on a quality score of  > 25 and removal of mismatched barcodes and sequences below 

length thresholds (Caporaso et al., 2010). Denoising, chimera detection and operational 

taxonomic unit (OTU) grouping at 97% similarity were performed using USEARCH v7 

(Edgar et al., 2010). OTU sequences were aligned using PyNAST and the SILVA SSURef 

database release 119 was used to determine taxonomy (Quast et al., 2013). Alpha and beta 

diversities were calculated using QIIME. Principal coordinate analysis (PCoA) plots were 

used to visualise differences in beta diversity based on UniFrac distances using EMPeror 

v0.9.3-dev (Vázquez-Baeza et al., 2013). 

1H NMR-Based Metabolomics  

Fecal water samples were subjected to one dimensional proton nuclear magnetic resonance 

(1H NMR) spectroscopy by preparing a mixture of 90% (v/v) sample and 10% (v/v) internal 

standard, which was used as a chemical shape indicator during metabolite quantification. The 

internal standard used was 5 mM 4,4-dimethyl-4-silapentane-1-sulfonic acid (DSS) in 99.9% 

D2O and 0.2% (w/v) NaN3. The sample mixture was transferred into 3 mm NMR tubes 

(Wilmad LabGlass, NJ, USA), and inserted into a Bruker Avance III 600.00 MHz 

spectrometer, equipped with a cryogenically-cooled triple resonance probe (TCI 600). 

Samples were scanned using a METNOESY pulse sequence, which is the first increment of a 

1D-NOESY (1 s relaxation delay, 0.1 s mixing time and 4 s acquisition time). NMR spectra 

were processed using Chenomx NMR Suite 8.0 (Chenomx Inc., AB, Canada), which allowed 

for manual phase and baseline corrections. Metabolite assignment in this program was 

performed by matching compound signatures in the software database to peaks in the sample 

spectra. Concentrations were determined using the known DSS concentrations as a reference. 

Sample pH measurements were obtained after spectrum acquisition using WhatmanTM pH 

indicator dip strips. 

 

 Statistical analysis  

‘R’ statistical software package (version 3.2.4) was used for statistical analysis and a number 

of software packages were installed including vegan, ape, car, ggplot, rgl and ade4. Statistical 

significance in alpha diversity measures was assessed for Chao1, Shannon and Simpson 

diversity indices and observed species. Alpha diversity measures were calculated by using the 



phylogenetic diversity and observed species present in the dataset. Species richness, as 

measured by Chao 1 diversity index, can be described as a quantification measurement, 

calculating the number of different species present in a community, omitting the abundance 

of each species. In contrast, the Shannon and Simpson diversity indices were used to 

determine species diversity and eveness of the microbial dataset, taking into account the 

relative abundance of each species present in a community. To assess beta-diversity, bray-

curtis distance matrices were generated on ‘R’ using the adonis function. Beta-diversity, 

defined as “the extent of change in community composition, or degree of community 

differentiation” (Whittaker, R.H. 1960), was visualized using PCoA. A non-parametric 

Kruskal-wallis test was used to determine statistical significance in the relative abundance of 

microbial taxa between the control and HIE treatment group. Statistical significance was 

accepted at p<0.05, with adjusted measures. A heatmap was also generated using Euclidean 

distance matrices on ‘R’ to compare microbial composition between groups. Clustering was 

performed with the hclust function in the R package gplots. Statistical analysis of 1H-NMR 

data was carried out using MetaboAnalyst 3.0 (Xia et al., 2016). Concentrations of metabolic 

compounds were normalised using a log transformation before performing statistical analysis. 

To determine whether the microbial dataset correlated with the metabolic data, co-inertia 

analysis was carried out using the ade4 package in ‘R’, using the Monte-Carlo test to generate 

an RV coefficient.  

RESULTS 

16S Microbial Composition  

Diversity measures 

During the course of this study a total of 17 faecal samples were collected from infants at 2 

years of age and subjected to 16S rRNA analysis. Multiple alpha diversity measures were 

calculated (see supplementary material figure1). Phylotype richness was measured using the 

Chao 1 diversity index, while both species richness and evenness of the microbial dataset 

were measured using the Shannon and Simpson diversity indices. No significant differences 

were found using the Chao 1 diversity index, however the Shannon and Simpson diversity 

indices were found to be significantly higher in the control group (p = 0.038), compared to 

the HIE treated group. To assess whether there was any significant difference in beta-

diversity between the two groups, a bray-curtis distance matrix was calculated and no 

significant difference was found (Pr(>F) = 0.122, see supplementary figure 2).  



Relative abundance of microbial taxa 

The relative abundance of phyla present in both groups was determined from the rarefied 

dataset and compared for statistical significance (see figure1, 2 & 3, supplementary table 1). 

At phylum level, Firmicutes was found to be the dominant phylum in both groups, however 

at family level the abundance of Lachnospiriaceae was found to be significantly higher in the 

HIE treated group (52.22%), compared to the control group (36.38%) (p =0.0172). At genus 

level this result corresponded with a significantly higher abundance of 

Lachnospiriaceae_Incertae.Sedis in the HIE treated group (11.73%), compared to the control 

(6.98%) (p = 0.035)  Indeed, Bacteroidetes was found to be significantly higher in the control 

group (8.65%), compared to the HIE treated group (2.30%) (p= 0.004), corresponding with 

significantly higher levels of Bacteroides at genus level in the control group (6.48%), 

compared to the HIE treated group (0.86%) (p = 0.002). Indeed, at genus level, high inter-

individual variation was observed between both groups. In the control group, Bifidobacterium 

and Blautia were present at an average relative abundance of 15.07% and 9.16% respectively, 

however the relative abundance of these genera were found to be inverted in the HIE treated 

group with an average relative abundance of Bifidobacterium at 9.16% and Blautia at 

15.49%. Lachnospira was also present in both the control and HIE treated group at an 

average relative abundance of 10.09% and 15.53% respectively. Interestingly, for two infants 

in the HIE treated group, Akkermansia was found to be quite high, with a relative abundance 

of 20.82% and 27.15% (see figure 3). Hierarchical clustering of samples, based on their 

relative microbial compositions, indicated that there were differences between the groups (see 

figure 4).  

Metabolomic Data 

Multivariate analysis was performed after sample normalisation using both principal 

coordinate analysis (PCA) and the partial least squared discriminative analysis (PLS-DA) in 

MetaboAnalyst3.0. PCA analysis revealed no clear separation between the control and HIE 

treated group in either 2D or 3D scores plots (see supplementary figure 4A and 4B). 

Subsequent PLS-DA was performed and found an initial separation between the two groups 

based on observations in the 2D and 3D scores plots (see supplementary figure 5A and 5B), 

however permutational analysis revealed no significance in separation distance after 100 

permutations ( p= 0.786 (786/1000). A PLS-DA variable importance measure was calculated 

using the weighted sum of the PLS-regression coefficients for the top 15 features (see 



supplementary figure 5C). Univariate analysis was also performed using a simple t-test (p 

<0.05) and found no significant features between the control group, compared to the HIE 

treated group.  Finally, a heatmap generated using Euclidean distance matrices on 

MetaboAnalyst3.0 indicated that there were no differences between the control and HIE 

treated group based on metabolic profile. This hierarchal clustering of samples highlighted 

high amounts of acetate across all samples in both groups, as well as low amounts of p-cresol, 

choline and formate (see figure 5).  

Co-inertia analysis between 16S compositional sequencing data and 1NMR metabolomics 

data found no correlation between the two sample types (see supplementary figure 3, p = 

0.13, Rv = 0.525) 

Discussion 

Microbial diversity and associated metabolic profiles have been extensively studied to 

investigate shifts or alterations in the gastrointestinal tract (GIT). For this study a total of 17 

faecal samples were examined in children at 2 years of age to answer one question; would 

TBC treatment in patients with HIE at birth have an effect on the gut microbiota and faecal 

metabolic profile in later life? Indeed it has been suggested that asphyxia and hypoxic-

ischemic injury may be the cause in some particular cases of necrotising entercolitis (NEC) 

(Young et al., 2011) (Torrazza and Neu, 2013). Thus, it is reasonable to suggest that this type 

of treatment at birth could impact the development of the gut microbiome.  

Findings from this study suggest that TBC in treating HIE at birth had no significant effect on 

the gut microbial composition or metabolic profile of infants at 2 years of age. High inter-

individual variation was observed between the control and HIE treated group, however 

analysis of microbial diversity found a significant decrease in the alpha diversity of our HIE 

treated group, suggesting that TBC may affect microbial richness in later life. In addition, a 

significant decrease in the relative abundance of Bacteroides was found in our HIE treated 

group, with an increased relative abundance of Lachnospiriaceae. This decreased abundance 

in Bacteroides may indeed have an impact on health outcomes in later life, with previous 

studies suggesting that a decreased abundance in Bacteroidetes is associated with an 

increased risk of developing obesity in later life (Kalliomäki et al., 2008) (Ley et al., 2005).  

Although differences in beta-diversity were non-significant, hierarchical clustering of 

samples, based on their relative microbial compositions, indicated that there was separation 

between the groups (see figure 4).   



Metabolic profiling of faecal samples detected acetate as the most abundant compound 

present in samples across both groups (see figure 5). Indeed, concentrations of faecal acetate 

have previously been reported to be higher in breast fed infants compared to formula and 

mixed-fed infants (Kleesen et al., 1995) (Siigur et al., 1993). Production of acetate has also 

been found to be anti-inflammatory in the regulation of colonic T-reg cells (Smith et al., 

2013), whilst absorption of acetate in the colon has also been found to increase cholesterol 

synthesis (Wong et al., 2006). Overall, high inter-individual variation was observed in the 

metabolic profile in both the control and HIE treated group.  Metabolic compounds which 

correlated with  the increased abundance of acetate included pyruvate, glucose, 4-

aminobutyrate and 5-aminopentanoate (see supplementary figure 6). Microbial metabolism of 

essential amino acid substrates has been found to increase metabolic by-products, including 

short chain fatty acids (SCFAs), acetate and butyrate, and branched chain fatty acids 

(BCFAs), isobutyrate and isovalerate. Moreover, production of these particular microbial by-

products has been found to improve colonocyte health and mucosal immunity (Blachier et al., 

2007).  

Overall, results from this study suggest that there is no negative impact to the gut microbial 

development of infants subjected to TBC at birth, compared to a healthy full term infant 

group at 2 years of life. To our knowledge this is the first study to report the gut microbial 

composition and metabolic profile in infants exposed to this type TBC treatment at birth.   

A limitation to this study included the small sample size in each group, in addition to the time 

period in which the samples were collected. Faecal samples were collected at 2 years of life 

and thus a number of confounding factors must be considered. Firstly diet is a very important 

factor which can affect the faecal metabolome and microbiota profile after birth, in particular 

the effect of human breast milk (HBM) during the first year of life. A review by Fanos et al., 

2015 concluded that further studies are necessary to evaluate the HBM metabolome in a 

variety of infant cohorts, with particular emphasis on breast milk collected from mothers’ of 

full term and preterm infants. Indeed the metabolome of preterm HBM has been found to 

have increased concentrations of lactose in comparison to full term HBM (Marincola et al., 

2012). In addition, HBM can be classified as ‘Secretor’ or non-Secretor’ milk due to the 

presence or absence of fucosyltransferase genes (FUT2 or FUT3), which in turn effect the 

structure of milk glycans and alter the bifidobacterial communities present in the gut (Lewis 

et al., 2015). In terms of metabolic profile, a recent study found that breast feeding strongly 

influenced the faecal metabolome of infants where a significantly increased abundance of 



acetate was found in exclusively breast fed infants, in comparison to a non-breast fed infant 

group; independent of delivery mode, intrapartum antibiotics, age and sex (Bridgman et al., 

2017).  

Thus, limitations to this study include the lack of metabolomic information on HBM supplied 

to the infants, in addition to the fecal metabolic profile during the first year of life. However, 

a standardized approach was followed during recruitment of the study and each infant 

received HBM from mothers whom delivered full term at birth.  Previous studies have 

correlated the faecal metabolic and microbial profiles of healthy infants’ overtime and have 

provided findings which provide insight to the current dataset in this study. For example, a 

significantly increased abundance of acetic acid and bifidobacteria was found in one breast 

fed infant cohort (Liu et al., 2016), and a study by Del Chierico et al., 2015 found a low 

abundance of acetate and butyrate which correlated with an increased abundance of 

Proteobacteria in a small cohort of breast fed and formula fed infants during the first 30 days 

of life (Del Chierico et al., 2015).  Moreover, the INFANTMET study, from which the 

control group for this study were recruited, has described the microbiota profile in the full 

term infant cohort, of both caesarean delivered and spontaneous vaginally delivered infants, 

to be dominated by similar levels of Bifidobacterium (average of ~52%) and Bacteroides 

(average of ~12%) at 6 months of age (Hill et al., 2017), however at 2 year of age the 

abundance of these genera decrease to 15% and 6% respectively, in this small subset of 

infants. 

Financial disclosure: The authors have no financial relationships relevant to this article to 

disclose. 

Funding source: The authors are supported, in part, by Science Foundation Ireland, through 

The APC Microbiome Institute (APC), and INFANTMET, funded by the Food Institutional 

Research Measure (FIRM) of the Department of Agriculture, Food and the Marine. 

Conflicts of Interest: The authors have no conflicts of interest to disclose.  

 



References 

Adlerberth, I., Wold, A.E., 2009. Establishment of the gut microbiota in western infants. Acta Paediatr; 98, 

22938. doi:10.1111/j.1651-2227.2008.01060.x 

Akula, V.P., Joe, P., Thusu, K., Davis, A.S., Tamaresis, J.S., Kim, S., et al., 2015. A random-ized clinical trial 

of therapeutic hypothermia mode during transport for neonatal encephalopathy. J Pediatr, 166(856–61), 

e1–2. doi:10.1016/j. jpeds.2014.12.061 

Barker HA. Amino acid degradation by anaerobic bacteria. Annu Rev Biochem. 1981;50:23-40. Review. 

PubMed PMID: 6791576. 

Berseth, C.L., McCoy, H.H., 1992. Birth asphyxia alters neonatal intestinal motility in term neonates. Pediatrics. 

90, 669–673. 

Blachier F, Mariotti F, Huneau JF, Tomé D. Effects of amino acid-derived luminal metabolites on the colonic 

epithelium and physiopathological consequences. Amino Acids. 2007 Nov;33(4):547-62. 

Bona, E., Andersson, A.L., Blomgren, K., et al., 1999. Chemokine and inflammatory cell response to 

hypoxiaischemia in immature rats. Pediatr Res; 45(4 Pt 1), 500–509. Doi: 10.1203/00006450-

199904010-00008 

Bridgman, S.L., Azad, M.B., Field, C.J., Haqq, A.M., Becker, A.B., Mandhane, P.J., Subbarao, P., Turvey, S.E., 

Sears, M.R., Scott, J.A., Wishart, D.S., Kozyrskyj, A.L., 2017. CHILD Study Investigators. Fecal 

Short-Chain Fatty Acid Variations by Breastfeeding Status in Infants at 4 Months: Differences in 

Relative versus Absolute Concentrations. Front Nutr. 4:11. doi: 10.3389/fnut.2017.00011.  

Caporaso JG, Kuczynski J, Stombaugh J, et al. QIIME allows analysis of high-throughput community 

sequencing data. Nat Methods. 2010 May;7(5):335-6. doi: 10.1038/nmeth.f.303. 

 

Costello, E.K., Stagaman, K., Dethlefsen, L., Bohannan, B.J., Relman, D.A., 2012. The application of ecological 

theory toward an understanding of the human microbiome. Science, 336(6086), 1255-62. doi: 

10.1126/science.1224203 

Del Chierico, F., Vernocchi, P., Petrucca, A., Paci, P., Fuentes, S., Praticò, G., Capuani, G., Masotti, A., Reddel, 

S., Russo, A. and Vallone, C., 2015. Phylogenetic and metabolic tracking of gut microbiota during 

perinatal development. PLoS One, 10(9), p.e0137347. 

Douglas-Escobar, M.; Weiss, M.D., 2015. Hypoxic-ischemic encephalopathy: A review for the clinician. JAMA 

Pediatr., 169, 397–403. doi:10.1001/jamapediatrics.2014.3269 

Edgar RC. Search and clustering orders of magnitude faster than BLAST. Bioinformatics. 2010 Oct 

1;26(19):2460-1. doi: 10.1093/bioinformatics/btq461.  

 

Edwards, A.D., Brocklehurst, P., Gunn, A.J., Halliday, H., Juszczak, E., Levene, M., et al., 2010. Neurological 

outcomes at 18 months of age after moderate hypothermia for perinatal hypoxic ischaemic 

encephalopathy: synthesis and meta-analysis of trial data. BMJ, 340, c363. doi:10.1136/bmj.c363 

Eicher, D.J., Wagner, C.L., Katikaneni, L.P., Hulsey, T.C., Bass, W.T., Kaufman, D.A., Horgan, M.J., 

Languani, S., Bhatia, J.J., Givelichian, L.M., Sankaran, K., Yager, J.Y., 2005. Moderate hypothermia in 

neonatal encephalopathy: efficacy outcomes. Pediatr Neurol, 32, 11–17. doi: 

10.1016/j.pediatrneurol.2004.06.014 

Forsythe, P., Kunze, W.A., Bienenstock, J., 2012. On communication between gut microbes and the brain. Curr 

Opin Gastroenterol.;28, 557-562. doi: 10.1097/MOG.0b013e3283572ffa 

Fox, T.P., Godavitarne, C. (2012) What really causes necrotising enterocolitis? ISRN Gastroenterol. 2012, 

628317. doi:10.5402/2012/628317 



Gluckman, P.D., Wyatt, J.S., Azzopardi, D., Ballard, R., Edwards, A.D., Ferriero, D.M., Polin, R.A., Robertson, 

C.M., Thoresen, M., Whitelaw, A., Gunn, A.J.,2005: Selective head cooling with mild systemic 

hypothermia after neonatal encephalopathy: multicentre randomised trial. Lancet, 365, 663–670. 

http://image.thelancet.com/extras/04art4233web.pdf 

Graham, E.M., Ruis, K.A., Hartman, A.L., Northington, F.J., Fox, H.E., 2008. “A systematic review of the role 

of intrapartum hypoxia-ischemia in the causation of neonatal encephalopathy,” American Journal of 

Obstetrics and Gynecology, 199, 6, 587–595. doi: 10.1016/j.ajog.2008.06.094 

Gunn, A.J., Thoresen, M., 2015. Animal studies of neonatal hypothermic neuropro-tection have translated well 

in to practice. Resuscitation, 97, 88-90. doi:10.1016/j. resuscitation.2015.03.026 28.  

Hill, C.J., Lynch, D.B., Murphy, K., Ulaszewska, M., Jeffery, I.B., O’Shea, C.A., Watkins, C., Dempsey, E., 

Mattivi, F., Tuohy, K. and Ross, R.P., 2017. Evolution of gut microbiota composition from birth to 24 

weeks in the INFANTMET Cohort. Microbiome, 5(1), p.4. 

Jacobs, S.E., Berg, M., Hunt, R., Tarnow-Mord, W.O., Inder, T.E., Davis, P.G., 2013. Cooling for newborns 

with hypoxic ischaemic encephalopathy. Cochrane Database Syst Rev, 1, CD003311. 

doi:10.1002/14651858.CD003311.pub3 

Kalliomäki M, Collado MC, Salminen S, Isolauri E. 2008. Early differences in fecal microbiota composition in 

children may predict overweight. Am J Clin Nutr. 87(3):534-8. PubMed PMID: 18326589. 

Kattwinkel, J., Perlman, J.M., Aziz, K., Colby, C., Fairchild, K., Gallagher, J., Hazinski, M.F., Halamek, L.P., 

Kumar, P., Little, G., McGowan, J.E., Nightengale, B., Ramirez, M.M., Ringer, S., Simon, W.M., 

Weiner, G.M., Wyckoff, M., Zaichkin, J., 2010. American Heart Association. Neonatal resuscitation: 

2010 American Heart Association Guidelines for Cardiopulmonary Resuscitation and Emergency 

Cardiovascular Care. Pediatrics, 126(5), 1400–1413. doi: 10.1542/peds.2010-2972E 

Kleessen, B., Bunke, H., Tovar, K., Noack, J. and Sawatzki, G. (1995), Influence of two infant formulas and 

human milk on the development of the faecal flora in newborn infants. Acta Pædiatrica, 84: 1347–

1356. doi:10.1111/j.1651-2227.1995.tb13567.x 

Klindworth, A., E. Pruesse, T. Schweer, J., et al.Evaluation of general 16S ribosomal RNA gene PCR primers 

for classical and next-generation sequencing-based diversity studies. Nucleic Acids Res. 2013; 41(1): 

e1. doi:  10.1093/nar/gks808. 

 

Lewis, Z.T., Totten, S.M., Smilowitz, J.T., Popovic, M., Parker, E., Lemay, D.G., Van Tassell, M.L., Miller, 

M.J., Jin, Y.S., German, J.B. and Lebrilla, C.B., 2015. Maternal fucosyltransferase 2 status affects the 

gut bifidobacterial communities of breastfed infants. Microbiome, 3(1), p.13.  

https://doi.org/10.1186/s40168-015-0071-z. 

 

Ley RE, Bäckhed F, Turnbaugh P, Lozupone CA, Knight RD, Gordon JI. Obesity alters gut microbial ecology. 

Proc Natl Acad Sci U S A. 2005 Aug 2;102(31):11070-5. PubMed PMID: 16033867 

 

Li, Y., Gonzalez, P., Zhang, L., 2012. Fetal Stress and Programming of Hypoxic/Ischemic-Sensitive Phenotype 

in the Neonatal Brain: Mechanisms and Possible Interventions. Prog Neurobiol., 98(2), 145–165. 

doi:10.1016/j.pneurobio.2012.05.010. 

Liu, Z., Roy, N.C., Guo, Y., Jia, H., Ryan, L., Samuelsson, L., Thomas, A., Plowman, J., Clerens, S., Day, L., 

Young, W., 2016. Human Breast Milk and Infant Formulas Differentially Modify the Intestinal 

Microbiota in Human Infants and Host Physiology in Rats. J Nutr. 146(2):191-9. doi: 

10.3945/jn.115.223552. 

Logitharajah, P.; Rutherford, M.A.; Cowan, F.M., 2009. Hypoxic-ischemic encephalopathy in preterm infants: 

Antecedent factors, brain imaging, and outcome. Pediatr. Res., 66, 222–229. 

doi:10.1203/PDR.0b013e3181a9ef34 



Marques, T.M., Wall, R., Ross, R.P., Fitzgerald, G., Ryan, C.A., Stanton, C., 2010. Programming infant gut 

microbiota: influence of dietary and environmental factors. Curr Opin Biotechnol; 21, 14956. 

http://dx.doi.org/10.1016/j.copbio.2010.03.020 

Marincola, F. C., Dessì, A., Corbu, S., Reali, A., & Fanos, V., 2015. Clinical impact of human breast milk 

metabolomics. Clinica Chimica Acta, 451, 103-106. https://doi.org/10.1016/j.cca.2015.02.021 

Marincola, F.C., Noto, A., Caboni, P., Reali, A., Barberini, L., Lussu, M., Murgia, F., Santoru, M.L., Atzori, L., 

Fanos, V, 2012. A metabolomic study of preterm human and formula milk by high resolution NMR and 

GC/MS analysis: preliminary results. J Matern Fetal Neonatal Med, 25(Suppl 5):62-7. doi: 

10.3109/14767058.2012.715436. 

Magoč, T., Salzberg, S.L. 2011. FLASH: fast length adjustment of short reads to improve genome assemblies. 

Bioinformatics. 27(21):2957-63. doi: 10.1093/bioinformatics/btr507.  

 

McGuire, W., 2007. “Perinatal asphyxia,” Clinical Evidence, 11, 320.  

Murray, D.M., O’Connor, C.M., Ryan, C.A., Korotchikova, I. and Boylan, G.B., 2016. Early EEG grade and 

outcome at 5 years after mild neonatal hypoxic ischemic encephalopathy. Pediatrics, p.e20160659. 

Neu, J., Walker, W.A., 2011. Necrotizing enterocolitis. N. Engl. J. Med., 364, 255–264. 

doi:10.1056/NEJMra1005408 

Nikiforou, M., Willburger, C., de Jong, A.E., Kloosterboer, N., Jellema, R.K., Ophelders, D.R., Steinbusch, 

H.W. Kramer, B.W., Wolfs, T.G., 2016. Global Hypoxia-Ischemia Induced Inflammation and 

Structural Changes in the Preterm Ovine Gut Which Were Not Ameliorated by Mesenchymal Stem 

Cell Treatment. Mol. Med., 22, 244 – 257. doi: 10.2119/molmed.2015.00252 

Perlman, J.M., Wyllie, J., Kattwinkel, J., Atkins, D.L., Chameides, L., Goldsmith, J.P., Guinsburg, R., Hazinski, 

M.F., Morley, C., Richmond, S., Simon, W.M., Singhal, N., Szyld, E., Tamura, M., Velaphi, S:, 2010. 

Neonatal Resuscitation Chapter Collaborators. Neonatal resuscitation: 2010 International Consensus on 

Cardiopulmonary Resuscitation and Emergency Cardiovascular Care Science with Treatment 

Recommendations. Pediatrics, 126(5), 1319–1344. doi: 10.1161/CIRCULATIONAHA.110.971127 

Quast C, Pruesse E, Yilmaz P, et al. The SILVA ribosomal RNA gene database project: improved data 

processing and web-based tools. Nucleic Acids Res. 2013 Jan;41:D590-6. doi: 10.1093/nar/gks1219. 

 

Relman, D.A., 2012. The human microbiome:ecosystem resilience and health. Nutr Rev, 70, S2-S9. doi: 

http://dx.doi.org/10.1111/j.1753-4887.2012.00489.x 

Smith PM, Howitt MR, Panikov N, et al. 2013. The microbial metabolites, short chain fatty acids, regulate 

colonic Treg cell homeostasis. Science (New York) 341(6145):10.1126/science.1241165. 

doi:10.1126/science.1241165. 

Torrazza RM, Neu J. 2013. The Altered Gut Microbiome and Necrotizing Enterocolitis. Clinics in perinatology. 

40(1):93-108. doi:10.1016/j.clp.2012.12.009. 

Schierholz, E., 2014. Therapeutic hypothermia on transport: providing safe and effective cooling therapy as the 

link between birth hospital and the neonatal intensive care unit. Adv Neonatal Care, 14(Suppl 5), S24–

31. doi:10.1097/ ANC.0000000000000121 29.  

Siigur, U., Ormisson, A. and Tamm, A. (1993), Faecal short-chain fatty acids in breast-fed and bottle-fed 

infants. Acta Pædiatrica, 82: 536–538. doi:10.1111/j.1651-2227.1993.tb12747.x 

Stilling, R.M., Dinan, T.G., Cryan, J.F., 2014. Microbial genes, brain & behaviour-epigenetic regulation of the 

gut-brain axis. Genes Brain Behav, 13, 69-86. doi: 10.1111/gbb.12109 

Thoresen, M., Tooley, J., Liu, X., Jary, S., Fleming, P., Luyt, K., et al., 2013. Time is brain: starting therapeutic 

hypothermia within three hours after birth improves motor outcome in asphyxiated newborns. 

Neonatology, 104, 228–33. doi:10.1159/000353948 25.  

http://dx.doi.org/10.1016/j.copbio.2010.03.020
http://dx.doi.org/10.1111/j.1753-4887.2012.00489.x


Thoresen, M., Tooley, J., Liu, X., Jary, S., Fleming, P., Luyt, K., et al., 2013. Time is brain: starting therapeutic 

hypothermia within three hours after birth improves motor outcome in asphyxiated newborns. 

Neonatology, 104, 228–33. doi:10.1159/000353948 

Vázquez-Baeza Y, et al. 2013. Emperor: a tool for visualizing high-throughput microbial community data. 

Gigascience 585:20 doi: 10.1186/2047-217X-2-16. 

 

Walker V, Mills GA. 1992. Effects of birth asphyxia on urinary organic acid excretion. Biol Neonate. 61(3):162-

72. PubMed PMID: 1610944. 

Warner, M.J., Ozanne, S.E. 2010. Mechanisms involved in the developmental programming of adulthood 

disease. Biochem J.; 427, 333–347. doi: 10.1042/BJ20091861 

 

Whittaker R.H. 1960. Vegetation of the Siskiyou mountains, Oregon and California. Ecol. Monogr. 30, 279–338 

doi:10.2307/1943563. 

 

Wong JM, de Souza R, Kendall CW, Emam A, Jenkins DJ. Colonic health: fermentation and short chain fatty 

acids. J Clin Gastroenterol. 2006 Mar;40(3):235-43. 

 
Xia, J. and Wishart, D.S. 2016. Using MetaboAnalyst 3.0 for comprehensive metabolomics data analysis. Curr. 

Protoc. Bioinform. 55:14.10.1-14.10.91. doi: 10.1002/cpbi.11 

 
Young CM, Kingma SD, Neu J. 2011. Ischemia-reperfusion and neonatal intestinal injury. J Pediatr. 2011 

Feb;158(2 Suppl):e25-8. doi: 10.1016/j.jpeds.2010.11.009. 

 

Yu Z, Morrison M. Improved extraction of PCR-quality community DNA from digesta and fecal 

samples. Biotechniques. 2004 May;36(5):808-12. doi: 10.2144/3605A0808. 

 

https://www.ncbi.nlm.nih.gov/pubmed/21238702
https://www.ncbi.nlm.nih.gov/pubmed/15152600
https://www.ncbi.nlm.nih.gov/pubmed/15152600


Captions for Figures 

Figure 1. Percentage relative abundance of microbial taxa at phylum level. 

Figure 2. Percentage relative abundance of microbial taxa at family level. 

Figure 3. Percentage relative abundance of microbial taxa at genus level. 

Figure 4. Hierarchically clustered heat map showing correlations between the relative microbial 

compositions in each group (control = HPC, HIE treatment group = HP). Clustering was performed 

with the hclust function in the R package gplots. The color of each tile of the heat map indicates the 

strength of the correlation for a given genera. (blue = 2, light blue = 1, orange = 0, green = -1, yellow 

= -2) 

Figure 5. Heatmap of 1H-NMR faecal metabolomic data using Euclidean distance matrices on 

MetaboAnalyst 3.0 
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at birth  
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HP 1 
2 3 41+3 

Vac -

Vaginal 
Formula yes Hypotraemia 

HP 4 
3 4 36+2 

breech - 

Vaginal 
Breast Milk yes 

Left temporal  extradural haematoma associated 

overlying cephalhaematoma 

HP 8 1 3 38 SVD Breast Milk yes Severe perinatal asphyxia 

HP 11 5 7 40+6 Vac-Vaginal Breast Milk yes HIE Grade 2 - Moderate Neonatal Encephalopathy 

HP 17 3 6 41+3 Vac-Vaginal Breast Milk 
 

HIE Grade 2 - Moderate 

HP 18 4 5 41+6 CS Breast Milk yes HIE Grade 2 - Moderate 

HP 19 6 8 40+1 Vac-Vaginal Breast Milk yes HIE Grade 2 - Moderate 

HP 23 0 4 39+4 CS Breast Milk yes 
 

HP 14 
1 5 

39+5 

 
CS 

Breast Milk 

+ Formula 
yes HIE Grade 2 - Moderate  
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HPC 117 
9 10 

39+2 

 
CS Breast Milk yes 

 

HPC 54 
9 9 

39+1 

 
SVD Breast Milk no 

 

HPC 98 9 10 39+5 CS Breast Milk yes 
 



 

Table 1. Patient information for both groups (HP = hypothermia treated, HPC = control).  

 

HPC 200 7 9  SVD Breast Milk no 
 

HPC 44 9 9 40+2 SVD Breast Milk yes 
 

HPC 42 
9 10 

38 

 
SVD Breast Milk yes 

 

HPC 82 
9 10 

39+1 

 

CS - 

Emergency 
Breast Milk unknown 

 

HPC 58 
9 9 

37+2 

 
SVD Breast Milk yes 

 


