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Abstract
Introduction  The gut microbiota plays a main role in 
the maintenance of host’s health. Exposure to different 
conditions in early life contributes to distinct ‘pioneer’ 
bacterial communities in the intestine, which shape 
the newborn infant development. Newborn infants 
with congenital malformations of the gastrointestinal 
tract (CMGIT), necrotising enterocolitis (NEC) and 
spontaneous intestinal perforation (SIP) commonly require 
abdominal surgery and enterostomy. The knowledge 
about the colonisation of these newborns’ intestine by 
microorganisms is scarce. This protocol is designed 
to explore the microbial colonisation over time of the 
proximal intestinal remnant in newborn infants who 
underwent surgery for CMGIT, NEC or SIP and require 
enterostomy.
Methods and analysis  The literature about microbiota 
colonisation in newborn infants with enterostomy was 
reviewed and an observational, longitudinal, prospective 
study was designed. The infants will be recruited at 
the Neonatal Intensive Care Unit of the Hospital Dona 
Estefânia, Centro Hospitalar Universitário de Lisboa 
Central. Samples of the enterostomy effluent will be 
collected every 3 days, through 21 days after the first 
collection. The microorganisms colonising the proximal 
intestinal remnant will be identified using the 16S rRNA 
sequence analysis and a subset of microorganisms will be 
quantified using real-time PCR. This protocol may serve as 
basis for future observational and interventional studies on 
the modulation of the intestinal microbiota (eg, probiotics) 
on short and long-term outcomes in this population.
Ethics and dissemination  This study protocol was 
approved by the Ethics Committee of Centro Hospitalar 
Universitário de Lisboa Central (441/2017) and by the 
Ethics Committee of NOVA Medical School, Universidade 
Nova de Lisboa (n°50/2018/CEFCM). The results will 
be spread through peer-reviewed publications and 
presentations at international scientific meetings.
Trial registration number  NCT03340259.

Background
The human microbiota is a collection 
of microbes living in the human body. It 
contains approximately 1014 cells and is 

mainly composed of bacteria. Most of these 
microorganisms reside in the gastrointestinal 
tract, constituting the gut microbiota.1–3

The gut microbiota, which is increasingly 
regarded as an ‘organ’, plays a major role in 
the maintenance of the host health, including 
intestinal health and function.4

The intestinal colonisation is dynamic and 
the microbial population develops rapidly 
from birth.5 6 Host-microbiome interaction in 
early life is crucial for the development of the 
barrier function and integrity as well as the 
mucosal and systemic immune functions.7

The type and diversity of intestinal micro-
organisms differ widely among neonates 
and are influenced by factors such as mode 
of delivery, gestational age, type of feeding, 
antibiotic exposure, infant postnatal age and 
surrounding environment.4 5 7–9 Under phys-
iological conditions, the rapid evolution of 
the infant microbiota depends on the initial 
contact with microbes by exposure to amni-
otic fluid, passage through the vaginal canal, 
intake of mother’s milk and skin-to-skin 
contact.10 In contrast, infants requiring inten-
sive care are usually nursed in high-sanitary 
incubators, receive antibiotics, have restricted 
mother’s milk intake and limited contact 

Strengths and limitations of this study

►► This is the first longitudinal study assessing the 
colonisation of the proximal intestinal remnant in 
infants requiring enterostomy.

►► The enterostomy allows the study of the remnant 
proximal intestine microbiota.

►► Data obtained may be useful for future preventive 
and therapeutic interventions.

►► It is a single-centre study.
►► The exposure to the previous neonatal unit environ-
ment may condition the newborn infants’ microbiota.
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Table 1  Studies and case reports addressing colonisation of proximal intestinal remnant in infants with enterostomy

Underlying 
condition Type of study Aim Sample size Results Reference

CMGIT, NEC and 
SIP

Randomised 
controlled trial

To determine the effect of an 
enteral oil supplementation 
on the intestinal microbiome

n=32 preterm 
infants (n=16 in 
each group)

Enrichment of many genera from 
Enterobacteriaceae family, including 
Escherichia, Pantoea, Serratia and 
Citrobacter over time, in infants 
receiving standard nutritional 
therapy.
Enteral oil supplementation 
increased bacterial diversity and 
decreased the abundance of 
pathogenic bacteria.

13

SIP and NEC Case report To study microbiota diversity 
according to the length of 
remnant intestine

n=2 preterm 
infants

Human infant ileum and colon are 
dominated by Bifidobacterium.

16

CMGIT and SIP Case report To quantify Lactobacillus and 
Bifidobacterium probiotic 
strains in the neonatal ileum

n=2 (1 preterm 
and 1 term infant)

Lactobacillus and Bifidobacterium 
strains were identified in the 
neonatal ileum.

17

CMGIT Case report To study the effect of 
probiotic therapy after 
CMGIT surgery

n=2 (1 preterm 
and 1 term infant)

Probiotic therapy with Lactobacillus 
casei and Bifidobacterium breve 
was effective and these strains 
became well established in the 
intestine.

14

CMGIT, NEC and 
SIP

Observational 
study

To compare the microbiota 
composition in fresh intestinal 
tissue collected during 
surgery vs faecal samples

n=7 preterm or 
term infants

Intestinal bacteria diversity was 
higher in the intestinal tissue and 
in faecal samples adherent to the 
intestinal mucosa.

15

CMGIT, congenital malformation of the gastrointestinal tract; NEC, necrotising enterocolitis; SIP, spontaneous intestinal perforation.

with mother’s skin.11 In addition, infants undergoing 
surgery of the gastrointestinal tract commonly require 
some period of fasting, and often the use of gastric acid 
suppressant.12 These factors can cause early life dysbiosis, 
a delayed and suboptimal colonisation of the intestine, 
which has been associated with long-term morbidities in 
adulthood.4 6

Preterm infants are immunologically immature and 
especially sensitive and responsive to bacteria colonising 
the intestine.11 The type of colonising bacteria may influ-
ence their risk of life-threatening morbidities, including 
late onset sepsis or necrotising enterocolitis (NEC).7

Newborn infants with congenital malformations of 
the gastrointestinal tract (CMGIT), NEC and sponta-
neous intestinal perforation (SIP) commonly require 
abdominal surgery and enterostomy.13 While intestinal 
microbiota has been extensively studied in infants with 
anatomically uninterrupted intestine, an extensive review 
of the literature retrieved only five studies or case reports 
addressing intestinal colonisation in infants with enteros-
tomy (table 1).13–17 Data from these studies and reports 
lack for clarification on to what extent the surgical inter-
ruption of intestine affects the developing intestinal 
microbiota.

In this regard, this is the first study that explores the 
intestinal colonisation over time in newborn infants with 
enterostomy.

The primary aim of this study is to obtain prospective 
data on the microbiota colonisation of the proximal 
intestinal remnant in newborn infants with enterostomy 
undergoing surgery due to CMGIT, NEC and SIP. The 
secondary objective is to explore associations between the 
colonisation, and perinatal and postnatal factors.

Methods and analysis
Study design
This is an observational, longitudinal and prospective 
study, implemented at the Neonatal Intensive Care Unit 
(NICU) of the Hospital Dona Estefânia, Centro Hospi-
talar Universitário de Lisboa Central, and the NOVA 
Medical School, Universidade NOVA de Lisboa.

Patient and public involvement
Patients were not involved in the development of this 
protocol.

Recruitment criteria
Patients admitted to the NICU of the Hospital Dona 
Estefânia during the neonatal period, to whom an 
enterostomy has been performed due to CMGIT, NEC or 
SIP, are eligible (table 2).

Sample size
No published data are available to contribute to esti-
mate the needed sample size. Therefore, a convenience, 
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Table 2  Inclusion and exclusion criteria

Inclusion criteria Exclusion criteria

►► Newborn infants with enterostomy 
after surgery
for CMGIT, NEC or SIP.

►► Newborn admitted up to the 28th 
day after birth, if a term neonate, 
or admitted up to 42 weeks 
postconceptional age if born 
preterm.

►► Diagnosis of 
inborn errors of 
metabolism.

CMGIT, congenital malformation of the gastrointestinal tract; NEC, 
necrotising enterocolitis; SIP, spontaneous intestinal perforation.

Figure 1  Schedule of effluent sampling during study period.

non-probabilistic, consecutive sample, limited in time, 
will be recruited. The study is planned to recruit partici-
pants over 2 years. Based on the 11 patients admitted to 
the same NICU from March 2016 to March 2017, who 
fulfil the eligibility criteria, it is estimated that approxi-
mately 20 infants will be recruited.

Intestinal effluent sampling and storage
The first sample will be collected when a sufficient 
enterostomy effluent is available (approximately 2 mL). 
The periodicity of sampling is determined by the every 
3-day routine change of ostomy bags. Any spill or leak 
from the stoma collection bag will be considered as lost 
for sampling due to potential contamination by skin 
flora. In these cases, the next effluent will be considered 
for collection. The period of 21 days scheduled for the 
longitudinal study was based on the average stay in the 
NICU after surgery of the aforementioned conditions 
(figure 1).

Samples will be transported conditioned in a thermal 
bag with ice and stored at −20°C at the NOVA Medical 
School until being analysed.

Microbiota analysis
Bacterial and fungi DNA will be extracted directly from 
intestinal effluent samples using a NZY Tissue gDNA 
Isolation Kit (NZYTech, Lisbon, Portugal) as previously 
described.18 Some modifications to this protocol were 
made according to the protocol by Zoetendal et al.19 In 
brief, 350 µL of buffer NT1 will be added to the enteros-
tomy effluent (2–5 mL) and incubated in a shaking bath 
at 80°C for 15 min. Samples will be centrifuged at 1500 

x g for 1 min. RNAse (4 mg/mL) will be added to 200 µL 
of supernatant for incubation at room temperature for 
5 min. Subsequently, 25 µL of proteinase K will be added 
for incubation in a shaking bath at 70°C for 10 min. The 
remaining steps will follow the manufacturer instruc-
tions.18 19 DNA quantification will be assessed with a 
NanoDrop spectrophotometer (Thermo Scientific, Wilm-
ington, Delaware, USA). The microorganisms colonising 
the proximal intestinal remnant will be identified using 
the 16S rRNA sequence analysis, as described.20 A subset 
of microorganisms will be quantified using real-time 
PCR.18 Primer sequences will be used to target bacterial 
16S rRNA gene and fungi 18S rRNA gene18 21–24 (table 3). 
The set of microorganisms quantified was chosen based 
on previous reports of microorganisms found in prema-
ture infants, infants under intensive care, infants with 
NEC5 11 25–28 and in adults subjected to gastrointestinal 
surgery.29 The microbiota analysis will be performed at 
NOVA Medical School.

Independent factors
The following factors that may influence gut microbiota 
composition will be recorded:

Perinatal factors: gestational age, mode of delivery 
(vaginal or caesarean section), Apgar scores at 1 and 
5 min, prenatal antibiotic exposure, sex, body weight, 
length and head circumference at birth.

Surgical factors: surgical condition (CMGIT, NEC and 
SIP), antimicrobial therapy previous to surgery, age at 
the enterostomy surgery, intestinal level of the proximal 
enterostomy, estimated length of proximal intestinal 
remnant, type of feeding before surgery.

Postsurgery factors: daily body weight, days of fasting, days 
on parenteral nutrition, central catheter and type, type 
of feeding, volume and mode of administration; antimi-
crobial therapy and prophylaxis, H2-receptor antagonists 
therapy, days on invasive ventilation; acute events, such 
as sepsis, daily characteristics of enterostomy effluent and 
date of discharge.

Primary outcome
The primary outcome is the longitudinal characterisation 
of postsurgical microbial colonisation of the proximal 
intestinal remnant. The set of the bacteria and fungi that 
will be searched (table  3) was chosen based on previous 
reports,8 13–17 27 30–32 considering the limited amount of 
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Table 3  Primer sequences and real-time PCR conditions used for microbiota analysis

Target group Primer sequence (5’−3’) Genomic DNA standard AT Reference

Universal F: AAACTCAAAKGAATTGACGG
R: CTCACRRCACGAGCTGAC

Bacteroides vulgatus
ATCC 8482

62 18

Staphylococcus F: GAT GTG CGA AAG CGT GGG GAT
R: GAA CTG AGA ACA ACT TTA TGG 
GA

S. aureus
ATCC 12600

60 24

Bifidobacterium F: CGC GTC YGG TGT GAA AG
R: CCC CAC ATC CAG CAT CCA

B. longum subspecies infantis
ATCC 15697

60 18

Bacteroides fragilis F: TCRGGAAGAAAGCTTGCT
R: CATCCTTTACCGGAATCCT

B. fragilis
ATCC 25285

60 21

Escherichia coli F: GTTAATACCTTTGCTCATTGA
R: ACCAGGGTATCTAATCCTGTT

E. coli
ATCC 25922

60 23

Candida F: TTGGTGGAGTGAT TTGTCTGCT
R: TCTAAGGGCATCACAGACCT G

C. albicans
ATCC10231

60 22

AT, anneling temperature (°C).

enterostomy effluent collected in the pilot cases, which in 
turn restricts the amount of DNA available for extraction 
and subsequent identification.

Secondary outcomes
The secondary outcomes are the associations between 
the identified microorganisms, the timing of first identifi-
cation and the considered independent factors, based on 
previously reported drivers of intestinal colonisation in 
infants.4–12

Statistical analysis
Descriptive subgroup analysis is planned to be performed 
taking into account the cause for the enterostomy: CMGIT, 
NEC or SIP. Additional descriptive subgroup analysis is 
planned to be performed taking into account other main 
independent variables: gestational age (term, 37–41 weeks; 
moderate to late preterm, 32–36 weeks; very preterm, 
28–31 weeks and extremely preterm, <28 weeks), age at the 
enterostomy, intestinal level of the proximal enterostomy 
(duodenostomy, jejunostomy, ileostomy or colostomy) and 
mode of feeding history. Inference multilayered subgroup 
analysis and multivariable analysis will depend on the 
sample size and heterogeneity.

Ethics and dissemination
Parents or legal representative of eligible infants will be 
asked for written informed consent to participate.

This study was registered at ​ClinicalTrials.​gov with 
the title ‘Intestinal colonisation in newborn infants with 
enterostomy’ (NCT03340259), on 13 November 2017.

The datasets used and/or analysed during the current 
study are available from the corresponding author on 
reasonable request. In addition, the results will be acces-
sible from updates at the ​ClinicalTrials.​gov registry. The 
results will be disseminated through peer-reviewed publica-
tion and presentation at international scientific meetings.

Discussion
Early life dysbiosis plays a significant role in the patho-
genesis of NEC.33 The relative abundance of γ-proteo-
bacteria and the paucity of strictly anaerobes have been 
described prior to diagnosis of NEC.4 7 33 In addition, 
low bacterial diversity and potential pathogenic microor-
ganisms such as Clostridium spp, Escherichia coli, Klebsiella 
pneumoniae, torovirus, astrovirus, cytomegalovirus and 
Candida spp were found in infants with NEC.11 26 In the 
aetiopathogenesis of SIP the role of the intestinal micro-
biota has not been elucidated.34 Infants with enterostomy 
have specific factors that may affect the development of 
intestinal microbiota, including the interruption of the 
intestine and the intraluminal contact with air through 
the stoma.29 35 Nevertheless, enterostomy allows to study 
the remnant intestine microbiota located closer to the 
intestinal mucosa.16 27 We assume that identification of 
bacteria in enterostomy effluents may reflect colonisa-
tion in remnant intestine. This may be useful to orient 
preventive and therapeutic approaches, including the use 
of specific probiotics. Little is known about the effects of 
surgery on the microbiota composition of the intestine 
as a large number of microorganisms might be removed 
along with the intestine.

This study is the first assessing the longitudinal coloni-
sation of the proximal intestinal remnant in three distinct 
surgical conditions, addressing the first 3 weeks after the 
first feasible collection of enterostomy effluent. The 16S 
rRNA sequence analysis used has the advantage of iden-
tifying the whole microbiota. The targeted quantitative 
PCR with specific primers to genus/species allows the 
quantification of microbiota. A novel aspect of this study 
includes the 18S rRNA gene analysis to examine fungal 
elements that has been overlooked in similar studies. 
Finally, the comparison of the microbiota identified 
in different points of assessment will give an insight of 
changes over time.
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We acknowledge some limitations of this study. First, in 
a single-centre study it may be difficult to attain a suffi-
cient sample size to assure heterogeneity as the practice 
of antibiotics prescription may be different from the 
protocols of other NICUs. Second, as a tertiary referral 
centre for neonatal surgery, the NICU of the Hospital 
Dona Estefânia receives several infants from other NICUs 
where they were originally admitted and previously 
exposed to their environments. The microbiological 
characteristics of those original NICUs are not contem-
plated in this study. Nevertheless, this issue will probably 
be of minor importance when enterostomy is performed 
within the first postnatal hours. Finally, the contact with 
air through the ostomy may affect the colonisation by 
anaerobic bacteria.

This pioneer study is expected to be useful for future 
research in the target population as it may serve as a 
basis for observational and interventional studies eval-
uating the modulation of the intestinal microbiota (eg, 
prebiotics and probiotics) on short-term and long-term 
outcomes.

Author affiliations
1Nutrition and Metabolism, NOVA Medical School | Faculdade de Ciências Médicas, 
Universidade NOVA de Lisboa, Lisbon, Portugal
2CINTESIS - Center for Health Technology and Services Research, Porto, Portugal
3Comprehensive Health Research Centre, Universidade NOVA de Lisboa, Lisbon, 
Portugal
4Neonatal Intensive Care Unit, Hospital Dona Estefânia, Centro Hospitalar 
Universitário de Lisboa Central, Lisbon, Portugal
5Medicine of Woman, Childhood and Adolescence, NOVA Medical School | Faculdade 
de Ciências Médicas, Universidade NOVA de Lisboa, Lisbon, Portugal
6Research Unit, Centro Hospitalar Universitário de Lisboa Central, Lisbon, Portugal
7Unidade Universitária Lifestyle Medicine, José de Mello Saúde by NOVA Medical 
School, Lisbon, Portugal

Contributors  IBM, LP-da-S, DV and CC were responsible for the study conception 
and design. CM and AF will be responsible for gut microbiota analysis. MTN, 
GCF, DV, AP and LP-da-S contributed to the implementation and development of 
this study protocol in the NICU. All authors critically revised the manuscript and 
approved the final version.

Funding  This project was supported by ERDF through the operation POCI-
01–0145-FEDER-007746 funded by the Programa Operacional Competitividade 
e Internacionalização—COMPETE2020 and by National Funds through FCT—
Fundação para a Ciência e a Tecnologia within CINTESIS, R&D Unit (reference UID/
IC/4255/2013).

Disclaimer  The study sponsors (CINTESIS, NOVA Medical School and Centro 
Hospitalar Universitário de Lisboa Central) had no role in study design, collection, 
management, analysis and interpretation of data.

Competing interests  None declared.

Patient consent for publication  Not required.

Ethics approval  This study protocol was approved by the Ethics Committee of 
Centro Hospitalar Universitário de Lisboa Central (441/2017) and by the Ethics 
Committee of NOVA Medical School, Universidade Nova de Lisboa (n°50/2018/
CEFCM). The study will be conducted in accordance with the ethical principles 
of the Declaration of Helsinki, the Portuguese law, and the Good Clinical Practice 
guidelines.

Provenance and peer review  Not commissioned; externally peer reviewed.

Open access  This is an open access article distributed in accordance with 
the Creative Commons Attribution Non Commercial (CC BY-NC 4.0) license, 
which permits others to distribute, remix, adapt, build upon this work non-
commercially, and license their derivative works on different terms, provided the 
original work is properly cited, appropriate credit is given, any changes made 

indicated, and the use is non-commercial. See: http://​creativecommons.​org/​
licenses/​by-​nc/​4.​0/.

References
	 1	 Koh A, De Vadder F, Kovatcheva-Datchary P, et al. From dietary 

fiber to host physiology: short-chain fatty acids as key bacterial 
metabolites. Cell 2016;165:1332–45.

	 2	 Stecher B. The roles of inflammation, nutrient availability and the 
commensal microbiota in enteric pathogen infection. Microbiol 
Spectr 2015;3.

	 3	 van den Elsen LWJ, Poyntz HC, Weyrich LS, et al. Embracing the gut 
microbiota: the new frontier for inflammatory and infectious diseases. 
Clin Trans Immunol 2017;6:e125.

	 4	 DiBartolomeo ME, Claud EC. The developing microbiome of the 
preterm infant. Clin Ther 2016;38:733–9.

	 5	 Hill CJ, Lynch DB, Murphy K, et al. Evolution of gut microbiota 
composition from birth to 24 weeks in the INFANTMET cohort. 
Microbiome 2017;5.

	 6	 Arrieta M-C, Stiemsma LT, Amenyogbe N, et al. The intestinal 
microbiome in early life: health and disease. Front Immunol 
2014;5:427.

	 7	 Berrington JE, Stewart CJ, Embleton ND, et al. Gut microbiota in 
preterm infants: assessment and relevance to health and disease. 
Arch Dis Child Fetal Neonatal Ed 2013;98:F286–90.

	 8	 Collado MC, Cernada M, Neu J, et al. Factors influencing 
gastrointestinal tract and microbiota immune interaction in preterm 
infants. Pediatr Res 2015;77:726–31.

	 9	 Cong X, Xu W, Janton S, et al. Gut microbiome developmental 
patterns in early life of preterm infants: impacts of feeding and 
gender. PLoS One 2016;11:e0152751–19.

	10	 Hartz LE, Bradshaw W, Brandon DH, et al. Potential NICU 
Environmental Influences on the Neonate’s Microbiome: A 
Systematic Review. Adv Neonatal Care 2015;15:324–35.

	11	 Cilieborg MS, Boye M, Sangild PT. Bacterial colonization and gut 
development in preterm neonates. Early Hum Dev 2012;88:S41–9.

	12	 Sachin C. Amin, MDA, Cleo Pappas, MLISb, Hari Iyengar, MDC, 
and Akhil Maheshwari MD. Short Bowel Syndrome in the Nicu 
2014;40:1–19.

	13	 Younge N, Yang Q, Seed PC. Enteral high Fat-Polyunsaturated 
fatty acid blend alters the pathogen composition of the intestinal 
microbiome in premature infants with an enterostomy. J Pediatr 
2017;181:93–101.

	14	 Kanamori Y, Iwanaka T, Sugiyama M, et al. Early use of probiotics is 
important therapy in infants with severe congenital anomaly. Pediatr 
Int 2010;52:362–7.

	15	 Romano-Keeler J, Moore DJ, Wang C, et al. Early life establishment 
of site-specific microbial communities in the gut. Gut Microbes 
2014;5:192–201.

	16	 Barrett E, Guinane CM, Ryan CA, et al. Microbiota diversity and 
stability of the preterm neonatal ileum and colon of two infants. 
Microbiologyopen 2013;2:215–25.

	17	 Wall R, Hussey SG, Ryan CA, et al. Presence of two Lactobacillus 
and Bifidobacterium probiotic strains in the neonatal ileum. Isme J 
2008;2:83–91.

	18	 Marques C, Meireles M, Norberto S, et al. High-Fat diet-induced 
obesity rat model: a comparison between Wistar and Sprague-
Dawley rat. Adipocyte 2015;5:1–11.

	19	 Zoetendal EG, Heilig HGHJ, Klaassens ES, et al. Isolation of DNA 
from bacterial samples of the human gastrointestinal tract. Nat 
Protoc 2006;1:870–3.

	20	 Marques C, Fernandes I, Meireles M, et al. Gut microbiota 
modulation accounts for the neuroprotective properties of 
anthocyanins. Sci Rep 2018;8:1–9.

	21	 Wang I-K, Lai H-C, Yu C-J, et al. Real-Time PCR analysis of the 
intestinal microbiotas in peritoneal dialysis patients. Appl Environ 
Microbiol 2012;78:1107–12.

	22	 Gosiewski T, Salamon D, Szopa M, et al. Quantitative evaluation of 
fungi of the genus Candida in the feces of adult patients with type 1 
and 2 diabetes - a pilot study. Gut Pathog 2014;6:43.

	23	 Linetzky Waitzberg D, Alves Pereira CC, Logullo L, et al. 
Microbiota benefits after inulin and partially hydrolized guar gum 
supplementation: a randomized clinical trial in constipated women. 
Nutr Hosp 2012;27:123–9.

	24	 Pereira EM, Schuenck RP, Malvar KL, et al. Staphylococcus aureus, 
Staphylococcus epidermidis and Staphylococcus haemolyticus: 
methicillin-resistant isolates are detected directly in blood cultures by 
multiplex PCR. Microbiol Res 2010;165:243–9.

http://creativecommons.org/licenses/by-nc/4.0/
http://creativecommons.org/licenses/by-nc/4.0/
http://dx.doi.org/10.1016/j.cell.2016.05.041
http://dx.doi.org/10.1128/microbiolspec.MBP-0008-2014
http://dx.doi.org/10.1128/microbiolspec.MBP-0008-2014
http://dx.doi.org/10.1038/cti.2016.91
http://dx.doi.org/10.1016/j.clinthera.2016.02.003
http://dx.doi.org/10.1186/s40168-016-0213-y
http://dx.doi.org/10.3389/fimmu.2014.00427
http://dx.doi.org/10.1136/archdischild-2012-302134
http://dx.doi.org/10.1038/pr.2015.54
http://dx.doi.org/10.1371/journal.pone.0152751
http://dx.doi.org/10.1016/j.earlhumdev.2011.12.027
http://dx.doi.org/10.1016/j.jpeds.2016.10.053
http://dx.doi.org/10.1111/j.1442-200X.2009.02963.x
http://dx.doi.org/10.1111/j.1442-200X.2009.02963.x
http://dx.doi.org/10.4161/gmic.28442
http://dx.doi.org/10.1002/mbo3.64
http://dx.doi.org/10.1038/ismej.2007.69
http://dx.doi.org/10.1038/nprot.2006.142
http://dx.doi.org/10.1038/nprot.2006.142
http://dx.doi.org/10.1038/s41598-018-29744-5
http://dx.doi.org/10.1128/AEM.05605-11
http://dx.doi.org/10.1128/AEM.05605-11
http://dx.doi.org/10.1186/s13099-014-0043-z
http://dx.doi.org/10.1016/j.micres.2009.03.003


6 Barreiros Mota I, et al. BMJ Open 2019;9:e028916. doi:10.1136/bmjopen-2019-028916

Open access�

	25	 Milani C, Duranti S, Bottacini F, et al. The first microbial colonizers of 
the human gut: composition, activities, and health implications of the 
infant gut microbiota. Microbiol Mol Biol Rev 2017;81:1–67.

	26	 Hourigan SK, Ta A, Wong WSW, et al. The microbiome in necrotizing 
enterocolitis: a case report in twins and minireview. Clin Ther 
2016;38:747–53.

	27	 Underwood MA, Sohn K. The microbiota of the extremely preterm 
infant. Clin Perinatol 2017;44:407–27.

	28	 Cassir N, Simeoni U, La Scola B. Gut microbiota and the 
pathogenesis of necrotizing enterocolitis in preterm neonates. Future 
Microbiol 2016;11:273–92.

	29	 Guyton K, Alverdy JC. The gut microbiota and gastrointestinal 
surgery. Nat Rev Gastroenterol Hepatol 2017;14:43–54.

	30	 Moles L, Gómez M, Jiménez E, et al. Preterm infant gut colonization 
in the neonatal ICU and complete restoration 2 years later. Clin 
Microbiol Infect 2015;21:936.e1–10.

	31	 Patel AL, Mutlu EA, Sun Y, et al. Longitudinal survey of microbiota 
in hospitalized preterm very-low-birth-weight infants. J Pediatr 
Gastroenterol Nutr 2016;62:292–303.

	32	 Unger S, Stintzi A, Shah P, et al. Gut microbiota of the very-low-birth-
weight infant. Pediatr Res 2015;77:205–13.

	33	 Hosny M, Cassir N, La Scola B. Updating on gut microbiota and its 
relationship with the occurrence of necrotizing enterocolitis. Hum 
Microbiome J 2017;4:14–19.

	34	 Vongbhavit K, Underwood MA. Intestinal perforation in the premature 
infant. J Neonatal Perinatal Med 2017;10:281–9.

	35	 Brower-Sinning R, Zhong D, Good M, et al. Mucosa-Associated 
bacterial diversity in necrotizing enterocolitis. PLoS One 
2014;9:e105046.

http://dx.doi.org/10.1128/MMBR.00036-17
http://dx.doi.org/10.1016/j.clinthera.2016.02.014
http://dx.doi.org/10.1016/j.clp.2017.01.005
http://dx.doi.org/10.2217/fmb.15.136
http://dx.doi.org/10.2217/fmb.15.136
http://dx.doi.org/10.1038/nrgastro.2016.139
http://dx.doi.org/10.1016/j.cmi.2015.06.003
http://dx.doi.org/10.1016/j.cmi.2015.06.003
http://dx.doi.org/10.1097/MPG.0000000000000913
http://dx.doi.org/10.1097/MPG.0000000000000913
http://dx.doi.org/10.1038/pr.2014.162
http://dx.doi.org/10.1016/j.humic.2016.09.002
http://dx.doi.org/10.1016/j.humic.2016.09.002
http://dx.doi.org/10.3233/NPM-16148
http://dx.doi.org/10.1371/journal.pone.0105046

	Colonisation of the proximal intestinal remnant in newborn infants with enterostomy: a longitudinal study protocol
	Abstract
	Background﻿﻿
	Methods and analysis
	Study design

	Patient and public involvement
	Recruitment criteria
	Sample size
	Intestinal effluent sampling and storage
	Microbiota analysis
	Independent factors
	Primary outcome
	Secondary outcomes
	Statistical analysis
	Ethics and dissemination

	Discussion
	References


