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Abstract
In recent years, large efforts have been made to unravel the role of the gut microbiota in inflammatory bowel disease (IBD), 
which is a chronic inflammatory disorder of the gastro-intestinal tract. Considering the heterogeneity patients with IBD 
display in their disease course and response to treatment, there is a big need in translating these findings towards clinical 
practise. In this perspective article, we discuss strategies to facilitate the transition from basic science on gut microbiota in 
IBD to clinical applications. We suggest that setting gold standards, improving and increasing the biobanking efforts, and 
studying other members of the gut microbiota are a necessary step to reveal the exact role of the gut microbiota in IBD. In 
addition, we discuss the potential of the gut microbiome as a clinical tool for the diagnoses, prediction and/or treatment of 
the disease. We believe that the growing interest in the gut microbiota will reveal its potential in the management of IBD in 
a not too distant future.

The role of the gut microbiota in IBD

Crohn’s disease (CD) and ulcerative colitis (UC) are the two 
main forms of inflammatory bowel disease (IBD), which 
is a chronic disorder characterized by relapsing intestinal 
inflammation. Therapeutic management is aimed at reducing 
intestinal inflammation, however, within 10 years after diag-
nosis, 50% of the patients with CD and 16% of patients with 
UC require surgical resection of the affected intestine. The 
therapeutic management of IBD remains a major challenge 
because of the partially unknown mechanisms triggering 
IBD. Furthermore, patients with IBD show a large clinical 
heterogeneity in their disease course. The presence of symp-
toms caused by inflammation such as fatigue, weight loss, 
rectal bleeding and diarrhea and complications such as stric-
tures and development of fistulae, is in some patients hardly 
present, whilst others have these symptoms frequently and, 
therefore, require multiple medical interventions. Moreover, 
the disease can be present at different locations of the gas-
trointestinal tract and extra-intestinal manifestations such as 

arthritis and uveitis could also be present. This heterogeneity 
introduces difficulties in assigning the right treatment for 
each patient (Torres et al. 2017; Ungaro et al. 2017).

In recent years, large efforts have been made in unravel-
ling the pathogenesis of IBD in which the gut microbiome 
has been suggested to play an important role (Torres et al. 
2017; Ungaro et al. 2017). This is for example shown by the 
identified genetic susceptibility loci involved in the interac-
tion between the host immune system and the gut microbiota 
(Jostins et al. 2012). Moreover, in mice studies, germ-free 
animals do not develop colitis (Sellon et al. 1998). In the 
early days, studies relied on the capacity of isolating and 
culturing individual bacterial species to investigate the role 
of the microbiota in the disease. With the development of 
culture-independent techniques, it became possible to iden-
tify “unculturable” bacteria, to study the gut microbiota in 
a high-throughput manner and to start characterizing the 
gut microbiota as an ecosystem (Lynch and Pedersen 2016). 
Tag-sequencing the 16S ribosomal RNA gene, a gene pre-
sent in bacteria and archaea, is an example of a widely used 
culture-independent technique (Johnson et al. 2019). More 
recently, techniques like shotgun metagenomic sequencing 
have made it possible to characterize microbes at a higher 
taxonomic resolution. Based on the integration of multiple 
marker genes and genome reconstruction, it is now possi-
ble to predict bacterial strains and metabolic functions from 
sequencing experiments (Lepage et al. 2013). Considering 
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its resolution and the decrease in metagenomic sequencing 
prices, this technique is preferred for the analysis of the fae-
cal microbiome. Despite its limitations, 16S rRNA sequenc-
ing can still offer certain advantages for microbiome stud-
ies, for example, when working with low microbial density 
environments, such as lung or intestinal biopsies in which 
human DNA accounts for a large proportion of the genetic 
material. Several researchers have applied both of the afore-
mentioned techniques to characterize on a large scale, the 
gut microbiota of patients with IBD using faecal samples. 
It has been shown that this group of patients presents a 
decreased microbial richness, a depletion of anaerobic spe-
cies and short-chain fatty acid producers (e.g. Faecalibac-
terium prausnitzii), and an increase of facultative anaerobic 
bacteria in patients with IBD (Vich Vila et al. 2018). Even 
though large steps have been made in unravelling the role of 
the gut microbiota in IBD, a unique IBD-specific microbi-
ome signature has yet to be identified. Here, we describe our 
view on how to improve gut microbiota research strategies 
to eventually benefit from the gut microbiota’s potential for 
clinical application (Fig. 1).

From bench to bedside: improving current 
strategies for gut microbiota basic science

To optimize the clinical application of the gut microbiota in 
IBD, efforts have to be made to improve the accuracy and 
the reproducibility of gut microbiome research. Therefore, 
the following should be implemented into four strategies 
described below.

Setting a gold standard

The microbiota research field is facing difficulties in repro-
ducibility across studies. Therefore, it is of utmost impor-
tance to set a gold standard for conducting microbiome stud-
ies. This already starts at the first step of gut microbiota 
research, namely the method of faecal sample collection to 
avoid post-collection bias in the microbial composition. Cur-
rently, different methods are adopted for this, for instance, 
adding preservatives such as RNALater or ethanol to the 
faecal samples, or immediate freezing of the sample after 
production (Moossavi et al. 2019). Moreover, additional 
steps in gut microbiota research still need standardization, 
such as the use of DNA isolation kits, the computational 
tools used to annotate taxonomy and pathways and, ulti-
mately, the standardization of statistical methods to explore 
microbial associations with the host or environments. Every 
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Fig. 1  How to move from microbiota research to its’ clinical applications in IBD
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step within this chain of gut microbiota research could lead 
differences in the results and should, therefore, be standard-
ized. As of now, several efforts are made to achieve this. 
The “Critical Assessment of Metagenome Interpretation” 
is an example of achieving consensus in the use of software 
in metagenomics sequencing (Sczyrba et al. 2017). The 
Human Microbiome Project [iHMP] is also an example of 
the development of standards for the processing of human 
fecal samples and standardization of analyzing metagenomic 
sequences (Human Microbiome Project Consortium 2012). 
For these initiatives to succeed, it is important that the whole 
scientific community is committed to collaborative efforts. 
Within the context of IBD, it is also important to standardize 
its definitions, for example the definition of active disease. 
Multiple methods are used to define active disease, including 
the use of disease activity scores, faecal calprotectin meas-
urements, inflammation status derived from endoscopy or a 
combination of all these factors, including the opinion of the 
treating gastroenterologist (Bennebroek-Evertsz’ et al. 2013; 
Walmsley et al. 1998; Klaassen et al. 2019). In our opinion, 
the latter definition should be the gold standard, since this 
is the best way to mimic the clinical situation.

The need for biobanking

The study of the gut microbiota in the context of human 
health has two major bottlenecks: the influence of the 
environment on the gut microbiota and the complex host-
microbiota cross-talk. Therefore, biobanking with deep 
phenotyping should be a cornerstone in human microbiota 
studies. Due to its demonstrated impact on the gut microbi-
ome composition, biobanks should use standardized collec-
tion protocols and capture enough information, for instance, 
on diet and medication use (such as antibiotics, metformin 
and proton pump inhibitors) (Zhernakova et al. 2016). Also, 
when studying IBD, factors specific to this disease, e.g. loca-
tion and intestinal resections, should be considered (Vich 
Vila et al. 2018).

Integrative approaches, including host genetics, immunol-
ogy and metabolomic context, i.e. multi-omics approach, 
will have to disentangle the complex host–microbiome 
relation in the context of diseases. Initiatives, such as the 
second wave of the Integrative Human Microbiome Project 
(iHMP, Human Microbiome Project Consortium 2012) or 
the Dutch 1000IBD cohort, have been established to achieve 
this (Imhann et al. 2019). Additionally, multi-omics datasets 
from birth cohorts, like the Dutch LifeLinesNEXT cohort 
including an IBD-specific cohort and the “Exploring MECh-
anisms Of disease traNsmission In Utero through the Micro-
biome” (MECONIUM) cohort, could provide insight into 
whether alterations in early life gut microbiota is linked to 
the onset of IBD (Torres et al. 2020). The currently existing 

biobanks are overrepresented by participants from a West-
ern ethnicity. Several recent studies, however, have shown 
that non-Westernized populations hold a larger microbial 
richness (Pasolli et al. 2019). Therefore, the study of a more 
diverse representation of the human population will be 
needed to gain a complete picture of the gut microbiota in 
patients with IBD.

Studying other members of the gut 
microbiota

Most of the current research on the gut microbiome is 
focused on bacteria and archaea (also known as bacteri-
ome), however, other members of the gut ecosystem such as 
viruses, fungi and eukaryotes are still understudied. Despite 
this, changes in the viral and fungal composition have been 
described in patients with IBD (Norman et al. 2015). Since 
the gut microbiota is an entire ecosystem with interacting 
microbes, it is pivotal to further explore the other members 
of the gut microbiota. From a clinical perspective, the poten-
tial role of viruses regulating the bacterial composition has 
led to exploring bacterial phage therapies in the context of 
several diseases, including IBD.

Unraveling causality in gut microbiota 
research

The causal role of the gut microbiota in IBD is still under 
debate. Are the observed changes in established disease a 
cause of the disease or merely a consequence of intestinal 
inflammation and e.g. the use of immunosuppressive drugs? 
On one hand, the inoculation of bacterial strains derived 
from IBD patients into mice models induces colitis. On the 
other hand, the observed increase of species capable of tol-
erating oxidative stress in the IBD gut could indicate that the 
dysbiosis in IBD is a consequence of inflammation (Ni et al. 
2017). Functional studies are of great help in identifying 
causality, however, translating these findings towards in vivo 
applications could be challenging since cell lines or animal 
experiments do not fully represent the human body. New 
technologies like “organ-on-chip” or more specifically “gut-
on-chip” will be of great help in identifying causality by 
introducing the gut microbiota in this system and then study 
the interaction of the gut microbiota and the intestinal epi-
thelium (Moerkens et al. 2019). Furthermore, longitudinal 
studies will be of great help to shed more light on the causal 
relations in gut microbiota research. This can either be in 
already established IBD patients -to capture different stages 
of disease activity- or in the general population to identify 
microbial changes before and after disease diagnosis.
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Clinical potential of the gut microbiota 
in IBD

The rapid increase in our knowledge concerning the role of 
the gut microbiota in IBD renders the possibility of clini-
cal application of these findings. Clinical application of the 
gut microbiota could potentially include the use of the gut 
microbiota as (1) a diagnostic tool, (2) predicting treatment 
response and (3) in treating patients with IBD.

The gut microbiota as diagnostic tool in IBD

Currently, to exclude the diagnosis IBD in an individual 
with IBD-like gut complaints, direct visualization through 
colonoscopies is needed. Potentially, a fecal gut microbi-
ome signature could be a quick and cheap tool for excluding 
the IBD diagnosis, thereby reducing the frequency of these 
invasive procedures. Different data modalities derived from 
stool samples, like 16S rRNA sequencing, metagenomic 
sequencing or metabolomic profiling, can indeed differenti-
ate patients with IBD from non-IBD individuals, including 
individuals experiencing gastrointestinal complaints due to 
other conditions like irritable bowel syndrome (Vich Vila 
et al. 2018). Further validation of the gut microbiome as a 
diagnostic tool is needed in a setting which better mimics the 
clinical context, e.g. validation in newly onset patients with 
IBD compared to non-IBD individuals with gastrointestinal 
complaints. Moreover, we believe that current developments 
in machine learning and artificial intelligence technologies, 
together with the increased availability of patient cohorts 
with multiple layers of omics data (genomics, microbiome, 
exposome, etc.), will assist in the design of diagnostic tools 
and personalized treatment options.

Predicting treatment response in IBD using 
the gut microbiota

The gut microbiome can contribute to drug efficacy by 
enzymatically transforming the structure of the drug influ-
encing bioavailability and bioactivity or through indirect 
modulation of the immune response (Weersma et al. 2020). 
In patients with metastatic melanoma, the presence of spe-
cific gut microbiota strains at baseline predicted efficacy of 
immune checkpoint inhibitor treatment (Gopalakrishnan 
et al. 2018). In patients with CD, it was also shown that the 
gut microbiota has a predictive potential. In patients with 
CD using the anti-integrin therapy Vedolizumab, it was 
shown that the baseline microbiome of patients achieving 
remission was enriched with Roseburia inulinivorans and a 
Burkholderiales species relative to non-responders. Using 

microbial features, treatment response could be predicted 
in these patients with high accuracy (Ananthakrishnan et al. 
2017). The identification of presence or absence of specific 
gut microbiome signatures could also aid in the prediction 
of response to treatment, as part of the efforts towards a 
personalized medicine, complementing the current pharma-
cogenetics approaches already used in IBD treatment.

Treating with bugs: hopes of the gut 
microbiota as a therapeutic option for IBD

Due to the large gut dysbiosis observed in patients with IBD, 
fecal microbiota transplantation (FMT) has been suggested 
as a tool to use in the management of IBD. To date, the most 
promising effects were identified in UC rather than in CD. 
Even though FMT is perceived as a safe procedure, it cur-
rently still faces difficulties concerning safe donor selection, 
optimal frequency and route of administration and unknown 
long-term safety that need to be further explored before 
translation into IBD management should be introduced. 
Also, a few cases have been reported of side effects that 
can seriously compromise patients’ health (Allegretti et al. 
2019). Therefore, ethical and health considerations need to 
be considered before implementing FMT.

Because the delivery of FMT into the gut of recipients 
includes a colonoscopy or administration through a nasoduo-
denal tube and dependency of fecal donors, multiple efforts 
have been made in designing less invasive therapies, like oral 
supplements including specific beneficial strains. FIN-524 
and FIN-525 are examples of an oral pill including consor-
tia of strains of beneficial lyophilized bacteria, which only 
regain an active state when entering the watery environment 
of the gut. These candidates, similar as in FMT, are aimed at 
restoring the abundance of beneficial bacteria and are cur-
rently still in development (Finch Therapeutics).

Another strategy is to eliminate suspected pathobionts. 
An example of this, is the elimination of strains of Kleb-
siella pneumoniae, which are known as strong inducers of 
T helper 1 (TH1) immune responses when colonizing the 
gut, and indeed are more abundant in CD patients. Interest-
ing developments include targeting specifically Klebsiella 
pneumoniae through phage therapy (drug candidate VE202) 
(Vedanta Biosciences).

Another strategy that holds a great potential is the modu-
lation of the gut microbiome via the use of prebiotics or 
dietary patterns. Inulin has been shown to induce the growth 
of short-chain fatty acid producers such as Lactobacilli and 
Bifidobacteria (Akram et al. 2019). Inducing the production 
of anti-inflammatory metabolites via the dietary-gut micro-
biota interaction has also been proposed. Mediterranean diet 
is known to be a protective factor for the development of 
IBD. Furthermore, an individualized food-based diet called 
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the CD-TREAT diet showed reduction of inflammation in 
patients with active CD, with accompanying changes in the 
gut microbiome, that were similar to the gut microbiome 
changes induced by being fed enteral nutrition exclusively 
(Svolos et al. 2019). Several other dietary interventions have 
been performed but with limited positive results (Khalili 
et al. 2020). The lack of IBD remission on dietary inter-
ventions might be explained by a combination between 
the disease heterogeneity and the microbiome complexity, 
highlighting the limitations of “one nutrient—one bug” 
approaches. Alternatively, approaches integrating informa-
tion on patient’s disease characteristics and gut microbiota 
signatures can help to improve strategies based on the use 
of diet as (supplementary) treatment.

Conclusion

As indicated by the above-mentioned examples, the use of 
the gut microbiota in treating patients with IBD is still at 
its infancy. Time will tell whether tackling one aspect of 
the gut microbiota is sufficient enough to treat IBD. Most 
likely, future IBD management will include a combination 
of microbiome directed therapies as well as the currently 
used immunosuppressive strategies. The gut microbiota 
composition has a great potential for clinical application in 
IBD, such as screening tools or personalized treatments. By 
taking the right steps in improving the basic science of the 
gut microbiota, translation towards clinical application will 
happen in a not too distant future.

Author contributions VC, MAYK and AVV wrote the article. RKW 
critically reviewed the article.

Funding Not applicable.

Compliance with ethical standards 

Conflict of interest The authors declare that they have no conflict of 
interest.

Open Access This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article’s Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http://creat iveco mmons .org/licen ses/by/4.0/.

References

Akram W, Garud N, Joshi R (2019) Role of inulin as prebiotics on 
inflammatory bowel disease. Drug Discov Ther 13:1–8

Allegretti JR, Mullish BH, Kelly C, Fischer M (2019) The evolution of 
the use of faecal microbiota transplantation and emerging thera-
peutic indications. Lancet 394:420–431

Ananthakrishnan AN, Luo C, Yajnik V, Khalili H, Garber JJ, Stevens 
BW, Cleland T, Xavier RJ (2017) Gut microbiome function pre-
dicts response to anti-integrin biologic therapy in inflammatory 
bowel disease. Cell Host Microbe 21:603–610

Bennebroek-Evertsz’ F, Hoeks CCMQ, Nieuwkerk PT, Stokkers PCF, 
Ponsioen CY, Bockting CLH, Sanderman R, Sprangers MAG 
(2013) Development of the patient harvey bradshaw index and a 
comparison with a clinician-based harvey bradshaw index assess-
ment of Crohn’s disease activity. J Clin Gastroenterol 47:850–856

Finch Therapeutics. https ://finch thera peuti cs.com/fin52 4. Accessed 
Nov 2019

Gopalakrishnan V, Spencer CN, Nezi L et al (2018) Gut microbiome 
modulates response to anti-PD-1 immunotherapy in melanoma 
patients. Science 359:97–103

Human Microbiome Project Consortium (2012) A framework for 
human microbiome research. Nature 486:215–221

Imhann F, Van der Velde KJ, Barbieri R, Alberts R, Voskuil MD, Vich 
Vila A, Collij V, Spekhorst LM, Van der Sloot KWJ, Peters V, 
Van Dullemen HM, Visschedijk MC, Festen EAM, Swertz MA, 
Dijkstra G, Weersma RK (1000IBD) The 1000IBD project: multi-
omics data of 1000 inflammatory bowel disease patients; data 
release 1. BMC Gastroenterol 19:5

Johnson JS, Spakowicz DJ, Hong BY, Petersen LM, Demkowicz P, 
Chen L, Leopold SR, Hanson BM, Agresta HO, Gerstein M, 
Sodergren E, Weinstock GM (2019) Evaluation of 16S rRNA gene 
sequencing for species and strain-level microbiome analysis. Nat 
Commun 10:1–11

Jostins L, Ripke S, Weersma RK et al (2012) Host-microbe interac-
tions have shaped the genetic architecture of inflammatory bowel 
disease. Nature 491:119–124

Khalili H, Håkansson N, Chan SS, Chen Y, Lochhead P, Ludvigsson 
JF, Chan AT, Hart AR, Olén O, Wolk A (2020) Adherence to a 
mediterranean diet is associated with a lower risk of later-onset 
Crohn’s disease: results from two large prospective cohort studies. 
Gut. https ://doi.org/10.1136/gutjn l-2019-31950 5

Klaassen MAY, Imhann F, Collij V, Fu J, Wijmenga C, Zhernakova 
A, Dijkstra G, Festen EAM, Gacesa R, Vich Vila A, Weersma 
RK (2019) Anti-inflammatory gut microbial pathways are 
decreased during Crohn’s disease exacerbations. J Crohns Colitis 
13:1439–1449

Lepage P, Leclerc MC, Joossens M, Mondot S, Blottière HM, Raes J, 
Ehrlich D, Doré J (2013) A metagenomic insight into our gut’s 
microbiome. Gut 62:146–158

Lynch SV, Pedersen O (2016) The human intestinal microbiome in 
health and disease. N Engl J Med 375:2369–2379

Moerkens R, Mooiweer J, Withoff S, Wijmenga C (2019) Celiac dis-
ease-on-chip: modeling a multifactorial disease in vitro. United 
Eur Gastroenterol J 7:467–476

Moossavi S, Engen PA, Ghanbari R, Green SJ, Naqib A, Bishehsari 
F, Merat S, Poustchi H, Keshavarzian A, Malekzadeh R (2019) 
Assessment of the impact of different fecal storage protocols on 
the microbiota diversity and composition: a pilot study. BMC 
Microbiol 19:1–8

Ni J, Wu GD, Albenberg L, Tomov VT (2017) Gut microbiota and 
IBD: causation or correlation? Nat Rev Gastroenterol Hepatol 
14:573–584

Norman JM, Handley SA, Baldridge MT, Droit L, Liu CY, Keller BC, 
Kambal A, Monaco CL, Zhao G, Fleshner P, Stappenbeck TS, 

http://creativecommons.org/licenses/by/4.0/
https://finchtherapeutics.com/fin524
https://doi.org/10.1136/gutjnl-2019-319505


708 Human Genetics (2021) 140:703–708

1 3

McGovern DPB, Keshavarzian A, Mutlu EA, Sauk J, Gevers D, 
Xavier RJ, Wang D, Parkes M, Virgin HW (2015) Disease-specific 
alterations in the enteric virome in inflammatory bowel disease. 
Cell 160:447–460

Pasolli E, Asnicar F, Manara S, Zolfo M, Karcher N, Armanini F, 
Beghini F, Manghi P, Tett A, Ghensi P, Collado MC, Rice BL, 
DuLong C, Morgan XC, Golden CD, Quince C, Huttenhower C, 
Segata N (2019) Extensive unexplored human microbiome diver-
sity revealed by over 150,000 genomes from metagenomes span-
ning age, geography, and lifestyle. Cell 17:649–662

Sczyrba A, Hofmann P, Belmann P et al (2017) Critical assessment of 
metagenome interpretation-a benchmark of metagenomics soft-
ware. Nat Methods 14:1063–1071

Sellon RK, Tonkonogy S, Schultz M, Dieleman LA, Grenther W, Bal-
ish E, Rennick DM, Sartor RB (1998) Resident enteric bacteria 
are necessary for development of spontaneous colitis and immune 
system activation in interleukin-10-deficient mice. Infect Immun 
66:5224–5231

Svolos V, Hansen R, Nichols B, Quince C, Ijaz UZ, Papadopoulou RT, 
Edwards CA, Watson D, Alghamdi A, Brejnrod A, Ansalone C, 
Duncan H, Gervais L, Tayler R, Salmond J, Bolognini D, Klop-
fleisch R, Gaya DR, Milling S, Russell RK, Gerasimidis K (2019) 
Treatment of active Crohn’s disease with an ordinary food-based 
diet that replicates exclusive enteral nutrition. Gastroenterology 
156:1354–1367

Torres J, Mehandru S, Colombel JF, Peyrin-Biroulet L (2017) Crohn’s 
disease. Lancet 389:1741–1755

Torres J, Hu J, Seki A, Eisele C, Nair N, Huang R, Tarassishin L, 
Jharap B, Cote-Daigneault J, Mao Q, Mogno I, Britton GJ, Uzzan 
M, Chen CL, Kornbluth A, George J, Legnani P, Maser E, Lou-
don H, Stone J, Dubinsky M, Faith JJ, Clemente JC, Mehandru 
S, Colombel JF, Peter I (2020) Infants born to mothers with IBD 
present with altered gut microbiome that transfers abnormalities 
of the adaptive immune system to germ-free mice. Gut 69:42–51

Ungaro R, Mehandru S, Allen PB, Peyrin-Biroulet L, Colombel JF 
(2017) Ulcerative colitis. Lancet 389:1756–1770

Vedanta Biosciences. https ://www.vedan tabio .com/pipel ine/ve202 . 
Accessed Nov 2019

Vich Vila A, Imhann F, Collij V, Jankipersadsing SA, Gurry T, Mujagic 
Z, Kurilshikov A, Bonder MJ, Jiang X, Tigchelaar EF, Dekens 
J, Peters V, Voskuil MD, Visschedijk MC, van Dullemen HM, 
Keszthelyi D, Swertz MA, Franke L, Alberts R, Festen EAM, 
Dijkstra G, Masclee AAM, Hofker MH, Xavier RJ, Alm EJ, Fu J, 
Wijmenga C, Jonkers DMAE, Zhernakova A, Weersma RK (2018) 
Gut microbiota composition and functional changes in inflam-
matory bowel disease and irritable bowel syndrome. Sci Transl 
Med 10:eaap8914

Walmsley RS, Ayres RCS, Pounder RE, Allan RN (1998) A simple 
clinical colitis activity index. Gut 43:29–32

Weersma RK, Zhernakova A, Fu J (2020) Interaction between drugs 
and the gut microbiome. Gut. https ://doi.org/10.1136/gutjn l-2019-
32020 4

Zhernakova A, Kurilshikov A, Bonder MJ, Tigchelaar EF, Schirmer 
M, Vatanen T, Mujagic Z, Vich Vila A, Falony G, Vieira-Silva 
S, Wang J, Imhann F, Brandsma E, Jankipersadsing SA, Joos-
sens M, Cenit MC, Deelen P, Swertz MA, LifeLines cohort study, 
Weersma RK, Feskens EJM, Netea MG, Gevers D, Jonkers D, 
Franke L, Aulchenko YS, Huttenhower C, Raes J, Hofker MH, 
Xavier RJ, Wijmenga C, Fu J (2016) Population-based metagen-
omics analysis reveals markers for gut microbiome composition 
and diversity. Science 352:565–569

Publisher’s Note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://www.vedantabio.com/pipeline/ve202
https://doi.org/10.1136/gutjnl-2019-320204
https://doi.org/10.1136/gutjnl-2019-320204

	Gut microbiota in inflammatory bowel diseases: moving from basic science to clinical applications
	Abstract
	The role of the gut microbiota in IBD
	From bench to bedside: improving current strategies for gut microbiota basic science
	Setting a gold standard
	The need for biobanking
	Studying other members of the gut microbiota
	Unraveling causality in gut microbiota research
	Clinical potential of the gut microbiota in IBD
	The gut microbiota as diagnostic tool in IBD
	Predicting treatment response in IBD using the gut microbiota
	Treating with bugs: hopes of the gut microbiota as a therapeutic option for IBD
	Conclusion
	References




