
Results Following application of statistical (machine) learning
methods described, a 17 gene qPCR assay was developed and
optimised. The validation cohort of 123 patients, could be
classified into two distinct subgroups, IBDhi (high risk) and
IBDlo (lower risk). Irrespective of the underlying diagnosis,
IBDhipatients experienced significantly more aggressive disease
than IBDlopatients, with an earlier need for treatment escala-
tion (hazard ratio=2.65 (CD), 3.12 (UC)).

Subsequently, this biomarker is being used to stratify ther-
apy in the PROFILE trial, where 45 sites have been opened
and at the time of writing, over 260 participants randomised
- with recruitment ongoing.
Conclusions We have developed, optimised and validated a
whole-blood qPCR classifier that is able to predict disease
course from diagnosis in patients with IBD. This classifier is
currently being used in the PROFILE trial, the first bio-
marker-stratified trial in Gastroenterology, and if the clinical
utility of a stratified treatment approach is demonstrated this
would represent a major step towards personalised therapy in
IBD.
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Background Postoperative recurrence (POR) is extremely fre-
quent in Crohn’s disease (CD) after ileocolonic resection and
usually assessed by endoscopy. However, the use of endoscop-
ies is limited by its invasiveness. Dysbiosis of gut microbiota
has been implicated in triggering POR. Here, we aimed to
establish a non-invasive tool based on fecal microbiota to
identify POR in Chinese CD patients.
Methods Fecal samples from 52 CD patients within 12
months after ileocecal resection were collected for gut micro-
biota analysis using 16S rRNA genes sequencing technology.
POR was defined by a Rutgeerts score �i2 under endoscopy
at the time of sample collection. Microbiota abundance at
the genus level was employed to construct the model to esti-
mate POR by logistic regression model (LRM). Leave-one-out
cross validation was used to evaluate the robustness of the
model. Receiver operating characteristic curve analysis was
performed to test the sensitivity and specificity of the micro-
bial model.
Results Significant reduction of microbial diversity was noted
in the POR group (p < 0.05). In patients developing POR
(27 cases), an increase of Flavonifactor.spp belonging to
Ruminococcaceae family, and a reduction of 14 genera,
including three short-chain fatty acid (SCFA)-producing gen-
era belonging to Lachnospiraceae family (Stomatobaculum.
spp, Oribacterium.spp and Eubacterium.spp), was observed
(all p <0.05, (figure 1A)). Lower percentage of infliximab
treatment was found in POR patients (33.3% vs. 61.5%, p

=0.040), and closely associated with elevated abundance of
Stomatobaculum.spp and Oribacterium.spp (p <0.01). Both
the abundance of Stomatobaculum.spp and Oribacterium.spp
were negatively correlated with the counts of platelets or
lymphocytes (p <0.05). A score combined with discrimina-
tory microbial species was calculated to predict POR, and
achieved an area under curve value of 0.853 (0.880 for spe-
cificity, 0.778 for sensitivity, (Figure 1B)). The correlation
coefficient between the observed and the predicted values
was 0.651 (p <0.01).
Conclusions POR is tightly linked to the changes in micro-
biota composition and diversity. Fecal microbiota, including
Flavonifactor.spp and three genera of SCFA-producing Lachno-
spiraceae family, represents a non-invasive biomarker for diag-
nosis of POR, helping to prevent POR in CD patients.

Abstract IDDF2020-ABS-0204 Figure 1A Identification of
discriminatory gut microbiota for CD patients with postoperative
recurrence

Abstract IDDF2020-ABS-0204 Figure 1B Identification of
discriminatory gut microbiota for CD patients with postoperative
recurrence

Abstracts

A6 Gut 2020;69(Suppl 2):A1–A95

 on F
ebruary 2, 2021 by guest. P

rotected by copyright.
http://gut.bm

j.com
/

G
ut: first published as 10.1136/gutjnl-2020-ID

D
F

.10 on 18 N
ovem

ber 2020. D
ow

nloaded from
 

http://gut.bmj.com/

