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Background: Although a link between gut microbiome and autoimmune
diseases has been suggested, there is a gap in the understanding of
the gut microbiome in ANCA-associated vasculitis (AAV).
Objectives: This study evaluated the gut microbiome in AAV (granuloma-
tosis with polyangiitis (GPA), microscopic polyangiitis, and eosinophilic
granulomatosis with polyangiitis) compared to healthy controls.
Methods: Using cross-sectional and longitudinal designs, the gut micro-
biome was compared among patients with i) newly-diagnosed AAV (active
and remission); ii) chronic AAV (active and remission), and iii) healthy
controls. Fecal samples were collected using standardized methods and
analyzed by sequencing the bacterial 16S rRNA gene (V1-V2 region).
Taxa with mean abundance >1% were compared using Wilcoxon rank
sum test, correcting for multiple comparisons. Disease severity was
assessed with the Birmingham Vasculitis Activity Score for Wegener’s
Granulomatosis (BVAS/WG). Effects of medications were studied using
mixed effects models.
Results: 63 fecal samples were studied: 29 active AAV (15 new diagno-
sis/14 chronic), 20 in remission, and 14 healthy controls. Compared to
controls, patients with active AAV had a different microbial composition
(p=0.01). There was no statistical difference between the gut microbial
composition of controls and patients in remission (p=0.16). The relative
abundance of the taxa Dialister and Prevotella were different between
active and remission AAV. The relative abundance of the genera Faecali-
bacterium and Sutterella were different between active and remission
newly-diagnosed AAV (Figure 1A). The relative abundance of Dialister
was significant in patients with high BVAS/WG compared to patients with
low BVAS/WG (p<0.01) (Figure 1B). High BVAS/WG was associated with
greater dysbiosis (Figure 2);. similar results were found in a multivariate
linear model (p=0.02). The gut microbiome in patients with GPA on
immunosuppressive agents was similar to controls (p=0.54), whereas the
gut microbiome of patients with GPA not on these therapies was signifi-
cantly different from controls; similar results were found with glucocorti-
coids and antibiotics use.
Conclusion: Active AAV is associated with an altered gut microbial com-
position. Patients in clinical remission have microbial composition similar
to healthy controls. Immunosuppressive agents, glucocorticoids, and antibi-
otics may re-establish a healthy gut microbiome. Severe disease activity
is associated with worsening gut dysbiosis suggesting a potential role of
gut bacteria in the pathogenesis of AAV.

REFERENCES:
[1] Jennette J.C., et al., 2012 revised International Chapel Hill Consensus

Conference Nomenclature of Vasculitides. Arthritis Rheum, 2013. 65(1): p.
1-11.

[2] Merkel P.A., et al., Identification of functional and expression polymor-
phisms associated with risk for anti-neutrophil cytoplasmic autoantibody-
associated vasculitis. Arthritis Rheum, 2017. 69(5): p. 1054-1066.

[3] Scher J.U., et al., Microbiome in Inflammatory arthritis and human rheu-
matic disease. Arthritis Rheum, 2016. 68: p.35-45.

[4] Scher J.U. Intestinal dysbiosis and potential consequences of microbiome-
altering antibiotic use in the pathogenesis of human rheumatic disease.
The Journal of Rheum, 2015. 42: p.355-357.

[5] Scher J.U., et al., Decreased bacterial diversity characterizes an altered
gut microbiota in psoriatic arthritis and resembles dysbiosis of inflammatory
bowel disease. Arthritis and Rheum, 2015. 67(1): p.128-139

Disclosure of Interests: None declared
DOI: 10.1136/annrheumdis-2019-eular.8322

FRI0684 NOVEL MAPPING FUNCTION ILLUSTRATES
NONLINEARITY BETWEEN TRIAL ACR RESPONSE,
DAS28 CHANGE AND EULAR RESPONSE CRITERIA

Nuria Navarro Coy1, Kimme Hyrich2, Sue Pavitt3, Robert West4, Maya Buch1,5.
1Leeds Institute of Rheumatic and Musculoskeletal Medicine (LIRMM), Leeds,
United Kingdom; 2Institute of Inflammation and Repair, Manchester, United
Kingdom; 3School of Dentistry, Leeds, United Kingdom; 4Leeds Institute of Health
Sciences, Leeds, United Kingdom; 5NIHR Leeds Biomedical Research Centre,
Leeds Teaching Hospitals Trust, Leeds, United Kingdom

Background: The American College of Rheumatology (ACR) definition of
improvement is a standardised, widely used outcome measure for clinical
trials in rheumatoid arthritis. In routine clinical practice (and registries),
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