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— ~ Distinct molecular phenotypes in SLE
(2B MATBEMIRE SLE B F-RIH BB AREEIR)
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Gene Co-Expression Modules
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— ~ Biomarkers and subclassification/endotyping of IIM
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CLINICAL SCIENCE
Novel endotypes of antisynthetase syndrome identified
independent of anti-aminoacyl transfer RNA synthetase
antibody specificity that improve prognostic stratification
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Endotype 1 Endotype 2 Endotype 3
(RP-ILD cluster) (DM:-like cluster) (arthritis cluster)
Proportion 23.7% 14.5% 61.8%
= e Hellolrope sign
Vsign
2 e Shawd sign
i ‘._ r;:sgx‘;;fg;::; & == - Interstitial hung disease 3] Interstitial lung disease
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Clinical [ . - mﬂs_a o
features i n aynaud phenomenon
CRP P CRP 4 CRP —
Laboratory ESR ™M1 ESR 4 ESR —
features K — ckK 4 Kk —
LDH 4 LDH 4 LDH —
B cell receptor signaling
Targeted Bload coagulation, Responsg to vlr}J S pathway,
o Interferon-mediated hie 5
pathways Platelet activation BnliFe Bathw Positive regulation of B
sl g pa v cell activation
I1SG15, IFI6, LGALS3BP,
Gene 3 4 Y FAM129C, PAX5, LARGE2,
4 ITGB3, MYL9, SEPTINS LYGE, OASL, USP18, g
signature IFITMS, (FI27 IGHD, VPREB3, IGHD1-1
Prognosis Poor Intermediate Good
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Using Al to turn unstructured images
into quantitative biomarkers
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Automated detection of joint swelling by AI-supported metrical

analysis (Hugle et al. digital biomarker 2022)
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Feature Extraction

Classification

Self-monitoring mobile app
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How To Get There?

More Precise Approach to Understanding Immunologic Impact of
Treatments And Treatment Interactions

Use of Clinical Clues About Types of Patients Most Likely to Respond to
Targeted Treatments
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