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Verification of Systems Biology Research
in the age of Collaborative Competition

sbv  IMPROVER stands for Systems Biology Verification
combined with Industrial Methodology for Process Verification
in Research.

The sbv IMPROVER project is designed to enable scientists to
learn about and contribute to the development of a new crowd
sourcing method, for verification of scientific data and results.
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Metagenomics Diagnosis for IBD Challenge
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Metagenomics Diagnosis
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Discover new ways to diagnose!
Contribute. Collaborate. Compete.
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The Challenge in a Nutshell

Inflammatory bowel disease (IBD) constitutes  Objective
a spectrum of chronic inflammatory disorders which ~ The Metagenomics Diagnosis for Inflammatory Bowel Disease Challenge aims to investigate the diagnostic
recurrently affects the gastro-intestinal tract of millions ~ potential of metagenomics data to discriminate patients with IBD including UC and CD from non-IBD
of patients worldwide. Ulcerative colitis (UC) and  subjects, or within IBD subjects, separating UC and CD subjects.

Crohn’s disease (CD) are the two main clinically

defined manifestations of IBD, each with distinctive Shotgun metagenomics sequencing data

clinical and pathological features. from faecal samples RAW DATA
- - Sequence reads

Endoscopy constitutes the gold standard for the ‘@\ﬁ - - = Process raw data
diagnosis and monitoring of IBD. The diagnosis is usually W‘““péiﬁ;gw” .
confirmed by colon biopsy and complemented with the
measurement of clinical molecular biomarkers. Their & & ® MACHINE LEARNING
low sensitivity and high variability limit clinical efficacy. e e el Nature Microbiology, 2018 )‘.J £/ Test dataset
Thus, there is a need to identify novel biomarkers that * He Qetal., GigaScience, 2017 () (independent)
could be assessed with less invasive methods. =
|
Be part of the Journey! ROCESSED DATA
Taxonomy and pathway [ED
abundance matrices
SHOWCASE Show your data science skills.
COMPETE 6 x $2,000 prizes.
Scientific questions
P *  Which predictive computational model is the most accurate to classify subjects as IBD vs non-IBD or CD vs UC?
NETWORK Grow your professional
network. L .
*  What do the most discriminative metagenomics features tell us?
Are these features rather based on taxonomy, pathways and/or others, e.g., k-mers?
Receive an independent Are they distinct between UC and CD or do they show commonalities?
BENCHMARK assessment of your methods.
www.sbvimprover.com/challenge-5
Co-author scientific article(s)
PUBLISH describing the outcome of the
challenge. > m . J il
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COLLABORATE Have fun working with others.

Scoring
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