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Gastrointestinal diseases (GDs), including gastrointestinal
malignities, represent a heterogeneous range of disorders
with different etiologies, and overlapping, nonspecific
symptomology. A complex network comprising the host
microbiome, metagenome, metatranscriptome, human
transcriptome, human epigenome and exome considerably
impacts the etiopathogenesis of GDs.
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focus on the third most common cancer - colorectal cancer (CRC), along with
pancreatic cancer (PANC), which has the lowest survival rate

Discovering the causes of three poorly understood cancers
in Europe (DISCERN) 

Projects

drugs commonly administrated to patients with GERD and
to those at risk of developing stress ulcers (e.g. cancer or
burns patients)
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