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What is the Precision Medicine Initiative?

The Precision Medicine Initiative is a long-term research endeavor, involving the National Institutes of
Health (NIH) and multiple other research centers, which aims to understand how a person’s genetics, Learn more abo
environment, and lifestyle can help determine the best approach to prevent or treat disease.
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La nostra soluzione;
S) - CKD

Sistema esperto per I analisi dei dati clinici per
epidemiologia, early warning e early
referral del paziente asintomatico con
tendenza a sviluppare cronicita.
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Phase 1

Cloud
Iefrastruetire
Data Integration
Foundation Layer
Modern Patient’s Associations’ Dashboards
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METHOD Open Access
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["|CancerlLocator

CancerLocator: non-invasive cancer
diagnosis and tissue-of-origin prediction S
using methylation profiles of cell-free DNA

Shuli Kang', Qingjiao Li", Quan Chen', Yonggang Zhou®?, Stacy Park®, Gina Lee®, Brandon Grimes®,
Kostyantyn Krysan®, Min Yu®, Wei Wang’, Frank Alber', Fengzhu Sun', Steven M. Dubinett*®*'%", Wenyuan Li*’
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4 Tipologie Epigenetica - Metilazione DNA
Luminali A Marker — HoxB13, TMEM179, CRMP1, SCNN1B
LuminaliB 2 G1 2> G2 -2 G3 Signature (miRNA)
HER 2 positivi Classificatore di espressione genica

Triplo negativi . .
Machine Learning (DRF, DNN)
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