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TOM TAT Tim ki€m cac gen bénh van dang la mét van dé quan trong trong linh vuc Y - Sinh vi danh sach cta
ching van chua day du trong khi diéu dé quyét dinh dén viéc chdn doan sém va diéu tri cac can bénh hiém nghéo do
hé gen gay ra nhu: tu ky, ung thu, khang thudc va tang huyét ap khong ré nguyén nhan. Nhiing gene lién quan dén
mot can bénh cu thé hodc cac bénh tuong tu nhau c6 xu hudng ndm trong cing mét khu vuc trong cac mang sinh hoc
va c6 thé du doan vi tri cila ching & trén mang. Da c6 nhiéu phuong phap phan tich mang lugi dugc dé xuat nham giai
quyét van dé nay. Bai bao trudc hét gitp nguai doc ti€p can va lam chi cac khai niém co ban vé cac mang sinh hoc, gen
bénh va cac dac tinh cla chidng. Sau d6, ndi dung chinh bai bdo phan tich va danh giad cac phuong phap phan tich
thudng dung gan day dé tim cac gen bénh trén 02 mang: mang tuong tac protein (Protein-protein interaction) va
mang tin hiéu té€ bao (Cellular signaling network). Cudi cting la thao luan y nghia cia cac phuong phap va dé xuat mot
s6 hudng nghién ctu tuong lai.

Tirkhéa: Gen bénh, du dodn, mang sinh hoc.

ABSTRACT Identifying the genes causing a genetic disease is a key challenge in field of biomedical, because the
list of them is still incompletewhile it decided to early diagnosis and treatment of serious diseases caused by genome
such as autism, cancer, drug resistance, and hypertension of unknown cause. A common view is that genes related to a
specific or similar disease tend to reside in the same neighbourhood of biomolecular networks. Recently, based on such
observations, many methods have been developed to tackle this challenge. In this review, we firstly introduce the
concept of disease genes and their properties. Then we review the recent computational approaches for identifying
disease genes based on 02 networks: Protein-Protein Interaction (PPI) network, Signaling network and investigate their
advantages and disadvantages. Finally, we discuss key issues in identifying disease genes and point out some future
research directions.
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