®10%E £8H 2 B8 it E M5 M A
Vol.10 No.8

2020 &£ 8 A

Intelligent Computer and Applications Aug. 2020

X EHE . 2095-2163(2020)08-0135-05 FESES . TP312 XHEkFRER: A

KHEIE RS RNA S5 E B % RIOTN 5 k 5 50
EANS S S 1

(1 SRR BE2ABe, BtBH 550025; 2 SHIH& ARER: B NE, FFH 550002)

i EMASEEMNASEARL ARG Sk LR, RS G T AT IncRNA 5 $ AL EBZT WAL, B4 R o
RBERA T AR RME , KB T — 2 TTAEFR N Ao 3245 A 09 A L3I F | VA R IE JUSF R T & 69 TR IncRNA - %
JREFN ARSI A S TERFEE5 T AEARAEGPA, Fit8 T KRR ET @,

KA. IncRNA-E 9% % 35, $IEE, Hx

Research on the prediction method of the association
between long—-chain non-coding RNA and disease
YANG Jindou', YUAN Jing’, XU Min'

(1 College of Medicine, Guizhou University, Guiyang 550025, China;
2 Department of Nephrology, Guizhou Provincial People’s Hospital, Guizhou 550002, China)

[ Abstract] With the rapid development of high—throughput sequencing technology and computer technology, more and more
studies have shown that IncRNA is closely related to various human diseases, and the relationship between the two has become a new
research hotspot. This article briefly outlines some public databases that can be used for prediction and verification, as well as
algorithms and tools for predicting IncRNA-disease associations developed in recent years, analyzes the common problems of these
algorithms and tools, and then discusses the future development direction.
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