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ABSTRACT: In the human genome, only 1.5 % of them are used for protein coding, while the another 98.5 % are considered to be
“noise” sequence. With the development of sequencing technology, most of the transcriptional RNAs are long non-coding RNA
(IncRNA) that were longer than 200 nucleotides and did not encode proteins. The functional mechanism include Molecular scaffolds,
Guides and so on, widely involved in cell growth, proliferation and migration process, and the level of change is associated with tumor
and metabolic diseases. This review summarizes the classification, the functional mechanism and the diseases involved of IncRNA,
providing the foundation for researchers in future study in IncRNA.
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il p38/MAPK i [ , T T 14 IL-6 ,CXCL-10 2841 it K 7 A 43
WK, IR B SLE i 2 4R 25 ¥ C5T1 IncRNA 7F RA
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AR PP 25 VA R T, AT TR RE A S P B A 253 il e

IRe BA EEREUIAERY IncRNA, 454 R W1 B2F 0 kit

BA RPN IncRNA, A58 E A TFER A8 1 Fit v 45 10 DG it

VERT, AR5 500 S A 2Z ) ARG 28 AR RIBILRD , #A7 B
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