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Research progress on the occurrence and development of esophageal squamous cell carcinoma,

and long-chain noncoding RNA

XIE Jian-jun (Basic Medical Sciences, Guangdong Medical University, Dongguan 523808,China)

Abstract: Long non-coding RNAs (LncRNAs) are important regulatory molecules in the development and progression of
many human cancers, including esophageal cancer (EC). Accumulating evidence has demonstrated that LncRNAs may regulate
gene expression through chromatin remodeling, recruitment histone-modifying complexes to chromatin or combination with
transcription factors, and through post-transcriptional processing based on the interaction with RNAs or proteins. Here, we
focus on introducing the modes of regulatory mechanisms and functional roles of LncRNAs in EC. Moreover, LncRNAs have
clinical application potential to be served as novel diagnostic and prognostic biomarkers and promising therapeutic target for EC
treatment.

Key words: esophageal cancer; long non-coding RNA; transcriptional regulation; post-transcriptional regulation; epigenetic

modification

B WL AT R, A R A E Rz it BARARRTHAR B LT  FARYIBR A
Jitd J8% ( Esophageal Squamous Cell Carcinoma, ESCC ) AT B RS SR ARG T IR TEIR IR LTz
JEFEMHLTA, RS & T 95%, 73K {30 el R U IR A A AR T TR AR G AR

rFE HE: 2023-07-09
HEEWH: BRARRAEST LU H (81871921),) AE AR 4- A AW H (2019B151502059)



362 I N PN

20234F 55 414

BRI AT RO PG AR R A BRY . B R
[ 5 ARAEARRARMIG, 2920 20%", 302 i T4 il 1
H G = B AR, HICR SR A bR ic
FEGE LT 70% M9 E A B A e T s A bk 12
Wik, PRI, FRATTH0 DT ZERT B Bl 1) & L
PEATAIESY , I3 20 RE PR RO E R = B2 W Al i s
T o3 SR TR A
HAT, ek miubsRy], KEEIESHS RNA
(Long Non-coding RNA, LncRNA) 1E KT REIE 7 43
TAER RN R R b AR AR B Rl
S PR A, NBE P A T Bt o, (g 2
T 1% 135 DR 20 4 i 2 1 5, i H A 1) 25 P A e W
N B DNA”, H P s AR i RNA , %
AEABGIERE . Hdr, 76% MAEHABRNA KEER
F 200 MR, L SO BEEARSRNAY K
FLncRNAs EA T AA B HIREE 1 - IR 2
53R W], LncRNAs 1 ki 2 K S B, 78 e
R R R R v 2k A S RN sk I 0 SR s S R
RRAEERAE . SR, TR A BHE T LncRNAs £
WFZE AL TR BT BE, LncRNAs /2485 Wi A 1
HLEI BT AN SR . ik, RA 745 T ##LncRNAs 1F
A A A TN IR RE , A e B B Ar iz W
TS B A P ) BB iR YT A . LncRNAs i# i3
el S ORIV 3 S WA R AR LR, AT DO AR IE el
240 e 57 AL B s R YeE ™, — 7T, LncRNAs
Wit S 5B B AIDNA LI 7E 2 st 14 fik
SAKAE IR L A BT AT B 5 %% 5% [HF (transcription
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