LG U2 A (SR, 2012 46, 551 %, 35 4 55, 35 23-27 0 r
Jiyinzuxue Yu Yixue Shengwuxue (Online), 2012, Vol.1, No.4, 23-27 f
http://gmb.5th.sophiapublisher.com

ik S RE

Review and Progress

Bumm & E A BN RER

fgE = g = k=
1 Ab 5 KR = e B A sl T B B T A ST, Sk 8 R i L 1 B e A F 7 2 A R B S =, b, 1001425
2 bR ANRERE, b5, 100044
=G A E 4+ xingmo@bjmu.edu.cn; PVE#
FERAFEERSAYF, 2012 4F, 14, F4/  doi: 10.5376/gmb.cn.2012.01.0004
Wk . 20124807 H 27 H
2 HW: 2012408 A 15 H
KFEEAW: 2012 4E 08 H 30 H
ARICEIRE R (LRSS NS (2012 4£55 31 B4 4 W15 401-405 ) L. BUKIEEBUTTE AFZRUOVEAT 11, %A Creative Commons
Attribution License Xf HHBHTHAL, HRKFREHERHE. REXSEEA S 05 H, BHBUITE ARV RS =5 T4 545 .
AR AR A R
SIS (P 30):
FIRTBESE, 2012, B0 B HE R4 8 IR FURE R, BEDRIZH S S5 R 5442 )% (online) Vol.1 No.4 pp.23-27  (doi: 10.5376/gmb.cn.2012.01.0004)
51 (L)
Lu et al., 2012, Progress in Research of Genomic Island in Pathogenic Bacteria, Jiyinzuxue Yu Yixue Shengwuxue (online) (Genomics and Medical
Biology) Vol.1 No.4 pp.23-27  (doi: 10.5376/gmb.cn.2012.01.0004)

 OE AN RN SN A LR E X, RUKCF SRR A, B — R AR AL RO T2 K
MRS DD REAH G A B DR o 1oL DR 5 A A RO RS B0, R LA BRAR 5 DR 76 20 1 R PO A4, A A A7 AU S5 L R
HAEZEM. Bl Qg R A5 A W22 SC A5 77 idon) 3 DR 20 5 EAT TN R SGIE o 3083 %) B0 1 5 PR 281 15
Fe, R UL RN B B0 PR 2455 BT BE RS, RO EAT VR, AEAL G TR ) h AT R

KBEIR) Bowm: SERALS: RPN, 8065 PikRmg

Progress in Research of Genomic Island in Pathogenic Bacteria

Lu Xinpu lg, Yang Donghong zg’ Xing Mo 1=

1 Key laboratory of Carcinogenesis and Translational Research (Ministry of Education), Peking University Cancer Hospital & Institute, Beijing, 100142;
2 Peking University People's Hospital, Beijing, 100044

= Corresponding author: xingmo@bjmu.edu.cn; = Authors

Abstract Bacterial genomic island is a specific region on the bacterial genome, which has certain structural features related to
horizontal gene transfer and carries some functional genes related to pathogenicity, antibiotic resistance and adaptability. The
genomic island plays important roles in the process of bacterial survival and pathogenicity due to its transfer that can cause
pathogenic related genes spreading in bacteria. At present, genomic island can be predicted and validated through bioinformatics and
molecular biological experiments. By studying the genomic islands in bacterial genome, we might explain how the bacteria acquire
pathogenicity, drug resistance and other important functions, moreover trace the source of the disease. We believed that the research
on genomic island has an important significance in preventing and controlling the infectious diseases.

Keywords Pathogenic bacteria; Genomic island; Horizontal gene transfer; Pathogenicity island; Antibiotic resistance
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