. iGeneTgcqﬁ)

X & FRER

= L RHHR M EF—
Zhtiss (HBV) 2 KA M E S (i =12

RERMESLER, ZEFA%HE (HBV) BEVEARRE (HCO) NAEMARTEEEE(FH2020F 2 EERS 27T, PEFELR

AEE2RRHFIR45.3%, IR EFFAMIE(HCC) BE HBVRREF1X92.05%, HAHBY SER L MEHCCREREEE 5, #EX14EX90% U

E HBVEAR(R#H 1B HRERAEBERAHENBUER L, 3 FHBVES =R, BH T EA S HREEXMIE R LR BN,

/ = DR1 T DP \
5’ Cap aue DRL -_— _>
Pol and 5 cap are removed ,L fﬂgwhf;; plus-strand
«€&= pR1
HBV dsIDNA o
Ll
Oxidative stress. VL
Host genomic = =
DA ¢ NHE] or MIVIE repair mechanisms

Integrated HBV DNA
(stable and prolonged production of HBsAg, HBx and/or
mutated PreS/S envelope and HBx proteins)

$ ¥ ) 4

Geneticalterations,

Virus persistence Genomic instability
Necroinflammation/Regeneration Epigenetic changes Moutations,
Oxidative stress | Epie . N & » Chromosomal
Cancerized lineages R
alterations

4

(o g

Host DNA double-stranded breaks

g

Healthy Liver Chronic Hepatitis/Cirrhosis HCC
- /
El. HBVASESEMAMHCCREFHRBEY
~FmiEs
P& TargetSeq® HBV Panel
RARIE TargetSeq® RABIRET F IR
BRI AN 17.6 Mb
EEHBVERE 8T A (A,B,C,D,E,F,G,H) , £5500% 5!
o FAERREHIHBV RS LA
5 o HITEEERAFHBVHESESMURES, WEBFRSEXNMENLLELBENGIURZAF
ERAYHNHEREEEER X
I ERARS S
BARER BRS5AER = SR
& gDNA =2 ug RFAEITHE 5N TIER PE1507F
FERARSS 150 TIEE Hlumina&MGlI




AL

ERREERSONAR B MESREONAR ERHIERN, BB EURMEXIERBEDNA (flanking host DNA) HEH##EIR,
RIEVirusSeq 73 7%, LHBVEIEEM DT RIE, DA tHHBVEZ IR ETEE EDNA LRSS,

4 = A A A
—_——

i e E—
Biotinylated Hybridize biotinylated probes .
e e PNAIBrEY

HBV genome fragment I:: FI
I
Human genome fragment I::

|

I
|
PCR amplify DNA and sequencing
.

E2. HBVFFI KRB A mialimie

i

B EMIRF=iH TargetSeq® IR MF A HBVE ST RIS SN RBES

FRRE RE. S MR g AR

SE30H

1. Pollicino T, Caminiti G. HBV-Integration Studies in the Clinic: Role in the Natural History of Infection. Viruses. 2021 Feb 26;13(3):368.
doi: 10.3390/v13030368. PMID: 33652619; PMCID: PMC7996909.

2.LiW, Zeng X, Lee N P, et al. HIVID: an efficient method to detect HBV integration using low coverage sequencing[J]. Genomics, 2013,
102(4):338-344.

3. Zhao, Ling-Hao et al. Erratum: Genomic and oncogenic preference of HBV integration in hepatocellular carcinomalJ] Nature
communications, 2016 Oct 05;7:12992

4. Tu T, Budzinska M A, Shackel N A, et al. HBV DNA Integration: Molecular Mechanisms and Clinical Implications[J]. Viruses, 2017,
9(4):75.

PIAE: www.igenetech.com 2 7 B B PR E SRR ERSS kKIS HAREIR
HB#E : sales@igenetech.com
B13E:010-89146623 ENT AR IS BN EEEARERERITIS2SH

hRANAS B - A F MR T LA R REYRE bR BRASME, REAABPEY ), FAEM N ARERTEUEALAREFMRRNSTATHTES BN REREREMES. AF
MPFEBSFIIFRYE T ERREYEE (tR) BRARRERMEME.

Y45 :PMM230105





