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ABSTRACT Objective: To explore the correlation between the genotype of HBV and occult infection in the blood donors in Qing-
hai. Methods: A retrospective study was performed, February 2014 to January 2018, the polymorphism of HBV DNA gene in 750 blood
donors from Qingha were detected by the polymerase chain reaction restriction endonuclease fragment (PCR-RFLP), and the risk of
HBYV occult infection were analyzed. Results: 8 cases of HBV occult infection were detected in the 750 donors, the detection rate was
1.1%, including 3 cases of window stage infection and 5 cases of transient infection. And there were 6 cases of gene C, 2 cases of gene B
type, and genotype B patients were all window stage infection, and the nucleic acid quantity were < 20 IU/mL, and the difference were
statigtically significantly compared with genotype C patients (P<0.05). Multivariate Logistic regression analysis showed that genotype C
type, nucleic acid quantification, family history and smoking were independent risk factors for HBV occult infection (P<0.05). Conclusion:
The risk of HBV occult infection in blood donorsin Qinghai isrelatively low, and most of them are genotype C, gene C is an independent
risk factor for HBV occult infection.
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T ML X E 750 5], Horb, B3 400 6], 2z 350 ] ; 4E i % /)N 25
Y, RK 44w, IR 36.33+ 219 % FIIREFRECH
22.92+ 1.29 kg/m?; E Rk 1M EL 1.62+ 0.45 WK . 49 AFRUE ik
MHRS — ol og 2 T i L X 58 | RGASBR ik i A
TR AT, @ ST IO ; 4R 25-45 % My RR IR g (R
UM i -HCV B 0 -HIV B ; BE BE e BEZ: B St
T KA ; 45 ELISA 3000 1Y HBSAg B RGA A% BRI ;4
PR GRS A I O B g KB o HEBRARME  BR M Ok
— TR ; R S FLIA L s B I HAD A B e R
1.2 HBV DNA #3

PR I EE R 4 DNA, SRR A REEE SO - BRI M
YIS A BEZ:(PCR-RFLP)RN HBV DNA 3 [H () 2754 , 4%
Fi RERAE UL B HEAT . ARl GenBank H HBV DNA S B [H A% F
WA 75 % ) K %544k Primer Premier 5.0 4531514, HBV DNA L)
A X AP PCR AT, A JFFN AN« 1. 5-AA-
CATCGGCTGTCTATTATAATC-3; T Jif : 5-~AAATAACACG-
TACGATACTGAAG-3, B J¥%I T : I Jif :5-ATCCACT-
CATGCATATTGACCA-3'; TFijf:5-AGC CAT GTC TCA GCT
ACCACA-3', PCR §"## 2% {4::94°C 3 min, $kJ5 94°C 30 s,48C
55S,72°C 45 s, 3 30 MMEIR, tJ5 72C FEAH 10 min, PCR i

{RZ ¥ 25 ul, 7 2x Tag PCR Masterix 125 uL, |- Fiifa |4
4% 1 pL, B4 DNA 1.5 pL, AN[F] Tag DNA 4 e [ N &R
WA S EBT BANA . PCR PHIE4T 29658 e i vk 7
DLE AN AR R Guie S 01, SE R ) i TR A
ARABRZ 7 T ABI 3100 DNA 4> [ 20 AGHATIF o
13 EREE

TE S5 A A HR I R — M D 243805, N AL 1
B AR R IR B AR TR AT I R R A
14 GitESHh

fd FH SPSS23.00 HA-EA T 43 0T , 1T B8 behoR F 15k
L IS R TR AR PR (e 9FR  AEIES ST
A HE TR R A REE R, ST RN U IR 5 K540,
16 [ R 2250077 F 22 1R 2 logistic [R5 SUMAGR S | L)
P<0.05 Jy2= R HA G T2 Lo

2 R

2.1 HBV HYRERIZEE R

15 750 GIARE, K HBV [ PR 8 6, #aihi RNy
1.2%, Hor gy F ARG 3 {91, — i PR A 5 4,
22 HBV REMRIFHERR

1 HBV [ PER e 8 (& b, 3 C 1Y 6 {51 (75%),
R B R 2 5] (259%) , KL IH B YR E A HER A R L
FR I YRR S 3 ) C AR 8 X e 25 5 RSt 27 0 L (P>0.05).
W 15K 1,

%1 AE HBV [EEMRELEEN —RERTE
Table1 Comparison of the general information of patients with different HBV occult infections

Body Mass Index Frequency of blood
Type n Sex (ma e/femae) Age(year) ) )
(kg/m? donation (times)
Genotype C 6 3/3 38.22+ 2.49 2245+ 1.44 145+ 0.22
Genotype B 2 11 37.98+ 3.19 2219+ 1.84 1.39+ 041
torx? 0.000 0.342 0.311 0.233
P 1.000 0.589 0.603 0.687

Sk hp
LU T
STH bip

19 bp

371 bp

1 HBV [REMEFEFNEEER PCR
Fig.1 Genotype PCR of patientswith HBV occult infection

2.3 HBV EFEMZEEE 25 B KB

FEPH B R FAES N T R R A RS 20 1U/mL,
5 C RN 25 7 Gt 2E 7 L(P<0.05), I3 2,
2.4 XSS

PABR I (4 HBV Fa B PRI YVE N AR B, DA 1 I
7% MR R A A AR R, Z I EK Logistic [l 4-4T @
RFE C R R E i R S R 32 HBV i PR
YL AT fe B P R (P<0.05), I3 3,

% 2 AE HBV EFREWZEBES S BLRBIXILL
Table2 Comparison of the nucleic acid quantification and infection types between different HBV genotypes

Nucleic acid quantificatio Type of infection
Type n
n< 20 1U/mL >20 IU/mL Window phase Transient
Genotype C 6 1 5 0 6
Genotype B 2 2 0 2 0
X2 4.444 8.000
P 0.035 0.005
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Table3 Multivariate analysis of HBV infection occult risk among blood donorsin Qinghai

Influence factor B SE wald P OR(95%Cl)
Genotype C 0.323 0.178 34.119 <0.05 1.893(1.541-2.386)
Nucleic acid quantitation 0.627 0.208 34.396 <0.05 2.154(1.82-2.737)
Family medical history 0.525 0.338 23.132 <0.05 2.162(1.554-2.771)
Smoke 0.451 0.196 28.175 <0.05 2.041(1.885-2.786)

3 Tt

HBV Jgk s & — N B A S D AR ) 8, HBV JER L T
JHETSEA, 0 B e o AR 98 XY i, B L , 47 B IF T R o
YA HBV AHSCHESET- s i3 100 77, W™ FE 520 T
T X B A B O B A AT T R W HBV Ry n] 15 s AT
s, 5 R L, e S EUF AL T 4 ik L,
R RFRRIE A 048, HBV JRYLTE A 7] X [A] 3 AT 2 R A 22
St BE5 ATE R AR IS | BT AR R YLk AR e pei g
AR AT RS N E A O, SN R N AR T A B A4
YA 29, R GERIFSTIA R I Hh A 99 5 ILAE L HBSAg FH
PR HBV JRYL Y 2R, B3 LT HBSAQ 4 51 & i B4t
-HBs £ 3 HBV i ER o {HRfiE HBV-DNA il AR R i
B R R SR G BB MR HBV RIS D4 12 6
T TR NG AT BRI 7 VAN S HBSAG [, (HLImYE
PN F7AE HBY DNA (RN B HBV B,

A WEFE B #E 750 ) A BE L HBY B BE PR A 3Rl
1.1% AR FAHCIRIE , 3X AT RESE: 5 7 L X A N 0 308 sl Lo 441G
K AHFAFE BR TR HBV B/ 23R B I C,dbh
FE oy CM, F i BBy B Ui fifi G MR I 2 T
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W LFHEA, ARBESE T HBV R My 8 il s h 3L C
6 {7, L B 2 45, PN B AR E AR N T 1 R A%
FRERRS 20 IU/ML, S3EK C R BE N L ERA S E
Mo METAFE R ER HBV BRE MR % IR B2 /N T i
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HBV By st AL B 2R R B Z L MR 45 R, H—
FhoRZ A0 N T ol B L R Rk 8 2 HBV [ PRy IR & A=
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SRR T3 HBV [ B PR At s fE e R R . Herp, O
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HBV DNA 4311 C BN | Bl #E Y HBV DNA 437 C Y
WE R T HBsAQ FHME W &, 3R C AU 5 I ke,
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