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[ Abstract ] Objective: To explore the association of family structure with family aggregation of hepati-
tis B Virus (HBV) infection in ethnic minority areas of Guizhou Province. Methods: 1 629 permanent
residents were randomly enrolled from 1 315 households in Guizhou province using a multi-stage cluster
random sampling method. 5 mL venous blood from every individual was collected to detect five HBV
serological indexes. These indexes were analyzed using a two-class unconditional logistic regression
model to calculate OR (95% CI) and assess the association of family structures with HBV infection.
Results; Among four different family structures, the aggregation rate of HBV infection was the highest
rate (56.8% ) in the families with three generations living together (FTG) , and the rate of HBV in-
fection was the highest rate (57.7% ) in the families with only grandparents and children (FGC).
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One factor chi-square test showed there was a statistically significant difference in the aggregation of

HBV infection among different family structures (y* =38.983,P <0.01). After adjusting the relevant

risk factors, two classified non conditional Logistic regression analysis showed that FGC( OR =2. 544 ,
95% CI was 1.254 ~5.160) , FTG OR =3. 984 ,95% CI was 2.497 ~6.357) and living with people
who have HBsAg positive (OR =7.379,95% CI was 4. 741 ~11.485) were risk factors of family aggre-
cation of HBV infection( P <0.05). Besides, inoculation of HBV vaccine (OR =0. 448 ,95% CI was
0.207 ~0.972 ) and family yearly income = ¥30 000 ( OR =0.408,95% CI.0.202 ~0.825) are
protective factors from HBV infection (P <0.05). Conclusion;: FGC and FTG members are at high-

risk for family aggregation of HBV infection in Guizhou ethic minority areas.
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Tab.1 The gender, age, yearly income, ethic group, family aggregation and HBV
infection in four different family structures
KELL5H
ESES — S o = ’ P
= HFHE (1, %) RICKHE(n,%) =R (n,%) (ERFHE (%) *
£
1 25. . . .
5] 08(25.7) 33 (7.9) 69(16.4) 210(50.0) 3.395  0.335
@ 106(21.0) 45 (8.9) 79(15.7) 274(54.4)
R (S)
9~19 0 (0.0) 39(33.1) 16(13.6) 63(53.4)
20 ~39 0 (0. . . .
(0.0) 5 (2.5) 43(21.2) 155(76.4) 00 0 000
40 ~59 61(19.9) 3 (1.0) 30 (9.8) 212(69.3)
=60 153(51.5) 31(10.4) 59(19.9) 54(18.2)
itk ARG S (JT)
<5000 93(31.4) 2 (7.4) 34(11.5) 147(49.7)
5 000 ~9 999 61(28.9) 7 (3.3) 33(15.6) 110(52. 1)
25.490 0.002
10 000 ~29 999 32(17.2) 9 (4.8) 32(17.2) 113(60.8)
=30 000 13(19.7) 3 (4.5) 17(25.8) 33(50.0)
RO
Wi 72(18.8) 51(13.3) 51(13.3) 210(54.7)
HE) 19(46.3) 1 (2.4) 6(14.6) 15(36.6) 55886 0,000
R TG 103(24.1) 16 (3.7) 88(20.6) 221(51.6)
K 20(28.2) 10(14.1) 3 (4.2) 38(53.5)
B IKBER LM
H 66(20.5) 29 (9.0) 84(26.1) 143(44.4) 38983 0,000
I 148(24. 6) 49 (8.1) 64(10.6) 341(56.6)
ERIRY HBV
e 111 . . . .
I (23.7) 45 (9.6) 72(15. 4) 240(51.3) 231 056
& 103(22.6) 33 (7.2) 76(16.7) 244(53.5)
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Tab.2 One factor Chi-square analysis of family

aggregation of HBV infection
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Tab.3  Unconditional logistic regression analysis of influencing factors of family aggregation of HBV infection
FSlES B S. E. Wald y* P OR(95% CI)
W ~1.298 0.172 56. 680 0. 000 0.273
FREGE
TR RRE (S HAH) 1. 000
25 L E -0.094 0.208 0.203 0. 652 0.910(0. 605 ~ 1. 370)
(w3 0.934 0. 361 6. 695 0.010 2.544(1.254 ~5.160)
EXMGEe 3 1.382 0.238 33. 630 0. 000 3.984(2.497 ~6.357)
it B4R RE B (J8)
<5 000( Z1E4) 1.000
5000 ~9 999 0. 657 0.205 10. 283 0. 001 1.929(1.291 ~2. 881)
10 000 ~29 999 -0.381 0.229 2.773 0. 096 0. 683(0.436 ~1.070)
=30 000 -0.897 0.359 6.227 0.013 0. 408 (0. 202 ~0. 825)
— AT A TG HBsAg FR:
Jo(ZHd) 1. 000
4 1.999 0.226 78. 400 0. 000 7.379(4.741 ~11.485)
R T TR
H(SHA) 1. 000
B -0.802 0.395 4.127 0. 042 0.448(0. 207 ~0.972)
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Tab.4  Multifactor unconditional logistic regression analysis of HBV infection in different family structures

FRELEH EES B S. E. Wald x* P OR(95% CI)
LS HRRE — A& 1 N JC HBsAg PR
T (ZE4) 1. 000
H 1.511 0.329 21.219 0.000  4.532(2.379 ~8.631)
R —FEFREE B (D)
<5 000(ZHR4) 1. 000
5000 ~9 999 0. 022 0.273 0. 007 0.936  1.022(0.599 ~1.745)
10 000 ~29 999 -0. 645 0.275 5.505 0.019  0.525(0.306 ~0.899)
=30 000 -1.146 0. 446 6.616 0.010  0.318(0.133 ~0.761)
JE AR SR
H(SR4) 1.000
B2 -2.949 0. 768 14.739 0.000  0.052(0.012 ~0.236)
FHENTTH(n)
2(ZH4A) 1. 000
3 -0.778 0. 289 7.241 0.007  0.459(0.261 ~0.810)
4 ~-1.113 0. 685 2. 640 0.104  0.329(0.086 ~1.258)
SRR — A 1 AN JC HBsAg PR
T (SHA) 1. 000
H 2.391 0. 550 18. 905 0.000  10.929(3.719 ~32.116)
ZARMEREE AT A5 TG HBsAg PHPE
T (SH4) 1. 000
H 1.130 0. 508 4.956 0.026  3.096(1.145 ~8.375)
FHENTTH(n)
3(ZHRA) 1. 000
4 1.156 0. 396 8.532 0.003  3.176(1.463 ~6.897)
5 1.311 0.736 3.171 0.075  3.711(0.876 ~15.713)
JE AR SR
& (SHA) 1. 000
32 -1.781 0. 734 5. 880 0.015  0.169(0.040 ~0.711)
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