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Abstract: Using nested RT-PCR and type special primers of HCV, we performed genotype analysis of

HCYV RNA from five representative cities in Hebei Province. Among 168 samples with HCV RNA, 104

sera was typelb(61.9%), type 2a account for 22.6% (38/168) , and 1b/2a mixed-type was 15.5%
(26/168) . The results indicate that typelb is the dominance strain in Hebei Province. Compared with

type 2a, typelb has important relationship with chronic hepatitis C. This study build up some

foundations for diagnosis, treatment and vaccine study of hepatitis C.
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Table 1 Primers of HCV RNA RT-PCR detection and geno-
typing primers in HCV RNA C region

Primers Sequence (5°-3") genotype
Fl1 GCGTGCAGGCCTCCTCCTAGC

R1 TGTTGTAGGCATAAACCATGT

F2 GAAGATCTTGAGAGGGAAGTATCCGT
R2 GGAATTCTGTTGTGGCATAGACCA
Core region

A CGCGCGACTAGGAAGACTTC

B ATGTACCCCATGAGGTCGGC

C AGGAAGACTTCCGAGCGGTC

D1 TGCCTTGGGGATAGGCTGAC la
D2 GAGCCATCCTGCCCTCCCCA 1b
D3 CCAAGAGGGACGGGAACCTC 2a
D4 ACCCTCGTTTCCGTACAGAG 2b

1.5 RT-PCR $#& 753510
REFRNRFE—RT M -DNA EHEFE—
# RT-PCR RN R #1T. KL S0uL, &F
W F & 4 :10mmolL Tris-HCI(pH9.0,25 C ),
50mmol/LKCl, 0.1%Triton X-100, 1.5Smmol/L MgCl,,
0.2mmoVl/L. ANTP, i [(A)F1 R [1(B)5|# % 20pmol,
RNasin 8U, BcaBEST % 8§ 22U 1 RNA #4% SuL.
RNEFEA 65°C1min,30°C 5 min, 15min~30min
NAJETFHE, 65C15min~30min, 98°C5min, 5°C
5min. F—HY WEM: 94°C30s, 55C30s, 72°C
Imin, # 3% 30 NEAW, B/5IEM 72°C5min.
% RT-PCR RN: F % PCR A —K
PCR /=4 1L, —%&@RA5I1Y C GEM)D &M%
¥ 350514 D1, D2, D3 F1 D43 R R ). 514 %
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2.5%TX PR Bk, R ZEESEE, A Doc 2000 B

BAB ¥ £ % (([H Bio-Rad A FI=%) MELE
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HCV RNA FHE ML 75 b5 45 (R 3k R )
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3B 2 5IFF—4% 144bp F1—%% 174bp HEET, 4 1b2a
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Fig. 1 Result of genotyping in nested RT-PCR HCV RNA
1, HCV 2a genotype(174 6p); 2, HCV 1b/2a mix-genotype(174/144 bp);3,
HCV 1b genotype(144bp).
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Table 2 Result of HCV RNA Genotyping in different regions of Hebei Province

Region Diagnosis Number la(%) 16(%) 2a(%) 25(%) 1b/2a(%)

Langfang PTHC 36 0.0 50.0 389 0.0 11.1
Shijiazhuang CHC 54 0.0 85.2 0.0 0.0 14.8
Zhangjiakou Donors 34 0.0 47.1 529 0.0 0.0
Handan Donors 14 0.0 857 14.3 0.0 0.0
Baoding Donors 30 0.0 40.0 13.3 0.0 46.7
it 168 0.0 61.9 22.6 0.0 15.5
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HCV EREA B MEL A", %A HCV £H
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B Ryt R & H k8 8 HCV RE RN ERA
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EXEZFK HCVla. 1b. 2aBIER, Hb 1a B 4K
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TERT 10 B, . BT, KHBSHX 90 %
BLEN1b &, mitAmmbl2a BAE, mrE#H.
POBA. MM 2a B 46%~ 0% .
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Rth SHEMARNLH, &FEEd, T
W, HE 15.5%MEARY, XEAE—HK
B, AE#ME HCV 4 BA ARERE, ATggh HCV /Y
L 5FE% KRR HCV 515 RN EZENENHEIAR
FFRB. AsHESHRAERR. HREEAE. b
REOPIBER XK. GRE R, FRME AR HCV
BYPRAR BRI WTE—ER. FILAREN
REFERLL 1b BAE, 5 HCV2a BMLLE, HCV1b
R 518 £ B F VIR, XA LA WA &
HHEIT . TaAIM REEAHE —EHRIRX H
fFEA HCV EE R MR — P E.
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