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Abstract ; Objective
Nanjing area. Methods

To investigate the FYES and FYX allele expression situation of Duffy blood group in Han population of

The genomic DNA was randomly extracted from peripheral EDTA-K; anticoagulation blood samples in 200

voluntary blood donors and Duffy blood group FYA and FYB allele typing was performed by PCR-SSP. The EYES and FYX allele

sequence charateristics of Duffy blood group were analyzed by adopting Sanger double deoxygenation gene sequencing method. Re-

sults The PCR genotyping results were consistent with the sequencing results. Among 200 samples, 180 cases were FYA/FYA

and 20 cases were FYA/FYB;the sequencing results showed that FYES and FYX allele expression was not been found in 200 sam-

ples. Conclusion The expression frequencies of FYES and FYX alleles are extremely low in Han population of Nanjing area, which

has significant difference compared with other races.

Key words: Duffy blood group; gene frequency; FYES;
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L1 — PR BENL A ICA 0 JC I 2% 56 & 9 DU T 24k 1
HRRA 200 {51, HC i AR S P00 35 D BEBIL i R A i 24 4R A5 ik
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DARC #:[H )¥ %] (GeneBank J¥ %1 5 & NG011626) , i Fi] Prim-

er Bl BT B ME HEAT P88 B R 51 W it ¢ KO
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R:5'- CCA AGA CGG GCA CCA CAA-3' 332~349

1.3.3 DARC BHM 74387 PCR ¥ 3% DARC #8 43 Sk )3
H,PCR G 20 pL, F190¥R E 2 200 nmmo/L, PCR 44
$7:95 °C .5 min; 95 °C,30 ;61 “C.30 ;72 °C,1 min;35 41§
5 72 °C .10 min;4 C, PCR ¥ 8ifh )5 & 5 347 0 % 43
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e GATA-L 25 S iS4t itk S SR W % R B2

B, F GATA-1 ZE 7204008 &R 093 58 5 401k » R L%
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fy EAE MNP G BE O E A AR E . R L
98 ST B2 AR R B FYX A5 Fyb Ht gk i 72, T A A s 2>
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