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[Abstract] Objective To analyze the genetic characterization of the complete genome from a
human coxsackievirus B3 strain A103/KM/09 isolated in Yunnan province, 2009. Methods By
using RT-PCR, all the eight fragments which containing about 1000 nucleotides and covering full viral
genome, were sequenced. By using Mega 5.05, Geneious, RDP 3 and SimPlot 3.5.1 software,
sequences were aligned with other enterovirus reference sequences. Phylogenetic and recombination
analysis were also carried out. Results The A103/KM/09 isolate genome showed 7389 nucleotides in
length , encoding for 2185 amino acids. In the complete genome, the homology of nucleotide
and amino acid among the seven coxsackievirus B3 isolates were 81.0%-88.0% and 95.7%-98.0% ,
respectively. There appeared 81.0% and 95.7% homology when compared with that of Nancy
prototype strain. Results from the Phylogenetic analysis showed that the coxsackievirus B3 formed
five distinct clades, I — V. Nucleotide divergence rates between clades were 16.2%-24.3% . The
A103/KM/09 strain belonged to clade V. Clade V was further divided into four sub-clades, A-D.
The nucleotide divergence between sub-clades was 4.3%—-11.4%. Putative recombinant event for A103/
KM/09 was detected. Conclusion All coxsackievirus B3 isolates could be divided into five clades,
with A103/KM/09 strain belonged to Clade V -D. Evolution of coxsackievirus B3 had occurred in
China.
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(1) %% % RNA #2 B : # 8 Axygen Body Fluid
viral DNA/RNA Miniprep Kit #45t B 45 %2/ 2 BUR
FRNA, fH#E RNARET-70 C,

(2) 5193t . R Fuyangl9 (R E B F 5
FJ000001 )& it5#(F 1),

F1 CVBI2EFEHY HMANFES Y

EL) FFI( — 3') g
B3-IF  TTAAAACAGCCTGTGGGTTGC 1~21
B3-IR  TCCCACAACCACGTTTGCGCA 1051 ~ 1031
B3-2F  TCAAATTCAGCGACCAGACA 855 ~ 874
B3-2R  TCACCGGGTATCTTCATCTCTG 1851 ~ 1830
B3-3F  AGGCCTTCCAACAATGAACAC 1740 ~ 1760
B3-3R  CTCATACTCAGTGAAGTAGAC 2694 ~ 2674
B3-4F  GTCCCAGGAGACACCATGC 2582 ~ 2601
B3-4R  TCTGCCAATCAGTGTGTGTTG 3384 ~ 3364
B3-5F  AACCCAGTGGAGTGACAACAA 3245 ~ 3265
B3-SR GGTTCAATACGGCATTTGGAC 4406 ~ 4386
B3-6F  GTGCACCATCCCAGAGTGATC 4242 ~ 4260
B3-6R  AAACCATAGTCTGTGACCTG 5744 ~ 5725
B3-7F  GCTGAAACTCAACCGGAATG 5583 ~ 5602
B3-7R  CGATGTAATTTGTCTCTTTGTG 6711 ~ 6788
B3-8F  AATGAGGCAGACATTTGGTAA 6463 ~ 6483
B3-8R  CCGCACCGAATGCGGAGAATTTA 7399 ~ 7388
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35AMERR ;72 CIEMF 10 min, SR/5EE =973 ul,

1.0%35 HEHE HL 9K , #4 4% DL2000 Marker Xf ™ ¥ - Bt
FATHIA

(4) FF 50 2 FVER AT - SRR RN
A R A (L) X 3G 7= Pt AT e Ap R e (41
BERII3 ), HAbCVB3 HIAEFEFEHM VP &K
J¥ 51 M GenBank T # , %A J5 | F§ Mega 5.05 #1
Geneious Basic 5.6.5 8451 5IXy Kt 11 R Gk 5
}7 (Neighbor-joining 7 ) FAZ T BR (B R )RR
kb %3 LA K7 B RDP3 .BLAST H1 SimPlot 3.5.1 344Xt
CVB3 4+ B ¥k A103/KM/09 FE5 BT B A 5347,

s R

1. RT-PCR =) K W ¥ - K AR H 5 | 0 1E—
1 RT-PCR, B 3 ul PCRF=YITE 1 %R B RE .
ke, R BES5EMR B/ —HENEIE. &
&R B — BT . BRI
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e, Hi@ it BLASTH S, #H— A KM H 2B S
E6SD11CHN 5[] ¥ (86% ) , 2C .3A #13C 5 Echo6/
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