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Genotypes and homology of measles virus isolated from 40 patients with

measles in Beijing Xicheng District in 2014

ZHANG Jing-bo', WANG Jing-hui', CUI Jing-hui', YU Xia-li* \CHEN Meng’ (Xicheng Dis-
trict Center for Disease Control and Prevention, Beijing 100120, China; 2 Beijing Center for
Disease Control and Prevention, Beijing 100013, China)

[Abstract] Objective To understand the genotypes of measles virus isolated from patients with measles in Beijing
Xicheng District in 2014, and timely find out imported measles cases. Methods Measles virus nucleic acid was iden-
tified with fluorescent polymerase chain reaction (PCR), then amplified by real-time PCR (RT-PCR) ., amplified
products were sequenced and analyzed. Results 82 specimens from 81 suspected measles patients in Beijing Xicheng
District in 2014 were taken, 63 were throat swab specimens and 19 were urine specimens. 70 cases were positive for
measles virus nucleic acid, 40 of which were obtained gene sequence through sequencing, 37 were positive culture
for measles virus. The phylogenetic tree analysis showed that gene sequences of 40 measles virus isolates were be-
longed to the same branch as H genotype representative strain Chin9322/H1a and MVi/Hunan. CHN/0. 93/7/H1
recommended by World Health Organization. The homology of nucleotide were 98% —98.9% and 96.9% — 97.8%
respectively, homology of amino acid were 97.3% —99.3% and 95.3% — 98% respectively. Conclusion The main
genotype of measles cases in Beijing Xicheng District in 2014 was the local genotype (H1), surveillance of measles
cases should be strengthened further to control and prevent the imported measles cases.
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Table 1 Characteristics of 40 measles cases who obtained gene sequences, Beijing Xicheng District, 2014
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Figure 1 Phylogenetic tree of 40 measles virus gene sequences, Beijingin Xicheng District, 2014
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Table 2 Comparison of nucleotide and amino acid homology

between 40 cases of measles virus gene sequences

and reference strain sequences, Beijingin Xicheng

District, 2014
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JHia  /0.93/7/H1 /Hla 0.93/7/H1

1 Beijing14-002-XCM3 98. 4 97.3 97.3 96

2 Beijing14-005-XCM4 98 96. 9 98 96.7

3 Beijing14-021-XCM6 98. 4 97.3 96.7 95.3

4 Beijing14-135-XCM15 98.7 97.6 99. 3 98

5 Beijing14-136-XCM16 98.7 97.6 99.3 98

6 Beijing14-137-XCM17 98.7 97.6 97.3 96

7 Beijing14-138-XCM18 98.7 97.6 97.3 96

8 Beijingl4-148-XCM21 98.7  97.6 99.3 98

9 Beijing14-149-XCM23 98.7 97.6 99.3 98
10 Beijing14-150-XCM24 98. 4 97.3 97.3 96
11 Beijing14-151-XCM25 98. 4 97.3 97.3 96
12 Beijing14-213-XCM27 98.7 97.6 97.3 96
13 Beijing14-214-XCM28 98. 4 97.3 98.7 97.3
14 Beijing14-231-XCM29 98.7 97.6 99.3 98
15 Beijing14-232-XCM30 98.9 97.8 99. 3 98
16 Beijing14-233-XCM31 98.7 97.6 97.3 96
17 Beijing14-289-XCM22 98.9 97.8 99.3 98
18 Beijing14-291-XCM38 98.7 97.6 99.3 98
19 Beijing14-292-XCM32 98.7 97.6 97.3 96
20 Beijing14-293-XCM33 98.7 97.6 99. 3 98
21 Beijing14-294-XCM35 98.9 97.8 99.3 98
22 Beijing14-507-XCM46 98. 4 97.3 97.3 96
23 Beijing14-508-XCM48 98.9 97.8 99. 3 98
24 Beijing14-572-XCM50 98.9 97.8 99.3 98
25 Beijing14-573-XCM51 98.7 97.6 99.3 98
26 Beijing14-574-XCM52 98.9 97.8 99. 3 98
27 Beijing14-575-XCM53 98.7 97.6 99. 3 98
28 Beijing14-576-XCM54 98. 4 97.3 97.3 96
29 Beijing14-577-XCM55 98. 4 97.3 97.3 96
30 Beijing14-578-XCM56 98.9 97.8 99. 3 98
31 Beijing14-630-XCM40 98.9 97.8 99. 3 98
32 Beijing14-825-XCM63 98.2 97.1 96.7 95.3
33 Beijing14-935-XCM2 98.7 97.6 99.3 98
34 DBeijing14-936-XCM71 98.7 97.6 99. 3 98
35 DBeijing14-937-XCM72 98.7 97.6 99.3 98
36 Beijing14-938-XCM73 98.7 97.6 99.3 98
37 Beijing14-1044-XCM75 98.9 97.8 99. 3 98
38 Beijing14-1047-XCM77 98. 4 97.3 99. 3 98
39 Beijing14-1234-XCM?78 98.9 97.8 99.3 98
40 Beijing14-1239-XCMS81 98.7 97.6 99.3 98
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