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Abstract: Objective To investigate Liaoning virus (LNV) in mosquitoes in Chaoyang district, Beijing. Methods
According to the Surveillance for Vector Density-Mosquito (GB/T 23797-2009), mosquitoes were collected by CO, traps in
2014 and 2015. Reverse transcription-polymerase chain reaction was used to detect LNV. Molecular characteristics were
carried out by Mega 6.0. Results A total of 9 811 mosquitoes were collected and Culex pipiens pallens (8 968/9 811,
91.41%) was the main species. The sample BJCY14007 was positive for LNV. LNV has two branches (serotype I and
serotype 1) based on the molecular characteristics of the segment 10. BJCY14007 was more related to NE97-12
(representative strain, serotype | ). Conclusion The LNV was firstly detected in Beijing. It deserves further investigation
LNV prevalence in mosquito, human population and other hosts for risk assessment.

Key words: Arbovirus; Liaoning virus; Molecular characteristics; Beijing
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) (GB/T 23797 —2009) 475 12 , T 2014 — 2015 4
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Kit, Qiagen 2 F] ) J5 ¥ 2 B RNA, ] 52 5% s i 7] &
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Healthcare A F]) 5 1 cDNA. FIFH LNV 45 10 51 H
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K F 19035 AR B e P Uk, MR AR B8 JE LA 5 2R,
AR R AR 25 b R A= B AR BR 2 ) 470
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B3 6 336 F13 475 H o 8—9 H RAL Y S bR
AR 2, 2L 5 R R 80.60% 5 TR (14 IS TE
6—9 H BT KA, T = G AU AE 8.9 F SRAES,
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Table 1 Information of mosquitoes samples collected
in Chaoyang district of Beijing, 2014-2015

SRAET[A]

-] ) IREOJFERL =AFGRER {8 pagdn
2014-06 100 0 0 0
2014-07 900 0 0 0
2014-08 2 840 13 0 0
2014-09 2250 233 0 0
JNHF 6090 246 0 0
2015-06 360 0 0 0
2015-07 480 0 63 0
2015-08 317 0 30 0
2015-09 1721 305 175 24
/N 2878 305 268 24
A1t 8968 551 268 24
F L (%) 91.41 2.73 5.62 0.24
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H bR i BOR/INHAT , DU I 28 Blast LU 7047, 7R
BJCY 14007 5 LNV Ifit 7 T B F d 4k NE97-12 114 [i]
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PG TR AFAEFP B 22 5 . LNV 23 SCRER B3 Ry 24k
FRHE, BPIE T AR T RS, B Ve 5 (H
G X)) FEbR S CE MR NEO7-12 &8 1ML 3% T &Y, 2012
4B A AL T A B BE R LN12002-1 F1 LN12018-1
5 EMNEI7-31 [F @ iy AL, JbaT LNV 3%
BJCY14007 510K Btk NEO7-12 fE il L C R I
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