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[ Abstract]  Five of seven coronaviruses that cause respiratory disease in humans were beta-coronaviruses. HCoV-
0C43 and HCoV-HKU1 show seasonal transmission and cause mild symptoms after infection. SARS-CoV, MERS-CoV and
SARS-CoV-2 spread rapidly from person to person, which posed a serious threat to public health security and national
economy. Nucleic acid testing is the key test to identify, diagnose and screen people infected by virus, but the positive of
viral loads does not mean the virus is contagious. It is urgenly to explore a rapid detecting method for virus replication as a

supplement to judge virus activity. Studies have confirmed that the subgenomes produced by beta-coronaviruses during cell
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replication can be used as indicators for judging viral activity. This paper reviews the detection and application of

subgenomes of beta-coronavirus, aiming to establish subgenome detection method

, optimize virus detection method ,

perfect experimental animal model creation and drug or vaccine effectiveness evaluation systems and help to carry out

experimental research.
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SGP) . SGP G PESZ R EE RNA JF 91 F — K454 1Y
S A RO B 4 F, RARp 454 T SGP I B 4%
A IESE KL 4, Miller 261 B B 76 BMV 5 7
HRUESE T PN AR A AR AR A 1 B ST, B S & B A
JEE A TMV , BYDV | K 2 2% 80 AL MK B ( barley
stripe mosaic virus, BSMV ) 25t i X Ay 20 58 A0
FERGL = A:120) 4y IEAE RNA 3h 0% 1 2
852 Ir 5 B (sindbis virus, SV) HIAR AR 6 75 B
(caliciviridae ) J5 B 14 V. 2 PR 28 38 3 PN BB AL 4R 1Y 7
AR,

(2) $EFTZ 1 HE Y. 75 & 1 RdRp &, 05 5 7F
RdRp fEH ™A B sE RNA [ R il B & k55
fili A ARk, 77 A B S DR, P DA I R A AR
A SR 28 - P ST T N T s S R o i
., BUBIRLY 5 — R AL N RARp & 4 K f s
Jei , FE LA SRUBE AR A BT 3 R 2 A 5t e o 3] ¢



144 o AR R 2 4 2022 4F 11 H 4532 %55 110 Chin J Comp Med, November 2022, Vol. 32,No. 11

1E15 5 & 2 1k, BF 5% 3% B 3R ih 9 B R
(toroviruses ) . £, T4 HF H K 9% 2 J& ( betanodaviruses )
A9 R FH PR T AE Ay v A O R 4

(3) B A s R G i K sE ) |, LU
HEARAR G O A R 20, B 3 57 757 91 Z J5 BT
58 5 8 2 7§ ( leader-transcription regulating
sequences, TRS-L) J5 15 11, Bk R 2= H (937 3L K 2 I
UiE %) AR %% 53% 8 42 15 3] ( body-transcription regulating
sequences, TRS-B) ,SRJGWT 3 57 -3 BY 7 M 4k LG hL,
TP

(4) ARSI SRR« 5 i 58 Bl e SRR AL Y
DOMNTE T AL s RN i K e T2 B
FEANFHIE SR R 20 5 n 07 B R PR A 4 et 7 v
HE H I 4 i TRS-B B £ {55, TRS-B fi
HEGUEE RNA [5] 57 3 (14 TRS-L B 5L M T #F 171 4% 0
FEPRAL A " T DL R AR AR A K I i Y
BSEZE IS

HTT 05 Bl e SRR BRI AS 2 S0 e Si B Y 1Y) G At
ST 1 A A B e s R 45 % 31 (transcription
regulating sequences , TRS) , 1 P F 15 75 i 4] 8% 2
T8 B (nidovirales ) T 9% 5 (19 7. & [H]
A (BB B A WA BF 83 35 A
R EE H T 0 25 A % L1 SRR 5E I
FHEA G

IR 4 BTz N AT AR R 227 A A A [
37 R Uy AV PR 2 3 e 7 A I PR 2 O 8 il 1A
oo B S ] 1) SRS T BE 2 1R T 3 1 RNV R Ak
(132 IA T2 5 A B PR LS A T X —
SR A ST B i PR 7R B8 RN ] B ) 22 S AR
kU TR R TE S A R R R EE E T AR
G B DR A 1Y) B Bt S 3l e A 3 S B SR ok o8
i

2 Beta BERFESAKETEREA

Beta jif IR 5 75 J& 5 Alpha 76K B2 J& (alpha
coronavirus ) . Gamma 7 R W F B ( gamma
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HCoV-HKU , SARS-CoV . MERS-CoV F1 SARS-CoV-
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VS PR R R R N AT DA e e o = R
PCR ( droplet digital PCR, ddPCR) #F 47, Oranger
gl g sy 7@ i ddPCR M 5E SARS-CoV-2 NS 1
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PRSI 7 0 719 2 5 U5 A e ik B B BOR K &
FEHZAEH

13 o S A ST A I N Y o - S e O
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