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Abstract; To elucidate the homology and genetic variation of a canine coronavirus ( CCoV) strain in Shanxi Province, the present study
amplified the S gene and the M gene of the CCoV Shanxi strain, analyzing the gene, amino acid homology and genetic evolution of the CCoV
Shanxi strain using the DNASTAR, ESPript 3. x and MEGA-X softwares, respectively. The results showed that the S gene homology of the
CCoV Shanxi strain with published reference sequences was 88.6%—98.3%, and its M gene homology was 83. 6% —96.3%. The S protein
and M protein of the CCoV Shanxi strain had partial amino acid site variation, among which the S protein was mainly amino acid point muta-
tion, and the M protein showed a continuous amino acid mutation region at sites of 10 to 40. The genetic evolutionary tree constructed using
the Neighbor—Joining method showed that the CCoV Shanxi strain belonged to the CCoV type Il strain, which was in the same branch with
that of the CCoV isolated in Vietnam (LC190907). In summary, The analysis results of the S gene and M gene were consistent, which indi-
cated that the CCoV Shanxi strain belonged to CCoV type Il strain, with different degrees of gene and amino acid variation, and was closely
related to the strain isolated in Vietnam. The findings of the present study provided an important theoretical reference for the study of CCoV
etiology and disease control in Shanxi Province.
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20 |449 |46.7 |46.7 |46.5 |445 431|448 | 456 |44.3 (443 |45.1 |452 |43.7 |454 |454 |47.0 440 |440 | 56 20 Elmo-02
1/ 2|3 | 4|5 |6 |7 |8 |9 |10 |1 |12 |13 |14 |15 |16 |17 |18 |19 |20 | |
%3 CCoV WTatkH S BEFEREES T



BHEEE 20254 578 4 -89 -

(MT114551) B020 1
(MT114544) B135

(MT114542) B203

@ SX-2021-01
(LC190907) HCM47

(GQ477367) NTU336-F
(KC175339) 171

(KY063616) HLI-071
(KY063617) HLI-072 %
(JQ404410) TN-449
(AB781790) fcl

(EU8S6361) 341-05
(HQ450377) 68-09

(EU924790) 430-07

(AY342160) BGF10

(7Q404409) 1-71

(KC175340) K378

(KC175341) S378 .

0.060

———— (KP849472) 23-03 -
L (AY307020) Elmo-02

i @ NRABINE, T,

4 CCoV WIFaHRA S B F i fE b

2.4 CCoV LAtk S EHSEBT R

FHIRITH) TR, CCoV 1 BIZH MG 1
SRR S B E R T S A7 15 2 35 1 22 S 1k,

SX-2021-01 ¥k 5 CCoV I BIFEHE S 5 11 2 He iz ¢ %)
FERR, 5% AIMRTF IR BRI E S
fisi (El5),

17 i /aa

S$X-2021-01
B020

B135

B203
HCM47
NTU336-F
171
HLJ-071
HLJ-072
TN-449
fel

341-05
68-09
430-07
BGF10
1-71

K378

S378

23-03
Elmo-02

R 1220|1224 (1246|1280 (1281|1303 1325|1331 (1334 |1351|1365|1369

2]
L]
|
R [
| :
| ® |
BN
BN
| R |
2]
=
R |

5 CCovVIAEKRESEZEHK S EARERERMNSA



- 90 -

Animal Husbandry & Veterinary Medicine

2025 Vol.57 No.4

2.5 CCoV WA#K M EEREMHE
SX-2021-01 ¥k M EHF 5EAMHA CCoV 1 B2
ZHE bk (KP84947223 - 03) AHMIYE K 83.6%, 5

B135. B203 AHMRIMESF51°H 95. 9% F1 96. 2% , S#iEg
SFES R HCM4AT7 AL R 96.3% (K1 6), L 4Rz
B SX-2021-01 ¥k M £:[H 5 CCoV 11 BYZ 2 vk i

CCoV Il B2 R A ME K 88.3% ~96.3%, SX-— FUR, fAE—E ML AR, 5Bk 2 R A P
2021-01 PR R E BT B (HLJ-071, HLJ- a1
072) FHIE R 88.3%, SIRET 4% Mo )7 4> B bk
Percent Identity
3 4 5 6 7 8 9 10 1 12 13 14 15 16 17 18
88.1 |88.0 (88.3 |87.9 |87.9 |195.9 |96.2 |185.3|96.3|935|88.7|88.1|88.1(883|836| 1 SX-2021-01
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g 8 90 | 51 |51 |59 |47 | 68 88.5 (88.7 |86.3 (88.6 |89.2 |90.7 |90.6 |90.6 |91.7 1837 | 8 A76
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