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Figure S1. Phylogenetic relationship of CoVs based on the S gene and M gene nucleotide sequences. Related to Figure 2.

00L- Bat SARSr-CoV Longquan-140

Beta-CoV/Wuhan/IPBCAMS-WH-03

Beta-CoV/Wuhan/IPBCAMS-WH-02
100 Beta-CoV/Wuhan/IPBCAMS-WH-04
Beta-CoV/Wuhan/IPBCAMS-WH-01
Beta-CoV/Wuhan/IPBCAMS-WH-05

Beta-CoV

SARS-CoV-2
group

100

77-35 Bat SARSr-CoV Longquan-140

Bat SARSr-CoV WIV1
Bat SARSr-CoV SHC014
Bat SARSr-CoV WIV16
Bat SARSr-CoV YNLF31C
Bat SARSr-CoV Rf1

Bat SARSr-CoV SX2013
SARS-CoV SZ3
SARS-CoV BJ01

Bat SARSr-CoV SC2018
Bat SARSr-CoV Rs4231
Bat SARSr-CoV GX2013
Bat SARSr-CoV Rp3

671 Bat SARSI-CoV HuB2013
00l Bat SARSr-CoV HKU3-1
L Bat SARSr-CoV BM48-31

"a
y
N
AL
"y
N

99

95

—— MERS-CoV

100

—— Human CoV HKU1

100

Mus musculus MHV-1
Human CoV OC43

99 TGEV
|: Mink-CoV

Alpha-CoV

100

0.50

86

91

Human CoV NL63

PEDV

98

Bat Hp-BetaCoV Zhejiang2013
Rousettus bat CoV HKU9

Tylonycteris bat CoV HKU4
62 Pipistrellus bat CoV HKU5

Rhinolophus bat CoV HKU2
Human CoV 229E
Scotophilus bat CoV 512

Miniopterus bat CoV HKU8
Miniopterus bat CoV1

00 Bat SARSr-CoV ZXC21

1| | Bat SARSr-CoV ZC45

Pangolin-CoV

Bat CoV RaTG13

910 Beta-CoV/Wuhan-Hu-1

68|| Beta-CoV/Wuhan/IPBCAMS-WH-01
Beta-CoV/Wuhan/IPBCAMS-WH-02

99| Beta-CoV/Wuhan/IPBCAMS-WH-03
Beta-CoV/Wuhan/IPBCAMS-WH-04
Beta-CoV/Wuhan/IPBCAMS-WH-05

Beta-CoV

Alpha-CoV




orfla

SARS-CoV-2
group

94

Bat SARSr-CoV WIV16

Bat SARSr-CoV Rs4231

Bat SARSr-CoV WIVA1

Bat SARSr-CoV SHC014

SARS-CoV SZ3

SARS-CoV BJ01

Bat SARSr-CoV GX2013

Bat SARSr-CoV Rp3

Bat SARSr-CoV YNLF31C

Bat SARSr-CoV SC2018

Bat SARSr-CoV HuB2013

Bat SARSr-CoV Rf1

Bat SARSr-CoV SX2013

Bat SARSr-CoV HKU3-1

Bat SARSr-CoV Longquan-140

Bat SARSr-CoV BM48-31

971 Bat SARSr-CoV ZXC21

Bat SARSr-CoV ZC45

Pangolin-CoV

Bat CoV RaTG13
Beta-CoV/Wuhan/IPBCAMS-WH-01
Beta-CoV/Wuhan-Hu-1
Beta-CoV/Wuhan/IPBCAMS-WH-02
Beta-CoV/Wuhan/IPBCAMS-WH-03
Beta-CoV/Wuhan/IPBCAMS-WH-04
Beta-CoV/Wuhan/IPBCAMS-WH-05

100

Bat Hp-BetaCoV Zhejiang2013

Rousettus bat CoV HKU9

MERS-CoV

Tylonycteris bat CoV HKU4
98 Pipistrellus bat CoV HKU5

Human CoV HKU1

100

100

Mus musculus MHV-1
L humencovocss

TGEV

100
— 1]

Mink-CoV

Rhinolophus bat CoV HKU2

Human CoV NL63

1007
83 L

Human CoV 229E

0.20

100 100 PEDV
|: Scotophilus bat CoV 512
—ml

Miniopterus bat CoV HKU8

orfib

Beta-CoV

SARS-CoV-2
group

100

100 Bat SARSr-CoV WIV16
87 |1 Bat SARSr-CoV Rs4231
Bat SARSr-CoV WIV1
Bat SARSr-CoV SHC014
Bat SARSr-CoV GX2013
Bat SARSr-CoV Rp3
Bat SARSr-CoV YNLF31C
SARS-CoV SZ3
0-| SARS-CoV BJO1
— Bat SARSr-CoV SC2018
1(E|-_Bat SARSr-CoV Rft
Bat SARSr-CoV SX2013
— Bat SARSr-CoV HuB2013
Bat SARSr-CoV HKU3-1
Bat SARSr-CoV Longquan-140
Bat SARSr-CoV ZXC21
100 L Bat SARSr-CoV ZC45
—— Bat SARSr-CoV BM48-31
—— Pangolin-CoV
Bat CoV RaTG13
100 Beta-CoV/Wuhan-Hu-1
100 || Beta-CoV/Wuhan/IPBCAMS-WH-01

85
100

100

BRRELLTT Py

72

86

Beta-CoV/Wuhan/IPBCAMS-WH-02
100| Beta-CoV/Wuhan/IPBCAMS-WH-03

Beta-CoV/Wuhan/IPBCAMS-WH-04

Beta-CoV/Wuhan/IPBCAMS-WH-05
Bat Hp-BetaCoV Zhejiang2013
Rousettus bat CoV HKU9

Tylonycteris bat CoV HKU4

100 _|:Pipistrellus bat CoV HKU5
95 MERS-CoV

—— Human CoV HKU1

Alpha-CoV

Miniopterus bat CoV1

100

Mink-CoV

100 _|:Mus musculus MHV-1
100 Human CoV OC43

100 |: PEDV
Scotophilus bat CoV 512

100 Miniopterus bat CoV HKU8

100

Miniopterus bat CoV1
Rhinolophus bat CoV HKU2

75

Beta-CoV

Alpha-CoV

o IR
Human CoV 229E

Figure S2. Phylogenetic relationship of CoVs based on the ORF1a gene and ORF1b gene nucleotide sequences. Related to Figure 2.
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Figure S3. Amino acid sequence alignment of the N protein and its phylogeny. Highly-conserved amino acid residues in the N-protein

marked by colours have diagnostic potential. Related to Figure 2.
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