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Figure S1 Genomic context of 2019-nCoV and other viral relatives
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Figure S3 Phylogeny of 2019-nCoV surface spike protein
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Multiple sequence alignment of spike protein was conducted with Clustal Omega

(https://www.ebi.ac.uk/Tools/msal/clustalo/), and the phylogenic analysis was given

with TreeView.


https://www.ebi.ac.uk/Tools/msa/clustalo/

Bat SARS-CoV Rf1/2004 (ABD75315)
Bat CoV 273/2005 (ABG47067)
BtRf-BetaCoV/HeB2013 (AIAG2298)
Bat CoV (ANA96035)
BtRf-BetaCoW/JL2012 (AIAG2285)
il Bat CoV (ASO66816)
2019-nCoV

E bat-SL-CoVZC45 (AVP78038)
bat-SL-CoVZXC21 (AVP78049)

[ Bat CoV BM48-31/BGR/2008 (YP_003858591)
L BtKY72 bat SL-CoV (AP0O40586)

BtRs-BetaCoV/HuB2013 (AIAG2318)

Bat CoV Rp/Shaanxi2011 (AGC74169)

Bat SARS-CoV Rm1/2004 (AAZ67039)

Bat CoV 279/2005 (Q0Q468)

BtRI-BetaCoV/SC2018 (QDF43818)

Ml Bat SARS-CoV Rp1 (AAZ67043)

E Bat SARS-CoV Rp3/2004 (Q31517)

Bat CoV Cp/Yunnan2011 (AGC74175)
'—— BtRs-BetaCoV/YN2013 (AIA62338)
Bat SARS-CoV HKU3-12 (ADE34820)
Bat SARS-CoV HKU3-4 (ADE34730)
Bat SARS-CoV HKU3-9 (ADE34787)
Bat SARS-CoV HKU3 (Q3LZX4)
Bat SARS-CoV HKU3-2 (AAZ41337)
Bat SARS-Cov Rs806/2006 (ACU31047)
Bat SARS-like CoV (AID16719)
Bat SARS-CoV HKU3-7 (ADE34763)
BtRs-BetaCoV/GX2013 (AIA62328)
BiRs-BetaCoV/YN2018A (QDF43823)
SARS-CoV Rs_672/2006 (ACU31039)
Bat CoV (AHX37566)

SARS-like CoV (ARO76389)
Bat CoV/Anlong-103 (ARI44802)

Bat CoV/Anlong-112 (ARI44807)
Bat SARS-like CoV WIV16 (ALK02467)

Bat SARS-like CoV (AT098129)
Bat SARS-like CoV RsSHC014 (AGZ48815)

Bat SARS-like CoV (ATO98190) )
Bal SARS-like CoV (ATO98228) SARS-CoVs &
Bat SARS-like CoV YNLF_34C (AKZ19095) r
Bat SARS-like CoV YNLF_31C (AKZ19084) SARS-like CoVis
Bat SARS-like CoV (ATO98166)

SARS-CoV TW11 (AARS7518)
 BtRs-BetaCoV/YN2018B (QDF43828)
- SARS-CoV ExoN1 (ACZ71986)
— Bat SARSHike CoV/Rs4237 (ATO98178)
SARS-CoV civet020 (AAUO4673)
Palm civet SARS-CoV AD22 (AAV91640)

Civet SARS-CoV 007/2004 (AAU04642)
SARS-CoV civeld10 (AAU04658)

Palm civet SARS-CoV/B039 (AAV49739)
BtRs-BetaCoV/YN2018C (QDF43833)
- SARS-CoV ExoN1 (ACZ72205)
—  Bat SARS-CoV/As6526 (ATO98117)
—— Bat SARS-CoV/Rf4092 (ATO98154)
— SARS-CoV WH20 (AAX16200)
- SARS-CoV BJ182a (ACBB9868)
- SARS-CoV CUHK-Su10 (AAP30714)
SARS-CoV Tor2 (NP_828858)
— Bat SARS-CoV (ATO98202)
— SARS-CoV HB (AAR12990)
Bat SARS-like CoV WIV1 (AGZ48841)
— SARS-CoV TJF (AAT76155)
- SARS-CoV ExoN1 (ACZ72117)
- SARS-CoV Frankfurt 1 (AAP33707)

— SARS-CoV BJO1 (AAS48456) Coverage: 100.00%

— Bal SARSHike CoV (ATO98142)

— SARS-CoV Shanhgai LY (AAP82974) - Identity: 86.19% ~ 94.27%
| 0.05 |

Figure S4 Phylogeny of 2019-nCoV nucleoprotein

Phylogenetic tree of nucleoproteins was generated with TreeView, which follows the
multiple sequence alignment with Clustal Omega

(https://www.ebi.ac.uk/Tools/msal/clustalo/).
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3 Figure S5 Structural analyses of RBD from 2019-nCoV and four closely-related



10

11

CoVs

A. Sequence analyses of RBD from 2019-nCoV and four closely-related CoVs
Putative residues of RBD interacting with ACE2 are highlighted with letters coloring

blue for SARS-CoV, and red for 2019-nCoV.

B. Ribbon structure of RBD from SARS-CoV

C. Modeled structure of 2019-nCoV RBD

Structural architectures of RBD from B3-CoV/bat/Yunnan/RaTG/2013 (D), bat-SL-

CoVZC45 (E), and bat-SL-CoVZC45 (F)
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Figure S6 Sequence analysis of the ACE2 receptor

The putative residues of ACEZ2 indicated with blue letters, are implicated into its RBD
binding. Three ACE2 proteins used here are sampled from bats, civets, and humans

(homo sapiens).



