
 ACZ71991.1 SARS coronavirus MA15 ExoN1
 AAT74874.1 SARS coronavirus HHS-2004
 AAP13567.1 SARS coronavirus CUHK-W1
 BAE93401.1 SARS coronavirus Frankfurt 1
 AAR86775.1 SARS coronavirus ShanghaiQXC2
 AAP82968.1 SARS coronavirus Shanhgai
 ACB69860.1 SARS coronavirus BJ182a
 AAU04649.1 SARS coronavirus civet010 AY572035.1
 AAU04646.1 Civet SARS CoV 007/2004
 AGT21078.1 SARS coronavirus ExoN1
 BAF42873.1 SARS coronavirus Frankfurt1-v01
 ABF68956.1 SARS coronavirus ES191
 ABF68955.1 SARS coronavirus WF188
 AAT76147.1 SARS coronavirus TJF
 ALK02457.1 SARS-like coronavirus WIV16
 AGZ48818.1 Bat SARS-like coronavirus Rs3367
 AGZ48806.1 Bat SARS-like coronavirus RsSHC014
 AHX37569.1 Rhinolophus affinis coronavirus
 AGC74176.1 Bat coronavirus Cp/Yunnan2011

 ARI44809.1 Bat coronavirus Jiyuan-84
 AIA62300.1 BtRf-BetaCoV/SX2013
 ABD75323.1 Bat SARS CoV Rf1/2004
 AKZ19087.1 Bat SARS-like coronavirus YNLF 34C
 AIA62277.1 BtRf-BetaCoV/JL2012

 AIA62310.1 BtRs-BetaCoV/HuB2013
 AGC74165.1 Bat coronavirus Rp/Shaanxi2011
 QDF43815.1 Coronavirus BtRl-BetaCoV/SC2018
 ARO76382.1 SARS-related coronavirus F46
 ACU31032.1 SARS coronavirus Rs 672/2006
 ABD75332.1 Bat SARS CoV Rm1/2004
 ACU31051.1 Bat SARS Cov Rs806/2006
 ADE34755.1 Bat SARS coronavirus HKU3-7
 ADE34812.1 Bat SARS coronavirus HKU3-12

 AVP78042.1 Bat-SARS-like-CoVZXC21
 AVP78031.1 Bat-SARS-like-CoVZC45
 EPI ISL 1098866 hCoV-19/bat/Yunnan/PrC31/2018

 BCG66627.1 Bat SC2r-CoV Rc-o319 Japan 2013
 EPI ISL 412977 hCoV-19/bat/Yunnan/RmYN02/2019
 QQM18864.1 Bat SC2r-CoV RacCS203 Thailand 2020

 EPI ISL 852604 hCoV-19/bat/Cambodia/RShSTT182/2010
 EPI ISL 852605 hCoV-19/bat/Cambodia/RShSTT200/2010
 EPI ISL 1818583 SARS-COV-2 B.1.617.2 (Delta)
 EPI ISL 1821273 SARS-COV-2 P.1 (Gamma)
 QHS34546.1 SARS-CoV-2/human/IND/29/2020
 QJA16794.1 SARS-CoV-2/human/USA/ID-UW-2159/2020
 YP 009724390.1 SARS-COV-2/Wuhan-Hu-1
 EPI ISL 1789810 SARS-COV-2 B.1.1.7 (Alpha)
 QHR63300.2 Bat coronavirus RaTG13
 QIG55945.1 Pangolin coronavirus MP789
 QIA48614.1 Pangolincoronavirus PCov-GX-P4L
 QIQ54048.1 Pangolin coronavirus PCoV GX-P2V
 QIA48632.1 Pangolin coronavirus PCov-GX-P5L
 QIA48641.1 Pangolin coronavirus PCov-GX-P5E
 QIA48623.1 Pangolin coronavirus PCov-GX-P1E

 APO40579.1 SARS-related coronavirus strain BtKY72
 ALJ94036.1 SARS-like coronavirus BatCoV/BB9904/BGR/2008
 YP 003858584.1 Bat coronavirus BM48-31/BGR/2008
 AOG30812.1 Rousettus bat coronavirus

 ADM33558.1 Bat coronavirus HKU9-5-1
 ABN10927.1 Bat coronavirus HKU9-3
 ADM33574.1 Bat coronavirus HKU9-10-1
 ADM33582.1 Bat coronavirus HKU9-10-2
 QDF43840.1 Coronavirus BtRt-BetaCoV/GX2018

 ABN10935.1 Bat coronavirus HKU9-4
 YP 001039971.1 Rousettus bat coronavirus HKU9

 AVP25406.1 Rousettus bat coronavirus HKU9
 YP 007188579.1Betacoronavirus England 1
 AHY21469.1Human betacoronavirus 2c Jordan-N3/2012
 ATQ39390.1Middle East respiratory syndrome-related coronavirus

 AIA62343.1 BtPa-BetaCoV/GD2013
 YP 001039962.1Pipistrellus bat coronavirus HKU5
 ABN10884.1 Bat coronavirus HKU5-2
 ABN10893.1Bat coronavirus HKU5-3

 ABD75513.1 Human coronavirus HKU1
 AFG25760.1 Rat coronavirus
 YP 003029848.1 Rat coronavirus Parker
 AFO11507.1 Murine coronavirus

 BAM15656.1 Equine coronavirus
 AGO98871.1Bovine coronavirus
 AFE48827.1 Rabbit coronavirus HKU14
 AXX83351.1 Human coronavirus OC43
 ATI09449.1 Camel coronavirus HKU23

 CBA13338.1 Turkey coronavirus
 CBB12677.1 Turkey coronavirus
 ALQ43515.1 European turkey coronavirus

 AKF17724.1 Duck coronavirus
 AIL92601.1 Turkey coronavirus

 ANY59000.1 Avian coronavirus
 ALA50256.1 Camel alphacoronavirus
 AFI49431.1 Alpaca respiratory coronavirus
 ALA50144.1 Camel alphacoronavirus
 BAL45640.1 Human coronavirus 229E

 BBL54116.1 Human coronavirus NL63
 BBC54822.1 Falcon coronavirus UAE-HKU27
 BBC54842.1 Pigeon coronavirus UAE-HKU29

 YP 002308497.1 Thrush coronavirus HKU12-600
 YP 005352838.1 White-eye coronavirus HKU16

 QIV13127.1 Porcine deltacoronavirus
 AWV67125.1 Sparrow deltacoronavirus
 YP 002308479.1 Bulbul coronavirus HKU11-934
 ACJ12044.1 Bulbul coronavirus HKU11-796
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Figure S1. A maximum-likelihood 
tree based on the sequence 
alignment of spike protein from 
representative viruses/strains 
from different genera/subgenera 
of CoVs. The tree was 
bootstrapped 100 time and the % 
bootstraps for different branches 
are indicated on the nodes.  


