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SARS-related-Cov BtKY72 MT040333. 1
Bat Cov BM48-31/BGR/2008 NC 014470.1
Bat-coronavirus-BM48-31/BGR/2008 YP 003858583.1
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Rousettus bat coronavirus YP 009273004.1
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Bat coronavirus HKU9-4 ABN10934.1

80, Bat c?)mnavirus HKU4-4 ABN10865.1
54 Bat coronavirus HKU4-2 ABN10847.1
100 Tylonycteris pachypus bat coronavirus HKU4-related QHA24677.1
Tylonycteris bat coronavirus HKU4 AWH65886. 1
Bat coronavirus HKU5-2 ABN10883.1
ABN10892-4471-5400Bat coronavirus HKU5-3
Pipistrellus bat coronavirus HKUS AWH65919.1
BtPa-BetaCoV/GD2013 AIA62342.1
100, Human betacoronavirus 2c Jordan-N3/2012 AHY21468.1
Betacoronavirus England 1 YP 007188577.3
MERS AUM60023.1
53— Bat coronavirus HKU5-3 ABN10892.1
95, Bovine coronavirus BBM61254.1
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Equinecoronavirus ABP87986.1
Human coronavirus OC43 AGT51429.1

Rabbit coronavirus HKU14 AFE48811.1
HumancoronavirusHKU1 ABD75567.1
Longquan RI rat coronavirus AID16659.1
Murine coronavirus AFO115140.1
Murine coronavirus MHV-3 ACN89748.1
100|f Murine coronavirus inf-MHV-A59 ACN89757.1

24| Rat coronavirus AFG25758.1

72' Rat coronavirus Parker YP 003029844.1 —

99 Coronavirus BtRs-AlphaCoV/YN2018 QDF43809.1
Chaerephon bat coronavirus/Kenya/KY22/2006 ADX59501
NL63-related bat coronavirus APD51481.1
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100 Human coronavirus 229E AOG74782.1

229E-related bat coronavirus APD51505.1

1001 Ajpaca respiratory coronavirus AFI49429.1
821 Alphacoronavirus Camel229E AOI28281.1

?_—3; Camel alphacoronavirus YP 009194637.1
Canada goose coronavirus YP 009755920.1
Pheasant coronavirus QDA76263.1
Duck coronavirus AEO8B6766.1
European turkey coronavirus 080385d ALQ43514.1
67 Avian coronavirus AXQ05199.1
53- Turkey coronavirus ACV87243.1
100~ Sparrow deltacoronavirus AWVE7124.1
Porcine deltacoronavirus AML40873.1
100 Bulbul coronavirus HKU11-796 0ACJ12043.1
961 Bulbul coronavirus HKU11-934 YP 0023084781
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1 Thrush coronavirus HKU12-600 YP 002308496.1

White-eye coronavirus HKU16 YP 005352837.1

Gentoo penguin virus QIS87929.1

Falcon coronavirus UAE-HKU27 BBC54821.1

108% Houbara coronavirus UAE-HKU28 BBC54831.1
g7' Pigeon coronavirus UAE-HKU29 BBC54841.1
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sequences showing the branching of different coronaviruses.

SARS CoV-ExoN1 FJ882930.1
SARS-coronavirus-WH20 AAX16193 Subgenus
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Figure S1. A maximum likelihood tree based on RNA dependent RNA polymerase protein



