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[bookmark: _Hlk161681390][bookmark: _Hlk161684885]Hao-Rui Si a, c, 1, Ke Wu b, 1, Jia Su a, c, 1, Tian-Yi Dong a, c, Yan Zhu a, Bei Li a, Ying Chen a, Yang Li a, 
Zheng-Li Shi a, b, *, Peng Zhou b, d, *

a Wuhan Institute of Virology, Chinese Academy of Sciences, Wuhan 43000, China
b Guangzhou National Laboratory, Guangzhou International Bio Island, Guangzhou 510005, China
c University of Chinese Academy of Sciences, Beijing 100000, China
d State Key Laboratory of Respiratory Disease, The First Affiliated Hospital of Guangzhou Medical School, Guangzhou 510005, China

[bookmark: _GoBack]*Corresponding author: 
Email address: zhou_peng@gzlab.ac.cn (P. Zhou); zlshi@wh.iov.cn (Z.-L. Shi)
ORCID: 0000-0001-9863-4201 (P. Zhou); 0000-0001-8089-163X (Z-L. Shi)

1 Hao-Rui Si, Ke Wu, and Jia Su contributed equally to this work.

 2 / 2



www.virolsin.org

Supplementary Tables
Excel files
Supplementary Table S1. Sample information and reference studies for SARSr-CoV positives. The statistical results corresponding to Fig. 1B are shown in the attached tables.
Supplementary Table S2. Mapping results of potential co-circulating viruses.
Supplementary Table S3. Mapping results of potential co-circulating fungi.
Supplementary Table S4. Mapping results of potential co-circulating bacteria.
Supplementary Table S5. GenBase accession of the 25 new viruses.
Supplementary Table S6. Metadata of reference sequences.
Supplementary Table S7. Blast results of the 25 new viruses.
Supplementary Table S8. Genome identity of the 25 new viruses.


