Supplementary Table 4. Information of the three SARS-CoV-2 sequences from environmental samples and the four sequence from cell supernatantsa.
	Sample ID
	Lab code
	Name
	GISAID_Accession
	Collection date c
	Length
	Mapped reads
	Depths(mean±SD)
	Passage details d

	
	
	
	Genome
	Raw data b
	
	
	
	
	

	Env_0020_seq01
	A20
	hCoV-19/env/Wuhan/IVDC-HBA20/2020
	EPI_ISL_10497477
	[bookmark: OLE_LINK9][bookmark: OLE_LINK10]EPI_ISL_17064655
	2020/1/1
	29368
	897978
	2902.8±1924.9
	Original

	Env_0313_seq02
	F13
	hCoV-19/env/Wuhan/IVDC-HBF13/2020
	EPI_ISL_408511
	EPI_ISL_17064656
	2020/1/1
	28557
	187396
	611.5±275.3
	Original

	Env_0354_seq03
	F54
	hCoV-19/env/Wuhan/IVDC-HBF54/2020
	EPI_ISL_408512
	EPI_ISL_17064657
	2020/1/1
	29820
	52348
	170.8±78.6
	Original

	Env_0313_seq04
	F13-20
	hCoV-19/env/Wuhan/IVDC-HBF13-20/2020
	EPI_ISL_408514
	EPI_ISL_17064658
	2020/1/20
	29820
	225356
	1117.6±934.6
	P1

	Env_0313_seq05
	F13-21
	hCoV-19/env/Wuhan/IVDC-HBF13-21/2020
	EPI_ISL_408515
	EPI_ISL_17064659
	2020/1/21
	29820
	301488
	1474.7±1362.8
	P1

	Env_0126_seq06
	B5-P3
	hCoV-19/env/Wuhan/IVDC-HBB5-P3/2020
	EPI_ISL_10497479
	EPI_ISL_17064660
	2020/2/29
	29865
	1506094
	3708.0±1150.8
	P3

	Env_0354_seq07
	F54-P3
	hCoV-19/env/Wuhan/IVDC-HBF54-P3/2020
	EPI_ISL_10497481
	EPI_ISL_17064661
	2020/2/29
	29864

	1442240
	3553.0±1143.0
	P3


a All the raw sequencing data and genomes have been uploaded onto the GISAID (China CDC Weekly, 2021, DOI: 10.46234/ccdcw2021.255). The raw sequence data reported in this paper have also been deposited in the Genome Sequence Archive (Genomics, Proteomics & Bioinformatics, 2021, DOI:  10.1016/j.gpb.2021.08.001) in National Genomics Data Center (Nucleic Acids Res, 2022, DOI: 10.1093/nar/gkab951), China National Center for Bioinformation / Beijing Institute of Genomics, Chinese Academy of Sciences that are publicly accessible at https://ngdc.cncb.ac.cn/gsa (GSA: CRA010170). The viral genomes reported in this paper have been deposited in the GenBase in National Genomics Data Center (Beijing Institute of Genomics, Chinese Academy of Sciences/China National Center for Bioinformation under accession numbers C_AA002295.1 to C_AA002301.1 that are publicly accessible at https://ngdc.cncb.ac.cn/genbase/. Raw sequence data were also deposited into NCBI BioProject under accession number PRJNA948658 (https://www.ncbi.nlm.nih.gov/bioproject/PRJNA948658) and in China National Microbiology Data Center (NMDC) with accession numbers NMDC10018366 (https://nmdc.cn/resource/genomics/sample/detail/NMDC10018366).
[bookmark: _GoBack]b Original sample and/or viral isolate of Env_0020, Env_0313, and Env_0354 were sequenced more than once, with metagenomic analysis shown in Supplementary Table 3 and viral whole-genome assembly raw data shown in this table, respectively.
c The collection dates for the three SARS-CoV-2 sequences (Env_0020_seq01, Env_0313_seq02, and Env_0354_seq03) were the original environmental sample collection dates. And the collection dates for the other four sequences (Env_0313_seq04, Env_0313_seq05, Env_0126_seq06, Env_0354_seq07) were the date for the sequencing of the cell supernatants.
d The “original” means the sequencing results of the original environmental samples. The P1 and P3 mean the sequencing results of the cell supernatants from passage 1 and 3, respectively, during the virus isolation.

