








Figure S1 Correlation between percent of all reads mapping to SARS-CoV-2 and the mitochondrial genome of each of the
indicated species only among samples collected after the first (Jan-1-2020) sampling date. Except for the fact that this figure
excludes samples from the first date, this figure is otherwise the same as Figure 4. See https://jbloom.github.io/Huanan_m
arket_samples/per_species_corr_faceted.html for an interactive version of this plot with numerous options, including
allowing further refinement of the sample date range. The plots shown here include only samples with at least 200 aligned
mitochondrial reads; that option can be adjusted in the interactive plots.
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Figure S2 The correlations between the amount of SARS-CoV-2 and mitochondrial genetic material in the samples depends
on how the correlation is calculated. The top row shows correlations for human, and the bottom row shows correlations
for raccoon dog. Each column shows the correlations calculated different ways: with a log or linear scale, calculating the
mitochondrial percent to be of all reads or just reads mapping to the mitochondria, and showing all samples or only those
with at least one SARS-CoV-2 read. See https://jbloom.github.io/Huanan_market_samples/per_species_corr_single.html for
interactive versions of the plot panels. The plots shown here include only samples with at least 200 aligned mitochondrial
reads; that option can be adjusted in the interactive plots.
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Table S1 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/crits_christoph_data/check_sha512_vs_crits_c
hristoph.csv for the correspondence between the FASTQ files analyzed by Crits-Christoph et al. (2023) and the files deposited
in the NGDC by Liu et al. (2023a). The files are matched based on their SHA-526 hashes, which were computed directly for
the NGDC files as part of the current study, and were taken from Table S1 of Crits-Christoph et al. (2023) for that study.

Table S2 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/metadata/merged_metadata.csv for the
metadata for all of the samples and files uploaded to the NGDC by Liu et al. (2023a) under accession CRA010170.

Table S3 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/mitochondrial_genomes/retained.csv for the
NCBI accessions of the set of chordate mitochondrial genomes that was used as the alignment reference for the metagenomic
analysis.

Table S4 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/aggregated_counts/mito_composition_by_run.c
sv for the counts of reads aligning to each mitochondrial genome for each sequencing run.

Table S5 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/aggregated_counts/mito_composition_by_sam
ple.csv for the counts of reads aligning to each mitochondrial genome for each sample.

Table S6 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/aggregated_counts/sars2_aligned_by_run.csv
for the counts of reads aligning to SARS-CoV-2 for each sequencing run.

Table S7 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/aggregated_counts/sars2_aligned_by_sample.
csv for the counts of reads aligning to SARS-CoV-2 for each sequencing sample.
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Table S8 Reads mapping to SARS-CoV-2 out of all high-quality (pre-processed) reads for samples with ≥20% of their mam-
malian mitochondrial composition from a susceptible non-human species as defined in Crits-Christoph et al. (2023). Samples
with non-zero SARS-CoV-2 reads are in bold. See Table 1 for a similar table that shows chordate rather than mammalian
composition. This table uses a 20% cutoff due to space considerations; to see similar data tabulated for all samples with no
cutoff, see the much larger Table S9 (for raccoon dog) and Table S5 (for all species).

species sample

mammalian
mitochondrial

reads from
species

reads
aligning

to SARS2

total pre-
processed

reads

raccoon dog

HJ200050-20200112-1 94% 0 1e+08
HJ200023-20200112-1 93% 0 6.9e+07
HJ200048-20200112-1 92% 0 1.2e+08
HJ200019-20200112-1 90% 0 7e+07
Q61 81% 1 2.1e+08
HJ200017-20200112-1 81% 0 1.1e+08
629-3-C 78% 0 2.5e+08
HJ200044-20200112-1 76% 0 1.2e+08
HJ200014-20200112-1 70% 0 1.1e+08
HJ200047-20200112-1 66% 0 1.4e+08
HJ200011-20200112-1 61% 0 5.8e+07
HJ200018-20200112-1 53% 0 1.4e+08
HJ200013-20200112-1 50% 0 1.1e+08
HJ200012-20200112-1 50% 0 1.3e+08
HJ200043-20200112-1 48% 0 8.3e+07
HJ200027-20200112-1 43% 0 9e+07
HJ200024-20200112-1 42% 0 9.8e+07
HJ200001-20200112-1 38% 0 1.2e+08
HJ200016-20200112-1 33% 0 1.2e+08
HJ200007-20200112-1 31% 0 1.4e+08
HJ200020-20200112-1 31% 0 7.9e+07
HJ200006-20200112-1 30% 0 1.3e+08
HJ200009-20200112-1 27% 0 1.5e+08
HJ200045-20200112-1 27% 0 1.1e+08
HJ200026-20200112-1 25% 0 1e+08
HJ200022-20200112-1 23% 0 1.2e+08
HJ200004-20200112-1 23% 0 2.3e+08
HJ200065-20200112-1 22% 0 7.3e+07

hoary bamboo rat

629-13-L 85% 0 1.5e+08
HJ200041-20200112-1 56% 0 1.8e+08
HJ200015-20200112-1 56% 0 1.4e+08
HJ200065-20200112-1 56% 0 7.3e+07
629-1-L1 55% 0 2.5e+08
629-5-L4 54% 0 1.4e+08
HJ200062-20200112-1 42% 0 1.8e+08
HJ200013-20200112-1 37% 0 1.1e+08
HJ200049-20200112-1 31% 0 1e+08
HJ200046-20200112-1 28% 0 1.1e+08
HJ200030-20200112-1 28% 0 1.1e+08
HJ200067-20200112-1 27% 0 7.7e+07
HJ200025-20200112-1 21% 0 1.2e+08
Q68 20% 6 8.7e+07

Amur hedgehog

W-8-25-L2 76% 0 3.1e+08
HJ200040-20200112-1 75% 0 1.5e+08
HJ200038-20200112-1 63% 0 1e+08
HJ200039-20200112-1 62% 0 1.2e+08
8-25-CK 62% 0 1.5e+09
W-8-25-L 59% 0 2.9e+08
HJ200035-20200112-1 59% 0 7.2e+07
8-25-M1 53% 24 4.4e+08
HJ200033-20200112-1 51% 0 1.2e+08
W-8-25-D2 50% 0 3.3e+08
W-8-25-D1 50% 0 2.9e+08
HJ200045-20200112-1 41% 0 1.1e+08
HJ200032-20200112-1 35% 0 1.4e+08
8-25-M2 24% 0 1.6e+09
HJ200036-20200112-1 21% 0 2.2e+08

Malayan porcupine
Q70 93% 2 1.5e+08
HJ200001-20200112-1 23% 0 1.2e+08

Himalayan marmot HJ200005-20200112-1 36% 0 1.2e+08
masked palm civet HJ200042-20200112-1 22% 0 1.9e+08
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Table S9 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/plots/raccoon_dog_long.csv for a table giving
the raccoon dog mitochondrial composition (both among chordates and mammals) along with the SARS-CoV-2 content for
all samples.

Table S10 See https://github.com/jbloom/Huanan_market_samples/blob/main/results/rt_qpcr/rt_qpcr.csv for combined RT-qPCR
data and number of SARS-CoV-2 reads for all environmental samples that were either RT-qPCR positive or metagenomically
sequenced. This table was constructed by merging the results for all sequenced samples with all samples listed in the second
supplementary table of Liu et al. (2023a) (or equivalently the first main table of Liu et al. (2022)), which lists all “positive
samples.” Since the Chinese CDC says all environmental samples were tested by RT-qPCR, samples not listed as RT-qPCR
positive are presumed to have tested negative by that assay. Note that this table does not list samples that tested negative by
RT-qPCR and were not sequenced.
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