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Table S1: ResFinder resistome summary results following cutting board treatments:

The surface layer of the three treated areas was scraped, and the scraped wooden material
was inoculated into sterile TSB, as previously described by Lo et al (2019) (Lo et al., 2019).
Three samples were identified control (no treatment), wet market treatment (scrapping),
and CIP (0.1% sodium hypochlorite). The scrapped layers were used as inoculants in TSB.
Following incubation at 25°C for 20 hours, genomic DNA extraction was performed on
overnight cultures as described in section 2.2.1. The genomic DNA samples were then sent
for shotgun metagenomic sequencing at BGI (Shenzhen) and sequenced on BGISEQ-500
(BGI, Shenzhen). ResFinder 3.1 was employed for the identification of acquired
antimicrobial resistance genes ARG in analysed samples (Zankari et al., 2012). Before using
ResFinder 3.1, the metagenomics data was pre-treated in the following steps: dereplication,
trimming (threshold Q value: 25), fasta file extraction, pairing of short reads, and finally
SPades assembly. The assembled contigs were then uploaded to ResFinder 3.1. All
parameters followed the default setting of ResFinder 3.1. Briefly, identity threshold between
the best matching resistance gene in the database and the corresponding sequence in the
genome was 90%. The minimum percentage of a sequence that overlaps the resistance gene
to count as a hit for that gene was set at 60%.
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Figure S1: Taxonomic community profiles (at the genus level) of the swab samples collected
from the purchased cutting board (CB), the scraped cutting board (CBS), and the rinsed
cutting board (CBR), respectively.
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Figure S2: Taxonomic community profiles (at a genus level) of the swab samples following
the second (CB2), third (CB3), and fourth (CB4) cleaning routine on the cutting board.
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Figure S3: Relative abundance profiles of meat samples (at a genus level) with Lf, If, and Wf
representing the unprocessed local meat, unprocessed imported meat, and unprocessed wet
market meat, respectively. LP, Ip, and Wp represents the processed local meat, processed
imported meat, and processed wet market meat, respectively.



