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Abstract: In order to investigate the potential migration of antibi-
otic resistant (ART) bacteria from cold fresh chicken to humans
during handling in production and consumption, selective culture
technology and IonS5™ XI. sequencing platform were used for
counting and diversity analysis of tetracycline-( TET*) and sulfa-
methoxazole-resistant bacteria (SUL") on the surface of six han-
dlers” hands contacting with cold fresh chicken products. The re-
sults showed that the two ART bacteria from the handlers’

hands significantly increased to 4.80 X 10~2.66 X 10° CFU/cm?
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after contacting with cold fresh chicken. Furthermore, 21 and 19
genera of shared flora were identified in the TET® and SUL" bac-
teria, respectively, among which the multi-drug resistance of avi-
an and human Acinetobacter and other eight genera bacteria had
been already confirmed by extensive research, and the potential
transmission of antibiotic resistance genes between avian and hu-
man isolates were existed. However, the characteristics of antibi-
otic resistance of Buttiauxella and other 14 genera had not been
reported yet. Our results illustrated the migration of TET® and
SUL" bacteria from cold fresh chicken products to the handlers’
hands by direct contact, and provided a basis for risk assessment
of antibiotic resistance exposure to chicken products handlers.
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Table 1 The OTUs numbers and the Alpha diversity index of two antibiotic resistant bacteria isolated

from handlers’ hands

BfEH K OUT A3 Prwh B # A5 5 TG W ARG HL P TR B R A

%%  TET™  SUL* TET*  SUL: TET*  SULr TET*  SULr TET*  SULr TET*  SUL*

1 157 186 121 127 130.69  138.08  4.17 4.01 0.91 0.87 1.000  1.000

2 162 150 121 115 12519 119.09  4.58 4.58 0.93 0.93 1.000  1.000

3 127 225 96 117 100.26  137.75  3.47 3.11 0.86 0.79 1.000 0.999

4 138 139 93 94 101.26  100.55  3.23 2.73 0.81 0.72 1.000  1.000

5 179 229 128 139 135.67  150.35  3.64 4.22 0.82 0.89 1.000  1.000

6 190 199 131 140 144.94 15171  4.16 4.41 0.90 0.92 1.000  1.000
AR FE A i) NS T AR 1 U 70 Ff OUTs my3EA i (B 2>, BR 45 A 9 10,7 4> OUTs
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Figure 2 Flower figures of unique and common OTUs of tetracycline-resistant bacteria and

sulfamethoxazole-resistant bacteria isolated from handlers’ hands
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