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Table 1. Detected gene types and related references
Antibiotics Genes Ref.
Aminoglycoside  strA. strB. aadA [15]
Tetracycline tetA . tefE [16]

tetB. tetC . tetD . tetG . tetL . tetO ., [17]
tetQ. tetS. tetW. tetX
tetH . tet] . tetK . tetY . tetZ . tet30, [18]

tetBP

tetM [19]

tefT, OtrA [20]
B-lactamase Bla-tem. Bla-oxa-1 [21]

Bla, BlaZ [22]

16S rRNA [23]

% 2. TEREGE Alpha 58RIt R
Table 2.  Alpha indices statistics
Sample Reads OTUs Chaol Shannon PD Good’s coverage/%
OPH 37419 85 84.21 2.45 4.56 97.01
OJH 36927 80 88.07 1.99 5.02 95.55
OSH 34093 79 85.50 2.03 4.73 95.37
CPH 42170 135 144.71 3.65 7.18 96.74
CJH 44021 128 133.83 3.67 6.47 95.38
CSH 35897 146 152.57 2.47 7.94 95.82
WPH 42098 204 207.00 4.77 10.15 96.64
WIH 46029 200 213.93 4.94 10.67 95.99
WSH 38628 199 273.37 4.40 10.17 97.82

O, C and W respectively indicate organic planting, fertilizer planting and wild planting; P, S and J respectively indicate the planting
sites of Pengzhou, Shifang and Jintang; H indicates H. cordata Thunb.

http://journals.im.ac.cn/actamicro
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Figure 1.
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The cluster analysis of the bacterial community in samples.
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Figure 2.
experiments.

The absolute and relative abundance of total ARGs. Error bars represent discreteness of multiple

http://journals.im.ac.cn/actamicro
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The absolute abundance (A) and relative abundance (B) of ARGs in HCT.
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Figure 4. The relationship between bacterial community and ARGs.
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Bacterial community structure and antibiotic resistance gene on
the surface of Houttuynia cordata Thunb from different planting
patterns in Chengdu plain

Kekun Lu, Wenliang Xiang', Qianwen Lu

Key Laboratory of Food Biotechnology of Sichuan, Institute of Traditional Brewing Technology, College of Food and
Bioengineering, Xihua University, Chengdu 610039, Sichuan Province, China

Abstract: [Objective] The aim of this study is to analyze bacterial community and antibiotic resistant genes
(ARGS) in organic, fertilized and wild Houttuynia cordata Thunb, and to reveal the relationship between bacterial
community and ARGs. [Methods] The bacterial community structure was investigated by high-throughput 16S
rRNA V3-V4 variable region sequencing. The qualitative and quantitative analysis of 29 ARGs was determined by
PCR and qPCR. The redundancy analysis was used to reveal the relationship between bacterial community and
ARGs. [Results] A total of 35 genera of bacteria were detected. The bacterial diversity in organic H. cordata Thunb
was lower than that in fertilized and wild H. cordata Thunb. Fourteen ARGs were detected on H. cordata Thunb.
All detected ARGs were found in the organic H. cordata Thunb, while only part was found in the fertilized and wild
H. cordata Thunb. Redundancy analysis showed ARGs were significantly affected by bacterial diversity and
abundance, and Lactococcus, Escherichia, Fluviicola, Enterococcus, Sanguibacter and Acidovorax were main
bacteria which affected on the diversity and abundance of ARGs on H. cordata Thunb. [Conclusion] Organic
planting affects bacterial community on H. Cordata Thunb, and increases diversity and abundance of ARGs,
suggesting a potential food safety risk. Therefore, it is necessary to bring ARGs contamination into the scope of
food safety assessment for organic H. cordata Thunb.

Keywords: Houttuynia cordata Thunb, high throughput sequencing, prokaryotic microbial diversity, antibiotic
resistance genes, quantitative PCR
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