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The pathogen mutation and spread rate are increased than past due to the
climate change and globalization in recent year. It is possible to appear large
scale epidemic or pandemic infections caused by emergent or reemergent
pathogens, including recombination of zoonotic virus, bacteria anti-drug genes
mutation which were difficult and time consuming to detect these pathogens by
using conventional biological and molecular methods. To find the solution for
quick response epidemic and to improve the diagnostic technology, we propose
this study for early identification of infectious agents using portable genomic
surveillance. The strategy of this project will proceed diarrhea-related pathogens
which easier to cause food-bone outbreak in community, to as research target
and to establish the detection procedures and related analysis methods. In the
beginning, the newest generation of real-time sequencing technology for
genomic epidemiological finding will be established for infectious agent
detection and surveillance along with shorter inspection process and to enhance

the efficiency of disease control and national health.
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BB 2 E3TNHRHRT S K%

TS
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R R AR 1A ¥e 5T S ¥R % (Taxon)

R OmAW # 1 #1(%) BNt (%)  H o R

#1 Salmonella spp. 1/7 (14.3) Salmonella 5/7 (71.4)  Escherichia -~ Staphylococcus

#2 Salmonella spp. 2/8 (25.0) Salmonella 5/8 (75.0) Escherichia ~ Clostridium - Campylobacter

#3 Negative 0/9 (0.0) Escherichia 4/9 (44.4) Bacillus ~ Clostridium

#4 V. parahaemolyticus 2/8 (25.0) Vibrio 4/8 (50.0)  Escherichia -~ Clostridium - Bacillus

#5 Staphylococcus 1/8 (12.5) Staphylococcus ~ 5/8 (62.5)  Escherichia - Bacillus

#6 gélrr;cl)nnella spp. 2/9 (22.2) Salmonella 6/9 (66.7)  Escherichia - Staphylococcus - Bacillus

#7 V. parahaemolyticus 2/12 (16.7) Vibrio 8/12(66.7)  Escherichia -~ Staphylococcus

#8 Bacillus cereus 1/8 (12.5) Bacillus 3/8 (37.5) Campylobacter - Clostridium

#9 Negative 0/7 (0.0) Salmonella 4/8 (50.0)  Escherichia - Staphylococcus

#10  Staphylococcus/EPEC 2/9 (22.2)/3/9(33.3)  Escherichia 6/9 (66.7)  Staphylococcus - Bacillus
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%2 52019 & S X 5 F(OL04HT) 2 A FIR 7 H 8 D M4 B4 ik Ha 74

CFSANO004176 RM13514

i 0145:H25
Chromosome
Size(kbp) 5194
GC(%) 50.5
CDSs 5179
rRNA operons 7
tRNA loci 99

0145:H28 026:H11 O0O103:H2 OI111:HNM O0O157:H7 0165:H25 0104:H4

5586

50.7

5613

104

11365

5697

50.7

5780

101

12009

5449

50.7

5457

98
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11128 Sakai 2012C-4227 2019TW
5371 5498 5203 5253
50.6 50.5 50.7 50.7
5409 5204 5032 5174

7 7 7 7

106 105 106 92



%

Female
Male

<18
18-65
>65

B F ALY E R R R R

% % i (N=50)
L Bk (%)

24 (48.0)
26 (52.0)

11(22.0)

31 (62.0)
8 (16.0)
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