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High-throughput sequencing, also referred to as next generation
sequencing has been proved itself to be robust and expanded to the whole
genome level. The NGS has dramatically changed the molecular diagnostic
arena in clinical microbiology and applied to detection of unknown disease
associated pathogens, genotypic resistance testing, outbreak investigation and

investigation of microbial population diversity.

In this study, miseq and PacBio NGS platforms have been applied in the
genome assembly and comparison. We expect to establish pathogen genome
analysis plateform by adequately integrating many kinds of molecular diagnostic
techniques with NGS system. Through the analysis of pathogen sequences and
related epidemiological information, we can assist the clarification of infectious
pathogens and infection routes, provide a reference for disease prevention policy
assessment and formulating monitor the drug resistance of pathogens and even

provide a foundation for future developing diagnostic techniques.
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https://www.qiagen.com/us/shop/sequencing/qiaseq-solutions/qiaseq-fx-single-cell-rna-library-kit/
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# - ~FE+ 3 NDM-9 2 MCR-1 A %]z = % & 4

Antimicrobials. MIC(mg/L)-
Cefepime- >16e
Ceftazidime- >32.
Aztreoname >16e
Amoxicillin-Clavulanate- >16/8-
Ticarcillin-Clavulanate- >64/2.
Piperacillin/ Tazobactam- >64/4.
Imipenem- >8.
Meropenem- >16e
Ertapenems- >20
Ciprofloxacin- >2.
Chloramphenicol- >32.
Amikacin- <=4.
Gentamicine >8.
Tetracycline- >16:
Tigecycline- 1o
Colistin- >4.
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Total reads- 2,324,564
Quality trimming- 1,856,910~
No. of contigs- 156.
MLST ST type- ST617-

Plasmid Inc type-

IncFIA, IncFll, IncHI2Z, IncHI2A, Incll, Incl2«

Antimicrobial resistance gene-

blanom-s, mer-1, aac(3)-1Va, aph(4)-la,

blacrx-m-es, cmlAl, dfrA12, erm(B), floR,

fosA, strA, strB, sull, sul2, sul3, tet(B)-

%2 ~Miseq R 7|A I & A7) A 47
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. P e [l PHNSHP45 (KP347127, E coli plasmid from pig in China)

. N 2 . / 5] - i & » ”
virB5 . L ggm— 1] ',: . . mok pSCRES51-MCR-1 (CP021176, E coli plasmid from human in Taiwan)

\ 4 s gy \ / _— [ PP111(KY120365, S. enterica plasmid from pig in Taiwan)
: — . pa
KikA R | — A [ PD20-2 (CP022452, S. enterica plasmid from chickenin China)
. pColR598_2 (MF1751889, E coli plasmid from human in China)

p7-4 (KYB57476, E coli plasmid in South Korea)
pS2.14-2 (CP016187, E coli plasmid in Malaysia)

- PJIE3685-1 (KY795978, E coli plasmid from human in Australia)

virB4__ / Y A . \ ~ \
B g A Incl2 ; \ “
1 —tral
virB9— L 64,015 bp : )
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