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What's GenEpid-J ? --- Genomics + Epidemiology ---

GenEpid-J: An integrated database of pathogen genomics and epidemiology focused on plasmids involving in
the antimicrobial resistance

Developed by Pathogen Genomics Center, NIID (Japan)

Announcements

13 Jan 2017 | GenEpid-J Database Public Disclosure Page is available.
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MePIC TGS-TB VirusTAP

Metagenomics Pathogen
Identification
for Clinical Specimens

Total Genotyping Solution Viral Genome-Targeted
for Mycobacterium tuberculosis Assembly Pipeline



G 777  GenEpid-J Database AMR Sequences Distribution ( Japan MAP)

All Year ( including unknown ) - Ni
1900 -2017 | | > . - |
118 Year(s) | (] E X N
Last Updated Fri Jan 13 2017 04:41 (
i 3 7 .; T , : i .,.

-@ ;
Ishik ,

l‘::'

-

~ PieZoom Level (x0.1-x5): 1.5

R Leaflet | © OpenStreetMap © CartoDB



ffl Salmonella
A EERRMAR - BIEASOBEARA > IIN—EiF
Country 975

Home: GenEpidJ:Gen: X/ (G, GenEpid-J: Genamics + X

https://gph.niid.go.|

o] SATh

P e PR
G L %O om adse
v All Year ( including unknown )
& >

Year(s)

Last Updated Thu Jan 05 2017 11:43

. whole
1M metagenome
=

N/A

India

Pie Zoom Level ( x0.1-%x5):

Leaflet | & OpenStreetiap © CartoDB



SEODERS JUFENER

REFDA (&4 Hh#kZE#EB X DSalmonella ') AT —I = EEEH

http://www.fda.gov/Food /FoodScienceResearch /WholeGenomeSequencingProgramWGS/ucm403550.htm

http://www.fda.gov/Food /FoodScienceResearch /WholeGenomeSequencingProgramWGS/ucm363134.htm
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