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Ogasawara, Katsumi Mizuta, and Makoto
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MePIC, Metagenomic pathogen identification for clinical specimens

https:/mepic.niid.go.jp/cgi-bin/mepic2/index.c

M@ O ErERERRAEL LD B SR H
(X245 7 LfREE) DR REEHT
tp}c O BRERBRRICRET SMEMBED R
O MHETEFELOT L
Welcome to MePIC v2.0 (W%, BEEFOHEITALLY

Please login to start

User ID: Password: sessseses HIE
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