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NDREREEONHRVIEDLBTICBV TR T REZES), w50k BEARDO R B> T
DNA HLLIE RNA DL 552G T NGS AT 200 a7 REFETH 5.
(X% % 7 1 NGS W 2F D 1% #7854 754 > MePIC2 (https://mepic.niid.go.jp/

cgi-bin/mepic/index.cgi) )

7o DITRHERA & L CTERAZLZORMAD D | 1
HIRHT Y — v, IR EEE, R S ERUEDSIIFRE A T
Hbo TNH—D—=DPT XL, bhibiid NGS
W AE H @ web 1 AT Y — v MePIC2 (https://
mepic.niid.go.jp/cgi-bin/mepic/index.cgi) ¥ % 25
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TE3Nb, ERIOZWT R EBERNRIRZZE LT
WEARAEOIHH A E SN LD, ETOWEHKE
THRIHAT 20T Tld% <, MAEHOREE
Lo TIIWBICHEEMES T 2WEARL BT, %
BXOMEEZWNI B 2 5 2 2R D & 5. Z K.
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by F v PAVRTHEMBEEZB LS Lk, i
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LA 7. EEMIZ L 2 EBEPEHEROB R EEBEO
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FEONY IRy =2k BrTu7 74 7Tl
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PFGE & ) b mpine 2 on L. A b5 0 5 K8
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