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WFZER R OMESE (F10) @ Enterovirus 71 (EV71) EZMETH S - RD MO S /7 L DNA 2K
BEZMETH D~ 7 A 1929 fifalZE A U EVT1 B 2 #15 L 7o~ o ZHIE (Ltr246 Hifid) % ff7
L72o &0 Ltr246 M AFLES D BVT1 OF 2 DY BRIKZRETHZ L # HHE L. Ltr246
HARICRIL L TV D A vt v —RNA ZHEFRRAICHENT L 72, TSN, CCL2 ¥ KX UYMEPCP @ 3 5D
b NEEFDY Ltr246 FIICFEEL TWD Z ERH LN E o723, 5 1% Ltr246 Ml EV
D EVT1 B ME &3 BR e o 72,

WFZERC R OMEEE (J30) : We established Enterovirus 71 (EV71)-sensitive mouse L929 cells
(Ltr246 cells), which carried a portion of human genomic DNA. To identify the second
receptor of EV71, we analyzed the expression of mRNA in Ltr246 cells, comprehensively
Although three human genes (TSN, CCL2 and MEPCP) were integrated into Ltr246 cell genome,
these were not related to EV71 sensitivity of Ltr246 cells
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