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DHS o JESZ 540 L AR HFFTE GV3101 J8sz 2540 g
P QB30 S AR )RR IR A w4 i, BT Ak
SR 38 R 3 A B Ak, S0 B AR DA TR
( i) B A PR A o

B B 559 e Az BRAE AR I 7 AT RNA I 3
5 2021 4 10—12 7 #k 47, SEmF 2¢O E & qPCR
BIE ik e 3K AR K F A SR AR AT T L S T
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G-3',R:5" - TCCGAGGTCTAGCAGCTCTT -3, fiii}
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FH PR AR AL 4 5 5 A1 7E R T 5 NCBI - CDS HL {1
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B IbE NG A KRS W B9 & B, SR U TG
WG T NGREE BLG; B B CSERF7 W]
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