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６ Ｂ４×Ｂ１９ ０．８７９ ８．００７ ６ Ｂ１０×Ｂ９ ０．５８３ ６．１４３
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Ｃｈｉｎｅｓｅ）．

［１０］ＳＵＩＹＬ．Ｏｎｈｉｇｈｙｉｅｌｄｃｕｌｔｕｒｅｔｅｃｈｎｉｑｕｅｏｆｒｉｃｅａｎｄｍａｉｎｐｅｓｔｃｏｎｔｒｏｌ
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ｎｏｌｏｇｙ，２００９（５）：１３１－１３２．（ｉｎＣｈｉｎｅｓｅ）．

［１２］ＬＩＵＣＪ，ＧＡＯＣＳ，ＪＩＮＪ，ｅｔａｌ．Ｓｔｕｄｙｏｎｈｉｇｈｙｉｅｌｄｃｕｌｔｕｒｅｔｅｃｈｎｉｑｕｅ
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（５）：４９－５２．（ｉｎＣｈｉｎｅｓｅ）．
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ｌｏｎｇｊｉａｎｇＰｒｏｖｉｎｃｅ［Ｊ］．Ｓｃｉｅｎｃｅ＆ＴｅｃｈｎｏｌｏｇｙＶｉｅｗ，２０１２，４（１１）：１９２
－１９３．（ｉｎＣｈｉｎｅｓｅ）．
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ｉｎＨｅｉｌｏｎｇｊｉａｎｇＰｒｏｖｉｎｃｅ［Ｊ］．Ｖｉｇｏｕｒ，２０１０（１２）：１４３－１４３．（ｉｎＣｈｉ
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