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ｄ１ａｄｓ＿＿ ｄ１ａｆｓａ＿ ｄ１ａｈ４＿＿ ｄ１ａｋ５＿１ ｄ１ｂ５ｔａ＿ ｄ１ｃ９ｗａ＿ ｄ１ｃｔ５ａ＿ ｄ１ｄ３ｇａ＿ ｄ１ｅａ０ａ２
ｄ１ａ３ｗａ２ ｄ１ａ４９ａ２ ｄ１ａｄ１ａ＿ ｄ１ａｊ２＿＿ ｄ１ｂ９ｂａ＿ ｄ１ｃｇｔ＿４ ｄ１ｃｉｕ＿４ ｄ１ｃｙｇ＿４ ｄ１ｄ８ｃａ＿
ｄ１ａ４ｍａ＿ ｄ１ａｑ０ａ＿ ｄ１ａｖａａ２ ｄ１ｂ１ｙａ＿ ｄ１ｂａｇ＿２ ｄ１ｂｆ２＿３ ｄ１ｂｆ６ａ＿ ｄ１ｂｇ４＿＿ ｄ１ｂｈｇａ３
ｄ１ａ５３＿＿ ｄ１ａ５ｃａ＿ ｄ１ａｄｏａ＿ ｄ１ｂｑｇ＿１ ｄ１ｂｗｖａ１ ｄ１ｂｘｎａ１ ｄ１ｄ７ｋａ２ ｄ１ｄｂｔａ＿ ｄ１ｄｈｐａ＿
ｄ１ａ０ｃａ＿ ｄ１ａ０ｄａ＿ ｄ１ａ０ｅａ＿ ｄ１ａｗ１ａ＿ ｄ１ｂｄ０ａ２ ｄ１ｂｘｂａ＿ ｄ１ｂｘｃａ＿ ｄ１ｃｃｗｂ＿ ｄ１ｄ８ｗａ＿
ｄ１ｆｖｐａ＿ ｄ１ｎｆｐ＿＿ ｄ１ｊｎｄａ１ ｄ１ｈｊｘａ１ ｄ１ｅ９ｌａ１ ｄ１ｅｘｂａ＿ ｄ１ｎａｒ＿＿ ｄ１ｃｎｖ＿＿ ｄ１ｌｊｙａ１
ｄ１ｅｚｗａ＿ ｄ１ｆ０７ａ＿ ｄ１ｆ７６ａ＿ ｄ１ｆｒｂ＿＿ ｄ１ｇｏｘ＿＿ ｄ１ｇｔｅａ２ ｄ１ｇｖｅａ＿ ｄ１ｇｖｏａ＿ ｄ１ｇｗｊａ＿
ｄ１ｅｓｗａ＿ ｄ１ｅｙｅａ＿ ｄ１ｆ０５ａ＿ ｄ１ｆ６ｙａ＿ ｄ１ｇ５ａａ２ ｄ１ｇｊｗａ２ ｄ１ｈ６ｚａ１ ｄ１ｈｆｂａ＿ ｄ１ｉ２ｏａ＿
ｄ１ｃｂｇ＿＿ ｄ１ｃｅｏ＿＿ ｄ１ｃｌｘａ＿ ｄ１ｃｚ１ａ＿ ｄ１ｅ４３ａ２ ｄ１ｅ４ｉａ＿ ｄ１ｅ４ｍｍ ＿ｄ１ｅ９ｙｂ２ ｄ１ｅａ９ｃ３
ｄ１ｄｑｗａ＿ ｄ１ｄｖｊａ＿ ｄ１ｄｘｅａ＿ ｄ１ｅ５１ａ＿ ｄ１ｅ９ｉａ１ ｄ１ｅｃ７ａ１ ｄ１ｅｅｘａ＿ ｄ１ｅｉｘａ＿ ｄ１ｅｐｘａ＿
ｄ１ｈｔｉａ＿ ｄ１ｉ６０ａ＿ ｄ１ｉｖ８ａ２ ｄ１ｊ５ｓａ＿ ｄ１ｊｐｄｘ１ ｄ１ｊｐｍａ１ ｄ１ｋｖ５ａ＿ ｄ１ｌｙｘａ＿ ｄ１ｍ５３ａ２
ｄ１ｌｑａａ＿ ｄ１ｌｕｃａ＿ ｄ１ｌｕｃｂ＿ ｄ１ｍ４１ａ ＿ｄ１ｏ９４ａ１ ｄ１ｏｆｄａ２ ｄ１ｏｇ６ａ＿ ｄ１ｏｙｂ＿＿ ｄ１ｚｆｊａ１
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ｄ１ｆｈ９ａ＿ ｄ１ｆｏｂａ＿ ｄ１ｇ０ｃａ＿ ｄ１ｇ９４ａ２ ｄ１ｇｃｙａ２ ｄ１ｇｈｓａ＿ ｄ１ｇｋｐａ２ ｄ１ｇｋｒａ２ ｄ１ｇｎｘａ＿
ｄ１ｇｖｆａ＿ ｄ１ｇｚｇａ＿ ｄ１ｈ５ｙａ＿ ｄ１ｈｋｖａ２ ｄ１ｈｌ２ａ＿ ｄ１ｉ４ｎａ＿ ｄ１ｉｇｗａ＿ ｄ１ｉｗｐａ＿ ｄ１ｉｙｘａ１
ｄ１ｐｙｍａ＿ ｄ１ｑｏ２ａ＿ ｄ１ｑｔ１ａ＿ ｄ１ｒｐｘａ＿ ｄ１ｔｃｄａ＿ ｄ１ｔｐｈ１＿ ｄ１ｔｒｅａ＿ ｄ１ｔｔｊ＿＿ ｄ１ｘｉｍａ＿
ｄ１ｈｗ６ａ＿ ｄ１ｉｃｐａ＿ ｄ１ｊ９６ａ＿ ｄ１ｊｃｎａ１ ｄ１ｊｅｚａ＿ ｄ１ｊｒ１ａ１ ｄ１ｋ８７ａ２ ｄ１ｈｊｓａ＿ ｄ１ｈｔ６ａ２
ｄ１ｊｖｎａ１ ｄ１ｋ４ｇａ＿ ｄ１ｋｂｌａ１ ｄ１ｌｉｕａ２ ｄ１ｌｔ８ａ＿ ｄ１ｌｗｈａ２ ｄ１ｍ３ｕａ＿ ｄ１ｋｋｏａ１ ｄ１ｋｍ３ａ＿
ｄ１ｅｄｑａ２ ｄ１ｅｄｔ＿＿ ｄ１ｅｇｚａ＿ ｄ１ｅｈ９ａ３ ｄ１ｅｊｘｃ２ ｄ１ｅｏｋａ＿ ｄ１ｆａ２ａ＿ ｄ１ｊ０ｈａ３ ｄ１ｊ１８ａ２
ｄ１ｆ７４ａ＿ ｄ１ｆ８ｍａ＿ ｄ１ｆｂａａ＿ ｄ１ｆｄｊａ＿ ｄ１ｆｈｕａ１ ｄ１ｇｅｈａ１ ｄ１ｇｅｑａ＿ ｄ１ｏ０ｙａ＿ ｄ１ｏｅｐａ１
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