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(=2 275 v W) &1T- 72 (Cell, 2005). T DWFETRIFES NFHER/ Y5 x — 4% emPAl 37
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T HTK) 6L&D7 479 7HATS 5B BHMEERE LT3 (EMBO ., 2010). Mann 5EE» 5
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AL, =9 ZRMOEBH T v 74 — AEHTICIRE L 72 (Nature Biotechnology, 2005).
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teomics, 2007: Nature Protocols, 2007) 7» 5 HEWIZE~DIGHA (Mol. Syst. Biol., 2008 75 &) £ TIRIAEWHE T
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£ 7" b Ol Y X 7 A EFEFR LI (Anal. Chem., 2010). D ¥ 27 A135H, KELAHEN B &0 &R
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