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4. MIIA38N 10% w/v ammonium persulfate #3103 500 ul
49 ammonium persulfate U 0.05 g luviaoa microcentrifuge Y119 1.5 ml A uAY
v

o .. v ' Af a Y Y w Yy g A a =
U1 deionized V]N’]‘Nﬂ'ﬁ‘iﬂl‘vaﬂﬁu']ﬂi 500 pl weru Innu HAANUNYUNYU 4 °C (GRRTF Y

nouldau)

5. M5IA383 0.5 M DTT stock solution U331A3 1 ml
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6. M31A383 1.5 M Tris-HCI, pH 8.8 1331A3 100 ml
. v 0 9/
§9 Tris base (MW 121.14) $7u2u 18.17 g aza1wluiit deionized NFUMI3UFD
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= v a

o o d A
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o v v =) L) 1
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a1sazatelisAud 480 nm (A,,) AT H-AL

1319 H-A1 M A, tazanududuvesnsazmeldsAvanasgu BSA

ﬁﬁﬁ)ﬂﬁ
1 2 3 4 5 6
151105 2 mg/ml BSA (p) 0 5 10 15 20 25
USurauTasAu BSA (ug) 0 10 20 30 40 50
Ao 0.8585 | 0.7745 | 0.6992 | 0631 | 0.5692 | 0.5144

' Y v a o 1 A aa .
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v
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