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The protein encoded by this gene belongs to the acyl-CoA dehydrogenase family, which is a BERM: BREIZER 20°CTEEFE—F, SRk S5,
family of mitochondrial flavoenzymes involved in fatty acid and branched chain amino-acid fETFEMK: & 0.15% ProClin300 BAfE5I, 100 ug/mL &1
metabolism. This protein is one of the four enzymes that catalyze the initial step of EAREM 50%H MAVEA T MR,

mitochondrial beta-oxidation of straight-chain fatty acid. Defects in this gene are the cause of
long-chain acyl-CoA dehydrogenase (LCAD) deficiency, leading to nonketotic hypoglycemia.
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WB &3 ACADL/LCAD B (552 K1342132). IF #3l ACADL/LCAD ZH (55 K1342132)(4I8) . IF #31 ACADL/LCAD B (55 K1342132)(4) .
P 2 RIPA 2K (555 KSG2002) M B EH . #am DR, 4%2REE (555 KSG1101) EE H#am: KRS, 4%ZRBPEE (555 KSG1101) EE
170 3%ARAS 4 IH(5S KSGC310001);3F TBST AWK,  12-24 /B, 12-24 /)\B,
EENE 1/, HEIEE: Tris-EDTA HEEE MK (pH 9.0) (KSG1203),  HEIEE: Tris-EDTA HAEEE K (pH 9.0) (KSG1203),
—H1: 1: 3000 #%%E, 4°C IFEER. 98°C, 20 53¢, 98°C, 20 43§h.
3 HRP ARIZLLEAS 1gG (H+L) (552 KB69909), 1:  #11): 3% BSA (552 KSGC305010) J PBS &K, =&  %fi: 3% BSA (2 KSGC305010) # PBS &K, =
5000 1, RS 1 /)\H. SERTE 30 D SBIEE 30 95,
—f‘ 1: 800 #%#R, 4°C B UK. —f‘ 1: 800 #%#;, 4°C HEIR.
3 *TlEIJ.Iif‘% 1gG (H+L) (525 KB63909), 1: 3 *TlEIJ.IiYL% 1gG (H+L) (532 KB63909), 1
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