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% Succinyl-CoA synthetase subunit alpha, SCS-alpha, YiFh: VR, KR

suclgl, SCS-alpha, GALPHA #%ELk: 1:5000-1: 10000
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SUCLG1(succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial) is also named as EFEEMS: BREIZ B -20°CTE—F, Bk EFR.
SCS-alpha and belongs to the succinate/malate CoA ligase alpha subunit family. The SUCLG1 fETFEMK: & 0.15% ProClin300 BAfE5I, 100 ug/mL &1
gene encodes a 35 kDa protein with a 40 amino acids transit peptide. This enzyme catalyzes the EAREM 50%H MAVEA T MR,

ATP- or GTP-dependent ligation of succinate and CoA to form succinyl-CoA. Defects in SUCLG1
are the cause of mitochondrial DNA depletion syndrome type 9 (MTDPS9).

IHC #& SUCLG1 BH (%S K1338322). IF # SUCLGL Z[A (55 K1338322)(41®) . IF #il SUCLGL ZH (55 K1338322)(4I ) .

B AR, 4%SRFE (55 KSG1101) EE o DR, 4% SRR (155 KSG1101) EE B KRR, 4%ZRPE (K55 KSG1101) BEFE

12-24 1)\BY, 12-24 1)\BY, 12-24 1)\BY.

rmxg ﬁ%ﬁ’gfﬁﬁﬁﬁ,‘&(?*ﬁ pH 6.0) (KSG1201), HEMEE: Tris-EDTA HEEERK(pH 9.0) (KSG1203),  HiEEE: Tris-EDTA HUEEER(pH 9.0) (KSG1203),

98°C, 20 53%h 98°C, 20 2. 98°C, 20 53%h.

~H1: 3000 1598, 4°C WBER. 07 3% BSA (55 KSGC305010) B PBS &k, = Hifl:3%BSA (55 KSGC305010) BY PBS &k, =
ZHt S-vision BB AR SR _HLFHSK) MMEE (5 BIFE 30 5. BT 30 D,

S KB3906), ZEBMFE 20 4. —;c* 1:3000 %, 4°C AR —r 1:3000 %, 4°C MEITR.

3 MBIl F g 18G (H+L) (535 KB63909), 1: 3 tREllE AR IgG (H+L) (535 KB63909), 1
300 ﬁﬁv’z ERIEE 1/)0\8. 300 ﬁé% TREE 1/

For Research Use Only! Ver. No.: V1-202603

ﬁiﬂﬂ%ﬁii%ﬂ?ﬁﬁﬂﬁﬁﬁ www.cookbio.cn \ 400-6027-270

Tk
COOKBIOMEHR Mt R XD RBIFREARAF R K SH K388 S EMESMIERR 22k




