Cc~

COOKBIO#MBHR

Anti-ATP5L RZ5EHE

(KT yki [l -20°C

o

FmiEl vd::|

= ATP &6 FO E& 15 G & (LhifK) WB SREENE

% TP5JG, ATP5L, ATPase subunit g L’f’ﬂf‘i‘- "J\ua.m, jmu.

%BR B ATPSL BAEA FRRLL: 1:500-1:1000
Uniprot ID Q9CPQ8 PRMRESR: BN, 5

PUFTER IgG IHC/IF GREALANF/ TR
aitk = EMLL W R

TEARRRE (i1 ZRhI{k FREEL: 1:900-1: 1800
MMHTE | WWSFE  11kDa/12kDa PEMRES: D

R fEERMG

Mitochondrial membrane ATP synthase (F1-Fo ATP synthase or Complex V) produces ATP from
ADP in the presence of a proton gradient across the membrane which is generated by electron
transport complexes of the respiratory chain. It is composed of the soluble catalytic core, F1,
and the membrane-spanning component and Fo, which comprises the proton channel. The Fo
seems to have nine subunits (a, b, ¢, d, e, f, g, F6 and 8). ATP5L gene encodes ATP synthase
subunit g of the Fo complex.
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MEEE: Tris-EDTA AREE R (pH 9.0) (KSG1203),
98°C, 20 53¢,
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300 %R, ZRIFE 1/,

Ver. No.: V1-202603

iﬁiﬂﬁ%ﬁiﬂi%ﬂ?ﬁﬁﬂﬁﬁﬁl www.cookbio.cn | 400-6027-270
B EN T RMFRATFEXSH ZB3I88S EMEL NIERR 221k



