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Supplementary Figure S3
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Supplementary Figure S4
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Supplementary Figure S5
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Supplementary Figure S6

a
Dimer interface
35 210 212 379 | 426 503
myc-G6PD-FL [ myc ]D[ NADP*-binding domain ][ C-terminal domain [I ] ]D
myc-G6PD-AD [ myc ]D[ NADP*-binding domain ][ C-terminal domain ]-—-[ ]D
myc-G6PD-AC | myc ]D[ NADP*-binding domain | D
myc-G6PD-AN D {C-terminaldomain [ ] ]D
b
WT G6PD KO
— - + -
° FL AD AC AN
S ot - -+ - -+ -+
@)
<
(@)

|| Control

O/A

|| Control |

O/A

p-Ub




Supplementary Figure S7

a b C A
*kk - +
[ Control || O/A | SR -
] 100 paq paq paq oag pid bl s G6PD WT KO WT KO
E S OA - + - + - + - +
IS s
o > 807
(&) £ 245 —
e}
E || g 100 =
1 = 60+ A -
g |-[-«] gg_ p-Ub (S65)
(@)
% 40 T T T 1 T T T T 35_
O/A - + - + -+ -+ 25
63
L NAC -+ -+ 18— - —| PINK1
— — o WT A  G6PD KO 63
= 481-- _—— | GGPD
= PINK1 48
g 4- 35]-------—| ACTIN
o O *¥k %%k
4
E : % 3— oTo ns ns
3
2_
“lle - .
<Z( L? ﬁ ﬁ A[ﬁ m FITl
l_
- 0" T T T T
OA - + - + -+ -+
NAC - + - +
o WT A G6PD KO
e f
ns MFN1
2.5 ! !
** * o WT 15_ *k *¥k ns *
o | 1 | 1
‘g 2.0 A G6PD KO o WT
I ns ns g:l_o- [ A G6PD KO
e 154 ———— =
< p | S
£ 1.04 B e
B S 057
[a)
<Z( 0.5+
o
0.0 rH
00 . 1 1 1 1 1 1 1 1
1 1 I 1 oA - + - + + +
O/A - + - +
Spautin-1 - + - +

NAC - +



	Cho YL et al-Manuscript figures-supp-05Dec2024
	Slide 1 
	Slide 2 
	Slide 3 
	Slide 4 
	Slide 5 
	Slide 6 
	Slide 7 


