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Choe & Park et al., Figure 2 
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Choe & Park et al., Figure 3 
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Choe & Park et al., Figure 4 

a

c

b

170

95

55
43

IP: -GFP / IB: -Sis1p

W
T

ltn
1∆

rq
c2
∆

rq
c1
∆

ltn
1∆

rq
c2
∆

rq
c1
∆r

qc
2∆

MW
(KDa)

SDS-sol.

SDS-res.

1 2 3 4 5 6

0

2

4

6

8

10

S
is

1

H
sp

42

S
gt

2

B
tn

2

C
ns

1

S
ti1

S
sa

2

H
sp

26

Fe
s1

Fo
ld

 e
nr

ic
hm

en
t

ltn1/NS-GFP over ltn1/GFP 
ltn1/NS-GFP over WT/NS-GFP 

S
sa

1

S
sa

4

H
sp

82

S
se

1

H
sc

82

SDS
-sol.

SDS
-res.

72

55

MW
(KDa)

-Sis1p-GFP
43

95

170

ltn1∆rqc2∆ltn1∆ltn1∆ WT

GFP-s
-mCh GFP-s-R4RARE-mCh

ltn1∆rqc2∆ltn1∆ltn1∆ WT

GFP-s-R4RARE-mChGFP-s
-mCh

1 2 3 1 2 34 4

*
**

d

E
nr

ic
hm

en
t f

ac
to

r

0

0.5

1.0

1.5

2.0

2.5

3.0

3.5

G
lyc

ol
ys

is
Al

lo
st

er
ic

en
zy

m
e

Ac
tin

-b
in

di
ng

Ch
ap

er
on

es
M

ul
tif

un
tio

na
l

en
zy

m
e

M
et

al
-b

in
di

ng
AT

P-
bi

nd
in

g
Nu

cle
ot

id
e

-b
in

di
ng

Cy
to

pl
as

m



Choe & Park et al., Figure 5 
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Choe & Park et al., Extended Data Fig. 1 
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Choe & Park et al., Extended Data Fig. 2 
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Choe & Park et al., Extended Data Fig. 3 
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Choe & Park et al., Extended Data Fig. 4 
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Choe & Park et al., Extended Data Fig. 5 
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Choe & Park et al., Extended Data Fig. 6 
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Choe & Park et al., Extended Data Fig. 7 
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