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Supplemental Figure 2
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Supplemental Figure 3

A . N N |- S | - W (R ; : ‘ B -
0.6 1 O Dna(1-552 e
ana(1-392)na( ) M515]1 e
-
e B
—~ 02 . g
E ~
S e H15 _ e[ O
= egl512 e 13
o 06 ‘ o Dna(1-552) - ﬁ
< T 1 D (1_507) - o |160
0.4 " e ‘:2 s
02 075 050 025  0.00
1
H
['Lrﬂ .H IPI'L il .ﬂn'“ o Dot JL'{LI‘«MJ‘"MM"W’}JL"LH"" il (ppm)
50 100 150 200 250 300 350
Residue number
’. ’. =
L4541 D481N E oal Q152 L4541
< = 10 g o
24 ° o 0.05
° ' <
he Al i
s L @ ” e V165
<~ N D481N
= ”‘3:9; = Q@Q g o0 a3 Gisg) 10
T e - o 2
=3 @ =~
(8]
PR C ®. |2 -
L390V E511D Lt E
- .
A 4 A 4 10 ‘2" 0.05
- - 3
o o -12
< @ <> =
. - _ 1512 R £
o o = N > 14 goo(;;
S otp- < -z,, e B o U
c o> ‘ = i <
0.75 050 025 075 0.50 0.25
E 1H (ppm) F residue number
£ z
s , | I I ‘@ 800
I TR TN TTT T U Se
n i + LA B I’ |||||| € 400
Q -2 < 200
©
[0}
520 525 530 535 540 545 550 e B-SBD+A peaks oB peaks

residue number

B-SBD+cA
> —
© ..o LIPY n o ©438 g 0.6
&= I I S04
° (-] \ Py
B * o L0 E So2
hd S
Ee o <8 @& | £ 400 420 440 460 480
L4 (8] residue number
-6 % 483 o
e & s [r
e (] ‘ 7 > >
— L el
° ( J Q ﬂ =Yg, 1 1462 401
o® ® -4 512 .
e © e oh2 = T 14
O © 8 1
= ’ H (ppm) i
. " . T T T T T T T T T
-] ® = 075 0.50 0.25 0.00
- 132
[
@
® L



http://ees.elsevier.com/cell/download.aspx?id=874519&guid=7d40b2ba-a602-4577-bde0-a4e6d42fae40&scheme=1

Supplemental Figure 4
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Supplemental Figure 5

NR titration of DnaK(1-552)
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Supplemental Figure 6
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