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Table S1 Exchange parameters derived from individual fit of 15N relaxation dispersion curves obtained
for [80% 2H, 99% 15N-labeled] apo human I-BABP in 20 mM K-phosphate, 50 mM KCI, 0.05% NaNs,
10% D20, pH=5.4 at 283 K.

Residue kex (1) pb (%) [Aw| (Hz) Rex (Hz) @ (Hz?)
T3 54122 815 7314 4.4+0.4 405277
T73 10+44 1946 232448 2.9+0.8 8284+3619
G76 1170+322 2148 25+17 3.4+£0.6 106+£110
VIl 1852+216 24+3 44+5 7.4+0.5 358174
Y97 1057+170 0.3x0.4 195429 2.0+0.6 127499

T100 47963 0.7+0.2 159+19 2.6+0.3 172457
S101 651+104 235 1845 3.2+0.3 57+26
E110 480+94 0.4+0.3 171+21 1.5+0.3 113+87




Table S2 Exchange parameters derived from global fit of 15N relaxation dispersion curves obtained for
[80% 2H, 99% 15N-labeled] apo human I-BABP in 20 mM K-phosphate, 50 mM KCI, 0.05% NaN3, 10%
D20, pH=6.3 at 283 K.

Residue |Aw| (Hz) Rex (Hz) ® (Hz?)
‘slow’ cluster Kex =294 +40s1ph=18+0.2%
E11 47+4 2.7+0.2 42+7
N13 3414 1.940.3 2315
K35 55+4 3.1+0.2 609
T38 404 2.2+0.2 3015
E39 45+4 2.6+0.2 397
V40 43+4 2.5+0.2 3616
H57 6015 3.320.2 7011
T58 9719 4.2+0.2 183+31
T60 8918 4,1+0.2 154426
N61 384 2.240.2 2915
K62 44+4 2.5+0.2 3816
F63 39+4 2.2+0.3 2915
‘fast’ cluster’ Kex =836 +59s1pp=3.1+0.2%
E7 4712 2.6£0.2 6516
171 3913 1.840.1 4516
Q72 4212 2.1+0.2 5215
T73 17045 15.8+0.1 857+66
M74 65+4 4.7+0.2 126+14
T78 59+3 4.01£0.1 105+10
A81 4914 2.940.2 7210
T82 5613 3.7£0.2 9419
G8s8 6715 4.9+0.1 133£16
L90 4314 2.240.2 5418
Vol 210+10 18.2+0.1 1302+121
N96 8616 7.2+0.1 219+26
Y97 67+4 4.910.1 133+14
H98 84+7 7.0£0.1 211+28
Q99 6315 4.5+0.2 119415
T100 6016 4,1+0.1 108+17
S101 4915 2.940.2 7312
E102 4714 2.620.2 6619
V109 53+7 3.3£0.2 83+16
E110 4212 2.1+0.2 5145
T113 34+2 1.5+0.1 3544
G115 4412 2.4+0.2 5815
Y119 45+2 2.4+0.1 6015
R121 50£2 2.940.2 7416




Table S3 Exchange parameters derived from global fit of 15N relaxation dispersion curves obtained for
[80% 2H, 99% 15N-labeled] apo human I-BABP in 20 mM K-phosphate, 50 mM KCI, 0.05% NaN3, 10%
D20, pH=6.8 at 283 K.

Residue |Aw| (Hz) Rex (Hz) ® (HZ?)
Kex = 1467 £ 161 s pr=4.4+0.3 %
G4 45+2 2.410.2 9549
E7 5143 3.0+0.1 119+13
S10 51+2 3.0+0.1 118+10
E11 62+4 4.3+0.2 17520
E16 50+3 2.9+0.2 115+13
S25 5816 3.9+0.2 156+25
K35 477 2.51£0.3 100£22
136 5948 4.0+0.3 160£33
Q45 6414 4.7+0.1 192421
F47 4715 2.6+0.2 104+17
H52 50+4 2.9+0.2 116+15
H57 4816 2.7+0.1 10720
T60 4615 2.5+0.1 99+17
N61 45+7 2.4+0.3 95122
F63 4315 2.210.2 86x15
T73 10219 10.910.4 483169
G88 7148 5.61£0.3 231+40
AVASK 8716 8.3+0.3 353+42
N96 8518 8.0+0.4 33750
Y97 96+10 9.8+0.3 424169
H98 7118 5.7+0.2 233+40
Q99 6818 5.1+0.2 211+38
T100 81+10 7.3£0.2 306157
S101 6619 4.9+0.3 202+41
E102 49+7 2.810.2 111424
1103 477 2.5+0.2 10022
T118 5616 3.6+0.2 144+24
Y119 48+6 2.7+£0.3 10720




Table S4 Exchange parameters derived from global fit of 15N relaxation dispersion curves obtained for
[80% 2H, 99% 15N-labeled] apo human I-BABP in 20 mM K-phosphate, 50 mM KCI, 0.05% NaN3, 10%
D20, pH=8.0 at 283 K.

Residue [Aw| (Hz) Rex (Hz) @ (HZ?)
Kex = 1453 +194s1py, =5.7+0.4 %
Y14 42+7 2.51£0.3 96124
E16 3715 1.9+0.3 7315
K30 49+8 3.2+0.3 128+31
F63 306 1.3£0.2 49114
171 36+7 1.8+0.2 69+20
T73 111412 14.9+0.2 665112
A81 534 3.8+0.2 152+19
T82 6615 5.8£0.3 236%30
L90 4145 2.310.2 90£17
VIl 129+15 19.310.2 906+£162
N93 675 6.0+0.2 244+31
Y97 52+7 3.6+0.3 144+29
H98 8219 8.8+0.2 367163
Q99 5515 4.1+0.3 164124
T100 7517 7.3£0.2 300+45
S101 4616 3.0+0.2 117423
T113 5617 4.3+0.2 169+32
Y119 6817 6.210.3 251441
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