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Residue properties
SGR145 NMR_em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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d. Secondary structure & average estimated accessibility
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f. Circular variances

P OOOOOOOOOODOOODOD  OOOOOOODOOOOOODOOOODODDOOODOOODOOODOODOODOOODOD
Ps OOOOOOOOOODOODOOD  OOOODOOODOOOOOODODOOODOODODOODOOODOOOOOODOOODOOODOOD
chiv 00RO GOO @ VOO D OO @O OO0 COIBIDO O @ OAD OO OOOOBOD
chi2 0) QO O OO O 0@ B O OO (0 O @ OO OO0 OO O
Mg OOOOOOOOOOODOOOOD  OOOOODOOOOOODOOOOODOOOOOODOODOOODOOOODDOOOD
chivehi2 @ OO ® OO O @D O O OO0 >0 O 00 ®OO OO @
g. G-factors
Phi-psi . ooono Omm@E O oo oomo om@og oooogoQmo O 0@ mOo0O
e S e B 5 o L B o o £ oot S B Bl o B & ot =
Overall OEOOOOOOORMONOAn SO E S E R E O E O R OO OO O A S A O AR R A
21 30 35 50 55 60 65 70 75 80

SGR145 NMR_em_bcr3 10 residprop.ps ** Selected residues only



PROCHECK-NMR

Residue properties e
SGR145 NMR_em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)

4.0

0.0

Phi

Psi

Chi1l
Chi2
Phi-psi
Chil-chi2

Chlf ch|2
Chilonly

Overall

5 100
©
S
g
®
N
84 90 95 100 105 110 115 120 125 130 135 147
Residue number
o b. Absolute deviation from mean of omegatorsion
g - :
§ 24_>2< 1 lxl i 8 95 & ex%l: de u 2 x
E 181 » 16 X 16 : Big6% . 16 XX Y ox B4
. % 2 % x = X x
_c% 12 _5;; X17 15 201711 17§1416 < Xi:%lsg“lxg%%;% %ircr%z% §181XX§ ?gx14§;xi§%f
m; i
£ ’5% F11] g,\f%%@ i §§§ i i
95 100 105 110 115 120 125 130 135 147
M a d ated by circl ' Dashed li dst
Er?gp t\)/aréJ 3&% Iocne stan){ig:(rjcd?/i ation either side Residue number 2.0 ;thzg?;r??g%ni dseal0

Numbers indicate models with highest deviation
c. RMS devs from mean coords: main-chain (black) and side-chain (grey)

il

90 95 100 105 110 115 120 125 130 135 147

d. Secondary structure & average estimated accessibility

— ) A N\ /N )

Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

e. Sequence & average estimated accessibilities  # Accessble @ Buried
FEEFEGVEEHH S OVOOVVU S S EF F EE KA S U S SV EF S S U SSVVOVV IS S S S S EHH¥ ¥ ¥

NLADFDIVADAWEGIVS|I FCHLPSSLRQQLYPKVYQGLKPGGVFILEGFAPEQLQY LD

f. Circular variances

OOOOOOOOOOOODOOOOOOODOOOOOOOOOOOOOOOOOOODOOOOOOOOOOOOOOOOOD OO
OOOOOOOOOOOODOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOCOOOOCOOOOOOn OO
A0 00000 & 00 OCOGOAIID IOOAAOO ®OOO OO OO000 O 0000 OO

D OO B @ O 0D IO OOIO® @ DO O 000 @ PODO® OO
OOODOOOODOODOODDODOOOOODDOOOOODOOODOOOOOODOOODODOOOODOOOOOODOOOOOD OO
A0 OOBO ® O O O O 00RO B O Ob QOO0 @  JODO® OO
g. G-factors

BE~HANE=~R~88=0_=6M-80~--000008°0-00°88""" _WE0B"E""E0E0E  WE

AOOEEEEEEO00ROAOAREEOO000AOO0OO0OONO00O00OOERROEO000O0AADOOOE B0
84 90 95 100 105 110 115 120 125 130 135 147

SGR145 NMR_em_bcr3 10 residprop.ps ** Selected residues only




PROCHECK-NMR
Page 3

Residue properties
SGR145 NMR_em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)

5 100
©
£
) 11
ﬁ Ll VW
S LI I T ¥ it

149 155 160 165 170 175 190 195

Residue number
o b. Absolute deviation from mean of omegatorsion
g
§ 241 20 ° i
16 52

E 18_13191316 X 2 16 é 16 f ><11
_és 12-XXX5,,,,%Q,8, XXlﬁngg% ,,,,, 5>< ,,,,,,2< ,,,,,,, g ,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,
(] x X X ¥ %
2 6%% g %ﬁg % ﬁﬁ % ﬁ% %
E % i ﬁ % 3? §§x %

149 155 160 165 170 175 190 195

Mean values indicated by circl Dashed i ds
Er?gp t\)/aréJ 3&% Iocne stan){ig:(rjcdg:/i ation either side Residue number 2.0 sltr?%(e:\?;r??g%ni dseal0

Numbers indicate models with highest deviation
¢. RMS devs from mean coords: main-chain (black) and side-chain (grey)

d. Secondary structure & average estimated accessibility

NG o m— =

Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

e. Sequence & average estimated accessibilities  # Accessble @ Buried
FEGSEF SV EF S SRS ESE RSN S ESGVV S ¥

LLPKLETLQSELPSLNWL IANNLERNL KAALIQLLGOKL

f. Circular variances

Phi OOOOOOOOOOOOOOOOOOOOOOOOOOO  OOOOODOOOOOOO
Psi OOOOOOOOOOOOOOOOOOOOOOOOOOD  OOOOOOOOOOO®
Chil OO0 A0RPOOCAO @OGOOO0 OPOIOOO @  OOO0O0O0 OO
Chi2 OO0 00 O A0 OCIOCOO0 OOAOAO @ OCOOOO OGO
Phi-ps OOOOOOOOOOOOOOOOOOOOOOOOOOD  OOOOOOOOOOOD
Chiz-ciz - OO OO0d OO @O OAOOO OQOCAOGO @ OO0OO OGO

9. G-factors R
&%, BO"O00-BE-O8"-BAEOC"BECOO08 B™“ABDDEA™0EE Qi

ovedl OOMOOONOONONAOOAOOEORO0000 2 OEEO0CO0OSA060R 0026
149 155 160 165 170 175 190 195

SGR145 NMR_em_bcr3 10 residprop.ps ** Selected residues only



