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Numbers indicate models with highest deviation
c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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d. Secondary structure & average estimated accessibility
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e. Sequence & average estimated accessibilities  # Accessble @ Buried
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f. Circular variances
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UUR17A_NMR_em bcr3 10 residprop.ps ** Selected residues only
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c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
4.0

0.0 L“ ‘M‘LM“‘”M‘J“L‘ ﬂlll
68 80 85 90 95 100 105

d. Secondary structure & average estimated accessibility

m) i~ /\ /™ e— o Sm— —

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

e. Sequence & average estimated accessibilities  # Accessble @ Buried
VH¥  FEESVVESVVOVOVO SV EEFFF K H S S S U EVIOI S SEEH ¥

FLY DFGSANKNGTLKLSLMLTDKKNNQVYYKLLEVSGF SNPYL

f. Circular variances

Phi 000  OOOOOOOOOOOOOOOOOOOODOOOOOOOOOOOOOOO  AGOOOO
Psi 00  OOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOOCOOd  OOOOO
Chil OO0 A0 & G0 OAOOAOOOOAOEOOOOOOOCOORCe® O OO OO
Chi2 UCORNCG 00 G OO0 SCGCAGO OOOMO® ) @ @0
Phi-ps 000  OOOOOOOOOOOOOOOOOOOODOOOOOOOOOOOOOOD  OOOOO
Chit-chiz  BAD OO a0 A 000 OGO OOOGO® e (UICIO)

g. G-factors
G EME  H9°C9EAECCRBRTEERTEOEERECHEEESECouE mEeER Hig

ovedl [OEAO OOOOOODOO0O00OAOONROO000OAONOOOO00RD DOOEE0 0038
68 80 85 0 95 100 105

UUR17A_NMR_em bcr3 10 residprop.ps ** Selected residues only



