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Residue properties
PSR293 R3Cons em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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c. RMS devs from mean coords: main-chain (black) and side-chain (grey)

15.0
. L..u.-lnnlllllllllllllllllllllll“l llllllllll“u
2 10 15 20 25 30 35 45 50

d. Secondary structure & average estimated accessibility
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Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

e. Sequence & average estimated accessibilities  # Accessble @ Buried
SISV ESGEHE RSB S E RN RN B S S SVSE R, VOOV EFEEE FE V000
NRQQF IDYAQKKYDTKPDHPWEKFPDYAVFRHSDN YALLMDIPAEKIGI KRVDVID
f. Circular variances
Phi QOOOOODOOOOODDOOOODOOOOODOOOOODOOOODD  OOOOOOOOOOOODD  AOOOOOD
Ps 1010/010010/0/0/0101010/01010.0100,0/0101010/0101010 10100101010 0 JIN010/0101010 00,010 1010 0 I (00,010 0 10}
chit IB®OOOODD OGADOCA B OOOD OO0 OOIRODOP @ JOOCD OO O  JOOOOOD
chi2 QOOPRODD BOICO O OB BAOO OO OD 0@ @ FOBOO OO O Od O OO
s QOOOOODOOODDDOODODOOODDDOOOOOOOOODD  DOOOOODOOODDOD  OOOOODD
circiz  AAOGBOOD OO & O OOOO OO GAd O & POGAO OO O dd O O®
g. G-factors
?ﬁ%ﬁﬂi& ANBOBBOR~000AE - 0-BA7HH6A™0W"_0808-08 B"SWEE8""EBB"0 BH_B-E0
ovedl  QOOOOOOANOOAONNOOOONOOOO0AOEAOONOONS  OEEEAOOOOADEO0  OOO0606060
2 10 15 20 25 30 35 45 50

PSR293 R3Cons em_bcr3 10 residprop.ps

** Selected residues only
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d. Secondary structure & average estimated accessibility
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f. Circular variances
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