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Summary of GOR4 prediction:
Alpha helix        (Hh)   : 131 is 54.13%
338 helix        (Gg)   : 0     is 0.00%
Pi helix        (Ii)      : 0     is 0.00%
Beta bridge        (Bb )    : 0     is 0.00%
Extended strand  (Ee)    : 27   is 11.16%
Beta turn              ( Tt)   :  0     is 0.00%
Bend region         (Ss)   :  0     is 0.00%
Random coli        (Cc)   : 84   is 34.71%
Am1bigous states (?)     : 0     is 0.00%
Other states                    : 0    is 0.00%
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Plot statistics

Residues in most favoured regions (A,B,L)
Residues in additional allowed regions (a,b,l,p)
Residues in generously allowed regions (~a,~b,~l,~p)
Residues in disallowed regions

Number of non-glycine and non-proline residues
Number of end-residues (excl. Gly and Pro)
Number of proline residues

Total number of residues

64 
4
0
0
----
68
2
4
0
----
74

94.1%
05.9%

0.0%
0.0%

--------
100.0%

Comparision values No. of
Sterochemical parameter               No. of Paramete Typicial band band widths

 Deta pts value Value width from mean
a. Chi-1 gauche minus st dev 3 6.4 18.1 6.5 -1.8 BETTER
b. Chi-1 trans st dev 22 5.3 19.0 5.3 -2.6 BETTER
c.Chi-1 gauche plus st dev 41 8.6 17.5 4.9 -1.8 BETTER
d. Chi-1 poiled st dev 66 8.5 18.2 4.8 -2.0 BETTER
e. Chi-2 trans st dev 33 9.0 20.4 5.0 -2.3 BETTER

(c)

Sterochemical parameter               No. of paramete Comparision values     No. of
 Deta pts value Typical Band band widths

a. %-tage residues in A, B, L 48 87.5 83.8 10.0 0.0 Inside
b. Omaga angle st dev 55 5.4 6.0 3.0 -0.2 Inside
c. bad contects/100 residues 0 0.0 4.2 10.0 -0.4 Inside
d. Zeta angle st dev 70 1.1 3.1 1.6 -1.3 Better
e. h-bond energy st dev 37 0.8 0.8 0.2 -0.1 Inside
f. Overall G-factor 114 0.2 -0.4 0.3 1.8 Better
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