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Plot statistics No. (%)
Residuces in most favoured regions [A.B.L] 327 83.6
Residuces in additional allowed regions [a.b.l.p]   52 13.3
Residuces in generously allowed regions [~a,~b,~l~p]     8   2.0
Residuces in disallowed regions     4   1.0

----   ------
No. of non-glycine and non-proline residues 391 100.0
No. of end-residues (excl. Gly and Pro)     1
No. of glycine residues (shown as triangles)   29
No. of proline residues   26

----

Total No. of residues 447

Plot statistics No. (%)
Residuces in most favoured regions [A.B.L] 355 87.2
Residuces in additional allowed regions [a.b.l.p]   45 11.1
Residuces in generously allowed regions [~a,~b,~l~p]     7   1.7
Residuces in disallowed regions     0   0.0

----   ------
No. of non-glycine and non-proline residues 407 100.0
No. of end-residues (excl. Gly and Pro)     2
No. of glycine residues (shown as triangles)   32
No. of proline residues   27

----

Total No. of residues 468
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Plot statistics No. (%)
Residuces in most favoured regions [A.B.L] 340 85.4
Residuces in additional allowed regions [a.b.l.p]   47 11.8
Residuces in generously allowed regions [~a,~b,~l~p]     7   1.8
Residuces in disallowed regions     4   1.0

----   ------
No. of non-glycine and non-proline residues 398 100.0
No. of end-residues (excl. Gly and Pro)     2
No. of glycine residues (shown as triangles)   33
No. of proline residues   16

----

Total No. of residues 449

Plot statistics No. (%)
Residuces in most favoured regions [A.B.L] 341 87.2
Residuces in additional allowed regions [a.b.l.p]   47 12.7
Residuces in generously allowed regions [~a,~b,~l~p]     3   0.8
Residuces in disallowed regions     1   0.3

----   ------
No. of non-glycine and non-proline residues 392 100.0
No. of end-residues (excl. Gly and Pro)     2
No. of glycine residues (shown as triangles)   27
No. of proline residues   24

----

Total No. of residues 445

-180        -135         -90          -45             0             45            90          135          180
Phi (degrees)

-180        -135          -90          -45            0            45            90          135           180
Phi (degrees)

Ps
i (

de
gr

ee
s)

Ps
i (

de
gr

ee
s)

-180         -135          -90          -45             0            45            90          135          180

Phi (degrees)
-180        -135          -90          -45             0             45            90          135           180

Phi (degrees)

180

135

90

45

0

-45

-90

-135

180

135

90

45

0

-45

-90

-135

180

135

90

45

0

-45

-90

-135

180

135

90

45

0

-45

-90

-135

(c)                            (d)



Z-score QMEAN: -0.14
Z-score Cbeta: -1.14
Z-score all_atom: -1.10
Z-score solvation: -1.76
Z-score torsion: -1.71
Z-score SSE agree: 0.47
Z-score ACC agree: 0.26

Z-score QMEAN: -1.27
Z-score Cbeta: -0.66
Z-score all_atom: -0.24
Z-score solvation: -0.34
Z-score torsion: -3.02
Z-score SSE agree: 0.07
Z-score ACC agree: -0.36

IZ-scorel<1
1<IZ-scorel<2
IZ-scorel>2
Query model

Z-score QMEAN: -1.76
Z-score Cbeta: -0.57
Z-score all_atom: -0.88
Z-score solvation: -0.41
Z-score torsion: -4.36
Z-score SSE agree: 0.20
Z-score ACC agree: -0.45

Z-score QMEAN: -1.59
Z-score Cbeta: -0.42
Z-score all_atom: -1.74
Z-score solvation: -1.24
Z-score torsion: -3.43
Z-score SSE agree: 0.78
Z-score ACC agree: -0.70
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