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Analysis of entire structure
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Z−score mean   0.334
Z−score stddev   1.284
Z−score RMS   1.326

# scored atoms    552
# outliers     13
% outliers   2.400

Distribution of atomic Z−scores
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Analysis of residues
TOTAL STRUCTURE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

BACKBONE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

SIDE CHAIN

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

Secondary structure
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TOTAL STRUCTURE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

BACKBONE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

SIDE CHAIN

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

Secondary structure

residue number

chain identifier
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Analysis of residues (2)
TOTAL STRUCTURE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

BACKBONE

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

SIDE CHAIN

Maximum z-score/residue
 : not scored  : >3. or <−3.

Accessibility  : Exterior surface
 : Cavity surface

Maximum B-factor
 : >60.

Secondary structure

residue number

chain identifier
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