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The following versions of software and data (see references (1)) were used in the production of this report:

MolProbity : 4.02b-467
Mogul : 2022.3.0, CSD asb43be (2022)

Xtriage (Phenix) : NOT EXECUTED
EDS : NOT EXECUTED
Percentile statistics : 20231227.v01l (using entries in the PDB archive December 27th 2023)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.39
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 3.20 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Clashscore 0 - 4
Ramachandran outliers | I 2.5%
Sidechain outliers N 19.6%
Worse Better

I Percentile relative to all X-ray structures

[I Percentile relative to X-ray structures of similar resolution

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Clashscore 180529 1497 (3.20-3.20)
Ramachandran outliers 177936 1479 (3.20-3.20)
Sidechain outliers 177891 1478 (3.20-3.20)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5%

Note EDS was not executed.

Mol | Chain | Length Quality of chain
1 A 342 46% 43% 1%
1 B 342 46% 42% 12%
1 C 342 43% 47% 10%
1 D 342 45% 44% 1%
2 E 8 25% 25% 50%
3 F 4 50% 50%
4 G 3 33% 33% 33%
4 J 3 67% 33%

Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
4 K 3 33% 67%
4 M 3 33% 67%
) H 4 25% 50% 25%
) L 4 25% 50% 25%
6 I 6 33% 50% 17%
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2 Entry composition (i)

There are 9 unique types of molecules in this entry. The entry contains 12376 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.

e Molecule 1 is a protein called PROSTATIC ACID PHOSPHATASE.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
1 A 342 2801 1807 461 517 16 0 0 0

Total C N O S
1 B 342 2801 1807 461 517 16 0 0 0

Total C N O S
1 C 342 2801 1807 461 517 16 0 0 0

Total C N O S
1 D 342 9801 1807 461 517 16 0 0 0

e Molecule 2 is an oligosaccharide called 2-acetamido-2-deoxy-beta-D-glucopyranose-(1-2)-alp
ha-D-mannopyranose-(1-3)-[2-acetamido-2-deoxy-beta-D-glucopyranose-(1-2)-alpha-D-man
nopyranose-(1-6)|beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(
1-4)-|alpha-L-fucopyranose-(1-6)|2-acetamido-2-deoxy-beta-D-glucopyranose.

\4
N0 ‘
:.5 4.p 4.0
B0
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
2 2 8 99 5 4 39 0 0 0

e Molecule 3 is an oligosaccharide called alpha-D-mannopyranose-(1-3)-beta-D-mannopyranos
e-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluco
pyranose.

‘(x 3‘[5 4.5 4.[5 ()
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
3 F 4 50 28 2 20 0 0 0

e Molecule 4 is an oligosaccharide called beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b
eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose.

(

| e F

)

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4| G 3 o 0 0 0
4| 3 o 0 0 0
4 | K 3 o 0 0 0
4| M 3 o 0 0 0

e Molecule 5 is an oligosaccharide called alpha-D-mannopyranose-(1-6)-beta-D-mannopyranos
e-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-gluco
pyranose.

(

®. 0, N N

)

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
5 H 4 50 28 2 20 0 0 0
Total C N O
5 L 4 50 28 2 20 0 0 0

e Molecule 6 is an oligosaccharide called alpha-D-mannopyranose-(1-6)-alpha-D-mannopyran
ose-(1-6)-[alpha-D-mannopyranose-(1-3)|beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-
beta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
6 I 6 72 40 2 30 0 0 0

e Molecule 7 is 2-acetamido-2-deoxy-beta-D-glucopyranose (three-letter code: NAG) (formula:

CsH15NOg).
NAG
06
OH
o1 05 J
HO 5 e O . ‘\.._\‘_.\\"\“-.‘ ce
lc1m)  cs(@)
C2(R)  C4(S)
N2 ~_C3R)_~
H OH
= 04
C7 OH
cs OO? 03
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O
7 A 1 14 S 1 5 0 0
Total C N O
7 C 1 14 S 1 5 0 0
Total C N O
7 D 1 14 S 1 5 0 0

e Molecule 8 is GLYCINE (three-letter code: GLY) (formula: CoH5NO,).
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GLY
OXT
CA c/
H.N O
N @)
Mol | Chain | Residues Atoms ZeroOcc | AltConf

Total C N O

8 A 1 5 5 1 9 0 0
Total C N O

8 B 1 5 5 1 9 0 0
Total C N O

8 C 1 5 5 1 9 0 0
Total C N O

8 D 1 5 5 1 9 0 0

e Molecule 9 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf

Total O

9 A 163 163 163 0
Total O

9 B 188 188 188 0
Total O

9 C 144 144 144 0
Total O

9 D 138 133 138 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The first

graphic for a chain summarises the proportions of the various outlier classes displayed in the second
graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues

are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more

consecutive residues without any outlier are shown as a green connector. Residues present in the

sample, but not in the model, are shown in grey.

Note EDS was not executed.

e Molecule 1: PROSTATIC ACID PHOSPHATASE

11%

43%

46%

Chain A:

7v01a

(44U
Tv0T11
0%0Th
6€0TL
8€0TT

L

€E0TD

LT0TH
920TI

2¢coTd

610TQ
8T0TI
L10Td
910TS

v101d

CTO0TH
110748

80011
L0OT.L
900TA

700TH

660TI

L60TA

26074

|

980TL

80TV

78071
080T.L
6L0TY

v.L0TS
€L0TY

STCTA

6.71Q
8LTTA

CTLITD

0LTTT
6971a

L9T1D

S9TT1

29111

75110
€STTH

C1ETT

0T€TT
60€Td

€0ETL

00€TY

86CTA

€6CTA

16210

88CTd

F

¥8CTL

|

082TS

8LTTA
hhmﬁm
0L2TA
mmﬂaa

¥9CT11

09CTL

85C1Q

SGCTS

€GCTI

0821y
672

SYCTI
i4z41]
EVCTL

15494

6ETT

9€CTT
SECTI

TYETL
TVETW

LEETS

SEETA
YEETD

TEETA
0€ETd
62ETD

L2eT11
9zeTd

+

0zeTd
6T1€TD

F

STETO

e Molecule 1: PROSTATIC ACID PHOSPHATASE

€T€Td

12%

F

42%

46%

Chain B:

3
L

89023
L90TH

¥90zs

09024
65023

)

95021
¥30cH

15023

LY0TA

S70Zh

E€Y0CTN
(474
19021

6€02L
8€0CT

L

€€02h
2eoed

2134

T612d
0STCH

8¥12d

Eiatd]
Sv1Cd
vy1ca
oydzack

0121
6ETTL

9€TCd
SETTT

TeTCY

Sset1ed
¥2121

12121
0zTeh

[ emea |
81124
LT1TS
91121
ST12d
viiea
€172l

TOTZN

66021

18021

080C1

8.L0zd

v.L02s
€.L02Yd
2L0TI

-

v0zecy

202TH

002CZH

96TCL

veTCn
€61CS

161271

18121
08Ted
6,120

2L1TD

041271
69120

L9129

S9121
7912

29121
T91CH

i

STETO

€reed
CT€TT

07€21

L0ged
90€2d

$0eTh

L

66CCA
86CCA

€6CTA

1622H

88ccd

0822s

8LTCA
1.22d

0.LgcTA
69¢ca

¥oce1

09zeL

85¢ed

§G2CS

€5CCH

0szey
(744
8%CCA

SsvecI
veeh
Pig4an

B6ETTH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#residue_plots

1CVI

Full wwPDB X-ray Structure Validation Report

Page 9

cveel
TYETH

8EETL
LEETS

SegeTa
EETH

PROSTATIC ACID PHOSPHATASE

2eeTT
TEETA
0geed
62€TH
8CTETA
LzeT1
ggeea

Teee
oceed

e Molecule 1

10%

47%

43%

Chain C

v.,0€S
€L0gY
CTLOET

i

890€d

L90EH

790€S

T90€T
090€4

i

S50€x%
v50€d

T50€d

LY0EA

SY0ED

2v0€d
TY0€ET
0%0€b
6€0EL
8E0€T

L

€€0€D
2e0ed

L20eN

c¢coed

6T0€d

L10€d
9T0€ES

y10€d

CTOEH
17084

800€T
L00EL
900EA

700eN

€GTEN

TS1€d
0STEH

8v1eY

9VTED
Svied
vv1ed
ev1ed

ov1€T
6ETEL
9eTed
SeTEeT
verea
TETEY

sered
vC1eT

ﬁﬂmmq
81Ted
LTTES
9T1€T
ST1Ed
YITEA
€TTEL
CTIEH

90TEM

707€1

coted
TOTEN
00TEM
660€T
wm“mm
S60€d

260€d

-

880€T
980€L
mwmmz
T80€T
080€L
6.L0€Y

Praasii]
9gTeT
sceed
veees
€eTen

00ZEN

v6T1EM
E€6T€ES

167€T

88TEN

98TEA

181€1
08Ted
6.L7€Q
8LIEA

CTLIED

0LTET
691€d

L9TED

S97€T

291eT
T9TEN

6SGT€T

ws1ed

852ed
LSTEH

S62eS

0Gzen
6v2eN

S¥Cel
vheed

1524

6ETEN

9€TET
SETET

E€ETEN
CETEN

e Molecule 1

0ETEA

TTeeT
ozeed
6TEED
STEED

€1eed
CTEET

0T€EET

PROSTATIC ACID PHOSPHATASE

11%

44%

45%

Chain D

F

CTLOVI

69070

6E07.L

€E0TD
2e0vd

L2073
920%1

2e0ovd

6107
8T0VI
L10%d
9T0%S

710%d

CTOVH
TT0%4

80071
L00%.L
900%A

8V1vd

El4%4]
SY1vd
vviva
EVIvE

0PT%1
B6ETTL

9€TVd
SETHT
verva
€ETHY

TETVY

SCTvd
44574}

|

12191

81Tvd

9TT¥1
STT%d
12957
ETTVL
Nﬁmi._

90TFM

70171

TOTPN
00T7M

L

7607d

26074

|

880%1

[4:107 0t
T80%1
080%.L
6074

LLO7A

v.L07S
€L07Y4

PXéa]
92Tyl
SgTvd
veevs
€TTVA
geeva
14472

8TCVH

154728

(424741
11291

90T¥1

€0T71
[4ol472’8

00T7W
66T7.L

96T7.L

Y6TVM
€6T7S

16171
18171

08T%d
6.17a

TLITD

0LT%1
69T7a

L9T%D

S9T¥1

(415748
19193

GSTPd
¥STva
ESTPAI

TST%d
0ST7H

(42548

(255748
60€7d

L0€7d
90€7d

YOEVD
€0EVL
20evd
86CVA

€6C7A

627D

88Cvd

F

78Tl

082%S

8LTVA
LL29%d

0L2%A
692¥%a

v92v1

09Cv.L

85¢va
LSTVH

§STYS

0STvi
(%4728

S¥CvI
i4z4%)]
EYCHL

iz4%t

B6ETTN

9€TY1
SETVI

0ETTA

(42520
TYEVW

LEEVS

SEETVA
YEETD

2-acetamido-2-deoxy-beta-D-glucopyranose-(1-2)-alpha-D-mannopyranose-(1-3)-[2-

acetamido-2-deoxy-beta-D-glucopyranose-(1-2)-alpha-D-mannopyranose-(1-6)|beta-D-mannopyra
nose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-|alpha-L-fucopyranose-(1-6)|2-acetam

ido-2-deoxy-beta-D-glucopyranose

CEEVI
TEETA
0gewd
62ETD
8CETA
L2EVT
9CEVE

veevd

STEVD

e Molecule 2

€TEVd

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



Page 10 Full wwPDB X-ray Structure Validation Report 1CVI

Chain E: 25% 25% 50%

e Molecule 3: alpha-D-mannopyranose-(1-3)-beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b
eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose

NAG7
FUC8

©
=
<
=

NAG1
NAG2
NAG5

Chain F: 50% 50%

e Molecule 4: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac
etamido-2-deoxy-beta-D-glucopyranose

NAG2
BMA3

Chain G: 33% 33% 33%

e Molecule 4: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac
etamido-2-deoxy-beta-D-glucopyranose

NAG1
NAG2

Chain J: 67% 33%

NAG1
NAG2
BMA3

e Molecule 4: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac
etamido-2-deoxy-beta-D-glucopyranose

Chain K: 33% 67%

e Molecule 4: beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-ac
etamido-2-deoxy-beta-D-glucopyranose

NAG1
NAG2

Chain M: 33% 67%

e Molecule 5: alpha-D-mannopyranose-(1-6)-beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b
eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose

NAG1
NAG2

Chain H: 25% 50% 25%

o o
U< =
= = <
= m =
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e Molecule 5: alpha-D-mannopyranose-(1-6)-beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-b
eta-D-glucopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose

Chain L: 25% 50% 25%

e Molecule 6: alpha-D-mannopyranose-(1-6)-alpha-D-mannopyranose-(1-6)-|alpha-D-mannopyran
ose-(1-3)|beta-D-mannopyranose-(1-4)-2-acetamido-2-deoxy-beta-D-glucopyranose-(1-4)-2-acetam
ido-2-deoxy-beta-D-glucopyranose

NAG1
NAG2
MAN4

Chain I: 33% 50% 17%

NAG1
NAG2
MAN4
MAN6
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4 Data and refinement statistics (i)

Xtriage (Phenix) and EDS were not executed - this section is therefore incomplete.

Property Value Source
Space group P 212121 Depositor
Cell constants 126.33A  207.96A 73.02A .
Depositor
a, b, c,a, B,y 90.00° 90.00°  90.00°
Resolution (A) 8.00 - 3.20 Depositor
/0 Data completencss 91.7 (8.00-3.20) Depositor
(in resolution range)
Ronerge 0.09 Depositor
Reym (Not available) Depositor
Refinement program X-PLOR 3.851 Depositor
R, Rfree 0.157 , 0.274 Depositor
Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 12376 wwPDB-VP
Average B, all atoms (A?) 45.0 wwPDB-VP
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section:
MAN, BMA, FUC, NAG

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z]| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

Bond lengths Bond angles
RMSZ | #|Z| >5 | RMSZ | #|Z| >5
1 A 0.33 0/2883 0.53 0/3914
1 B 0.32 0/2883 0.53 0/3914
1
1

Mol | Chain

C 0.33 0/2883 0.53 0/3914
D 0.33 0/2883 0.54 0/3914
All All 0.33 | 0/11532 | 0.53 | 0/15656

There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 2801 0 2745 141 0
1 B 2801 0 2745 139 0
1 C 2801 0 2745 154 0
1 D 2801 0 2745 135 0
2 E 99 0 85 9 0
3 F 20 0 43 1 0
4 G 39 0 34 4 0
4 J 39 0 34 3 0
4 K 39 0 34 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
4 M 39 0 34 1 0
5 H 20 0 43 3 0
5 L 20 0 43 2 0
6 I 72 0 61 2 0
7 A 14 0 13 0 0
7 C 14 0 13 0 0
7 D 14 0 13 0 0
8 A 5 0 2 1 0
8 B S 0 2 0 0
8 C d 0 2 1 0
8 D 3 0 2 2 0
9 A 163 0 0 11 0
9 B 188 0 0 12 0
9 C 144 0 0 10 0
9 D 138 0 0 11 0

All All 12376 0 11438 561 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 24.

All (561) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:3159:LEU:HD11 | 1:C:3203:LEU:HD21 1.39 1.05
1:D:4159:LEU:HD11 | 1:D:4203:LEU:HD21 1.42 1.02
1:B:2200:MET:HE2 1:B:2200:MET:HA 1.44 0.99
1:A:1159:LEU:HD11 | 1:A:1203:LEU:HD21 1.44 0.99
1:B:2159:LEU:HD11 | 1:B:2203:LEU:HD21 1.41 0.98
1:D:4200:MET:HE2 1:D:4200:MET:HA 1.50 0.93
1:C:3200:MET:HE2 1:C:3200:MET:HA 1.53 0.89
1:A:1181:LEU:HD12 | 1:A:1200:MET:HE1 1.56 0.88
1:C:3113:THR:HG22 | 1:D:4113: THR:HG22 1.59 0.84
1:A:1074:SER:HB2 1:A:1255:SER:HB3 1.60 0.83

5:H:2:NAG:H62 5:H:3:BMA:H2 1.60 0.83
1:B:2022:PRO:HD2 | 1:B:2165:LEU:HD23 1.61 0.82

2:E:6:MAN:O3 2:E:7:NAG:H2 1.79 0.82
1:C:3022:PRO:HD2 | 1:C:3165:LEU:HD23 1.63 0.81
1:D:4022:PRO:HD2 | 1:D:4165:LEU:HD23 1.63 0.81
1:A:1200:MET:HE2 1:A:1200:MET:HA 1.64 0.80
1:A:1022:PRO:HD2 | 1:A:1165:LEU:HD23 1.63 0.79
1:A:1044:GLU:OE1 2:E:7:NAG:H82 1.82 0.79

Continued on next page...
grbB
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Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:2074:SER:HB2 1:B:2255:SER:HB3 1.65 0.78
1:B:2312:LEU:HD12 | 1:B:2313:PRO:HD2 1.65 0.78
1:D:4135:LEU:HD11 | 1:D:4222:GLU:HG2 1.65 0.77
1:D:4074:SER:HB2 1:D:4255:SER:HB3 1.66 0.77
1:A:1312:LEU:HD12 | 1:A:1313:PRO:HD2 1.66 0.77
1:C:3018:ILE:HB 9:C:6203:HOH:O 1.85 0.77
1:B:2135:LEU:HD11 | 1:B:2222:GLU:HG2 1.67 0.76
6:1:1:NAG:H61 6:1:2:NAG:C7 2.15 0.75
1:B:2150:HIS:O 1:B:2153:LYS:HB2 1.87 0.75
1:A:1135:LEU:HD11 | 1:A:1222:GLU:HG2 1.69 0.75
1:D:4312:LEU:HD12 | 1:D:4313:PRO:HD2 1.69 0.73
1:D:4181:LEU:HD12 | 1:D:4200:MET:HE1 1.68 0.72
1:C:3312:.LEU:HD12 | 1:C:3313:PRO:HD2 1.70 0.71
1:C:3181:LEU:HD12 | 1:C:3200:MET:HE1 1.71 0.71
1:B:2115:PRO:HB2 1:B:2118:GLU:HG3 1.73 0.71
1:C:3008:LEU:HD23 | 1:C:3283:LEU:HB3 1.73 0.71
1:C:3135:LEU:HD11 | 1:C:3222:GLU:HG2 1.71 0.71
1:C:3270:VAL:HG21 | 1:C:3310:LEU:HD13 1.73 0.71
1:B:2114:VAL:HG13 | 1:B:2115:PRO:HD2 1.72 0.71
1:C:3074:SER:HB2 1:C:3255:SER:HB3 1.70 0.71
1:A:1115:PRO:HB2 1:A:1118:GLU:HG3 1.73 0.71
1:B:2181:LEU:HD12 | 1:B:2200:MET:HE1 1.72 0.70
5:H:2:NAG:C6 5:H:3:BMA:H2 2.21 0.70
1:C:3186:VAL:O 4:J:1:NAG:H8&2 1.90 0.70
1:A:1114:VAL:HG13 | 1:A:1115:PRO:HD2 1.73 0.70
1:B:2073:ARG:NH2 9:B:5463:HOH:O 2.25 0.70
1:D:4150:HIS:O 1:D:4153:LYS:HB2 1.91 0.69
1:A:1150:HIS:O 1:A:1153:LYS:HB2 1.92 0.69
1:A:1304:GLN:O 1:A:1305:HIS:HB2 1.93 0.68
1:C:3114:VAL:HG13 | 1:C:3115:PRO:HD2 1.75 0.68
1:D:4283:LEU:N 1:D:4283:LEU:HD23 2.08 0.68
1:A:1115:PRO:HA 9:A:5023:HOH:O 1.93 0.68
1:C:3150:HIS:O 1:C:3153:LYS:HB2 1.93 0.68
1:C:3104:LEU:HD11 | 1:D:4106:TRP:HB2 1.76 0.68
1:C:3270:VAL:CG2 | 1:C:3310:LEU:HD13 2.24 0.67
1:C:3106: TRP:HB2 | 1:D:4104:LEU:HD11 1.75 0.67
1:C:3283:LEU:N 1:C:3283:LEU:HD23 2.10 0.67
1:A:1120:GLN:HG3 9:A:5764:HOH:O 1.93 0.67
1:D:4008:LEU:HD23 | 1:D:4283:LEU:HB3 1.75 0.66
1:D:4115:PRO:HB2 1:D:4118:GLU:HG3 1.77 0.66
1:A:1116:LEU:HD22 | 1:A:1123:TYR:CD2 2.31 0.66

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:3224:SER:HB3 | 1:C:3331:VAL:HG13 1.76 0.66
1:C:3245:ILE:HG22 1:C:3247:SER:H 1.60 0.66
1:A:1161:LYS:HA 1:D:4117:SER:HB3 1.78 0.66
1:D:4304:GLN:O 1:D:4305:HIS:HB2 1.96 0.66
1:B:2061:LEU:HB2 9:B:5821:HOH:O 1.95 0.66
1:D:4179:ASP:HB3 1:D:4180:PRO:HD3 1.78 0.66
1:C:3304:GLN:O 1:C:3305:HIS:HB2 1.96 0.65
1:D:4270:VAL:CG2 | 1:D:4310:LEU:HD13 2.26 0.65
1:C:3115:PRO:HB2 1:C:3118:GLU:HG3 1.79 0.65
1:A:1008:LEU:HD23 | 1:A:1283:LEU:HB3 1.79 0.65
1:A:1030:SER:OG 1:C:3245:ILE:HG21 1.97 0.65
1:B:2304:GLN:O 1:B:2305:HIS:HB2 1.97 0.65
1:A:1283:LEU:N 1:A:1283:LEU:HD23 2.13 0.64
1:A:1179:ASP:HB3 1:A:1180:PRO:HD3 1.79 0.64
1:B:2270:VAL:CG2 | 1:B:2310:LEU:HD13 2.27 0.64
1:C:3341:MET:O 1:C:3342: THR:HB 1.98 0.64
1:B:2200:MET:HA 1:B:2200:MET:CE 2.24 0.64
1:B:2283:LEU:N 1:B:2283:LEU:HD23 2.13 0.64
1:D:4224:SER:HB3 | 1:D:4331:VAL:HG13 1.78 0.64
1:D:4114:VAL:HG13 | 1:D:4115:PRO:HD2 1.79 0.64
1:A:1181:LEU:HD12 1:A:1200:MET:CE 2.26 0.64
1:D:4270:VAL:HG21 | 1:D:4310:LEU:HD13 1.80 0.64
8:D:4350:GLY:HA2 9:D:5378:HOH:O 1.97 0.64
4:J:2:NAG:03 4:J:3:BMA:H2 1.99 0.63
1:B:2224:SER:HB3 1:B:2331:VAL:HG13 1.79 0.63
1:B:2048:GLU:HG3 1:B:2049:LEU:N 2.14 0.63
1:B:2270:VAL:HG21 | 1:B:2310:LEU:HD13 1.80 0.63
1:C:3048:GLU:HG3 1:C:3049:LEU:N 2.13 0.63
1:C:3179:ASP:HB3 1:C:3180:PRO:HD3 1.80 0.63
1:B:2008:LEU:HD23 1:B:2283:LEU:HB3 1.78 0.62
1:A:1026:ILE:HD12 1:C:3245:1LE:HD11 1.82 0.62
1:A:1121:LEU:HD11 | 1:A:1231:LEU:HD23 1.80 0.62
1:B:2041:LEU:HD21 9:B:5247:-HOH:O 1.99 0.62
1:C:3121:LEU:HD11 | 1:C:3231:LEU:HD23 1.82 0.62
1:D:4150:HIS:HB3 1:D:4151:PRO:HD3 1.80 0.62
1:A:1097:VAL:O 1:B:2040:GLN:NE2 2.32 0.62
1:B:2150:HIS:HB3 1:B:2151:PRO:HD3 1.80 0.62
1:B:2236:LEU:HA 1:B:2239:MET:-HE2 1.81 0.62
1:C:3200:MET:HA 1:C:3200:MET:CE 2.28 0.62
1:A:1224:SER:HB3 | 1:A:1331:VAL:HG13 1.81 0.61
1:B:2179:ASP:HB3 1:B:2180:PRO:HD3 1.81 0.61

Continued on next page...
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:1142:SER:O 1:A:1146:GLN:HG3 2.00 0.61
1:A:1306:GLU:HB3 9:A:5718:HOH:O 1.99 0.61
1:B:2153:LYS:HE3 1:B:2168:GLN:HE22 1.64 0.61
1:A:1270:VAL:CG2 | 1:A:1310:LEU:HD13 2.30 0.61
1:B:2221:LYS:O 1:B:2225:ARG:HG3 2.01 0.61
1:A:1007:THR:HG21 | 1:A:1235:ILE:HD12 1.82 0.61
1:B:2121:LEU:HD11 | 1:B:2231:LEU:HD23 1.82 0.61
1:D:4200:MET:HA 1:D:4200:MET:CE 2.26 0.61
1:A:1048:GLU:HG3 1:A:1049:LEU:N 2.16 0.61
1:A:1150:HIS:HB3 1:A:1151:PRO:HD3 1.81 0.61
1:D:4121:LEU:HD11 | 1:D:4231:LEU:HD23 1.83 0.61
9:C:5252:HOH:O 4:J:1:NAG:H62 2.00 0.60
1:B:2341:MET:O 1:B:2342: THR:HB 2.01 0.60
1:C:3150:HIS:HB3 1:C:3151:PRO:HD3 1.81 0.60
1:C:3139:THR:O 1:C:3142:SER:HB3 2.02 0.60
1:C:3153:LYS:HE3 1:C:3168:GLN:HE22 1.67 0.60
1:B:2142:SER:O 1:B:2146:GLN:HG3 2.02 0.60
1:D:4245:.1LE:HG22 1:D:4247:SER:H 1.67 0.60
1:B:2074:SER:CB 1:B:2255:SER:HB3 2.30 0.59
1:C:3102:PRO:HD2 9:C:5985:HOH:O 2.02 0.59
1:C:3272:ASN:HB3 9:C:5529:HOH:O 2.03 0.59
1:A:1270:VAL:HG21 | 1:A:1310:LEU:HD13 1.82 0.59
1:A:1153:LYS:HE3 1:A:1168:GLN:HE22 1.68 0.59
1:C:3221:LYS:O 1:C:3225:ARG:HG3 2.03 0.59
1:D:4181:LEU:HD12 1:D:4200:MET:CE 2.33 0.59
1:B:2284: THR:CG2 9:B:5451:HOH:O 2.51 0.59
1:A:1200:MET:HA 1:A:1200:MET:CE 2.32 0.58
1:C:3007:THR:HG21 | 1:C:3235:ILE:HD12 1.84 0.58
1:B:2181:LEU:HD12 1:B:2200:-MET:CE 2.33 0.58
1:A:1100: TRP:HH2 1:B:2047:TYR:CD1 2.21 0.58
1:A:1245:1LE:HG22 1:A:1247:SER:H 1.68 0.58
1:C:3116:LEU:HD22 | 1:C:3123:TYR:CD2 2.39 0.58
1:C:3015:ARG:HA | 1:C:3039: THR:HG23 1.86 0.58
3:F:2:NAG:H3 3:F:3:BMA:H2 1.84 0.58
1:C:3047:TYR:CD1 1:D:4100: TRP:HH2 2.22 0.58
1:D:4162:LEU:HD22 1:D:4194: TRP:CG 2.39 0.58
1:D:4283:LEU:HD23 1:D:4283:LEU:H 1.67 0.58
1:B:2139: THR:O 1:B:2142:SER:HB3 2.04 0.57
1:B:2284: THR:HG22 9:B:5451:HOH:O 2.04 0.57
1:C:3033:GLN:HA 9:D:5962:HOH:O 2.04 0.57
1:A:1341:MET:O 1:A:1342: THR:HB 2.02 0.57

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:2007: THR:HG21 | 1:B:2235:ILE:HD12 1.86 0.57
1:A:1074:SER:CB 1:A:1255:SER:HB3 2.34 0.57
1:A:1221:LYS:O 1:A:1225:ARG:HG3 2.04 0.57
1:B:2283:LEU:HD23 1:B:2283:LEU:H 1.70 0.57
1:C:3142:SER:O 1:C:3146:GLN:HG3 2.04 0.57
1:D:4048:GLU:HG3 1:D:4049:LEU:N 2.18 0.57
1:D:4142:SER:O 1:D:4146:GLN:HG3 2.05 0.57
1:C:3269:ASP:HB3 1:C:3313:PRO:HG3 1.86 0.57
1:B:2060:PHE:HA 4:G:1:NAG:06 2.04 0.57
1:B:2245:ILE:HG22 1:B:2247:SER:H 1.70 0.57
1:C:3085:MET:HE1 9:D:5519:HOH:O 2.04 0.57
1:B:2245:ILE:HG12 1:D:4026:ILE:HD12 1.87 0.57
1:C:3243: THR:HG21 9:C:5114:HOH:O 2.05 0.57
1:C:3181:LEU:HD12 1:C:3200:MET:CE 2.34 0.56
1:C:3283:LEU:HD23 1:C:3283:LEU:H 1.69 0.56
1:B:2298: TYR:HB3 1:B:2307:PRO:HB2 1.86 0.56
1:D:4116:LEU:HD22 | 1:D:4123:TYR:CD2 2.39 0.56
2:E:1:NAG:H61 2:E:2:NAG:N2 2.20 0.56
1:A:1139:THR:O 1:A:1142:SER:HB3 2.06 0.56
1:C:3298:TYR:HB3 1:C:3307:PRO:HB2 1.88 0.56
1:D:4007: THR:HG21 | 1:D:4235:ILE:HD12 1.88 0.55
1:C:3085:MET:CE 9:D:5519:HOH:O 2.53 0.55
1:D:4074:SER:CB 1:D:4255:SER:HB3 2.35 0.55
1:A:1015:ARG:HA | 1:A:1039: THR:HG23 1.88 0.55
1:A:1236:LEU:HA 1:A:1239:MET:HE2 1.88 0.55
1:D:4008:LEU:CD2 1:D:4283:LEU:HB3 2.37 0.55
1:D:4153:LYS:HE3 1:D:4168:GLN:HE22 1.70 0.55
1:D:4341:MET:O 1:D:4342: THR:HB 2.06 0.55
1:D:4139:THR:O 1:D:4142:SER:HB3 2.06 0.55
1:D:4221:LYS:O 1:D:4225:ARG:HG3 2.07 0.55
1:C:3115:PRO:HD3 | 1:D:4114:VAL:HG22 1.89 0.55
1:D:4200:MET:CE 1:D:4203:LEU:HD12 2.37 0.54
1:A:1222:GLU:HB2 9:A:5063:HOH:O 2.07 0.54
1:A:1298:TYR:HB3 1:A:1307:PRO:HB2 1.89 0.54
1:B:2116:LEU:HD22 | 1:B:2123:TYR:CD2 2.43 0.54
1:B:2204:ARG:HD3 9:B:6230:HOH:O 2.06 0.54
1:D:4101:ASN:OD1 1:D:4103:ILE:HG13 2.08 0.54
1:A:1283:LEU:HD23 1:A:1283:LEU:H 1.72 0.54
1:C:3224:SER:HB3 1:C:3331:VAL:CG1 2.38 0.54
1:B:2041:LEU:HG 1:B:2045:GLN:NE2 2.24 0.53
1:B:2056:ARG:HH12 1:B:2285:GLU:CD 2.11 0.53
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:4298: TYR:HB3 1:D:4307:PRO:HB2 1.90 0.53
1:A:1269:ASP:HB3 1:A:1313:PRO:HG3 1.89 0.53
1:B:2162:LEU:HD22 1:B:2194: TRP:CG 2.43 0.53
1:D:4269:ASP:HB3 1:D:4313:PRO:HG3 1.90 0.53
1:D:4315:CYS:HB2 | 1:D:4327:LEU:HD11 1.91 0.53
1:B:2269:ASP:HB3 1:B:2313:PRO:HG3 1.90 0.53
1:B:2101:ASN:OD1 1:B:2103:ILE:HG13 2.09 0.53
1:C:3074:SER:CB 1:C:3255:SER:HB3 2.39 0.53
1:C:3162:LEU:HD22 1:C:3194: TRP:CG 2.44 0.53
1:D:4056:ARG:HH12 1:D:4285:GLU:CD 2.13 0.53
1:D:4015:ARG:HA | 1:D:4039:THR:HG23 1.90 0.53
1:A:1315:CYS:HB2 1:A:1327:LEU:CD1 2.38 0.52
1:C:3008:LEU:CD2 1:C:3283:LEU:HB3 2.39 0.52
1:D:4135:LEU:CD1 1:D:4222:GLU:HG2 2.38 0.52
1:C:3016:SER:HB2 1:C:3017:PRO:HD2 1.92 0.52
1:C:3056:ARG:HH12 1:C:3285:GLU:CD 2.12 0.52
1:C:3004:LYS:NZ 9:C:5950:HOH:O 2.43 0.52
1:C:3315:CYS:HB2 | 1:C:3327:LEU:HD11 1.92 0.52
1:B:2091:LEU:HD23 1:B:2091:LEU:O 2.09 0.52
1:D:4315:CYS:HB2 1:D:4327:LEU:CD1 2.40 0.52
1:D:4323:ARG:HA 1:D:4326:GLU:HG2 1.91 0.52
1:C:3315:CYS:HB2 1:C:3327:LEU:CD1 2.40 0.51
1:A:1113:THR:HG22 | 1:B:2113: THR:HG22 1.91 0.51
1:C:3323:ARG:HA 1:C:3326:GLU:HG2 1.93 0.51
1:C:3091:LEU:HD13 | 1:C:3092:PHE:CE2 2.45 0.51
1:C:3288:PHE:CE1 1:C:3291:GLY:HA2 2.46 0.51
1:D:4072:ILE:HD13 | 1:D:4088:LEU:HD11 1.91 0.51
1:D:4224:SER:HB3 1:D:4331:VAL:CG1 2.40 0.51
1:B:2124:LEU:HD22 1:B:2260: THR:HA 1.92 0.51
1:D:4010:PHE:CE1 1:D:4255:SER:HA 2.45 0.51
1:B:2004:LYS:HG2 4:G:2:NAG:HRK3 1.92 0.51
1:B:2288:PHE:HB2 1:B:2293:TYR:CE1 2.45 0.51
9:B:5245:HOH:O 5:H:2:NAG:H4 2.10 0.51
1:C:3114:VAL:HG22 | 1:D:4115:PRO:HD3 1.93 0.51
1:A:1007:THR:HG21 | 1:A:1235:ILE:CD1 2.41 0.51
1:C:3220:GLN:O 1:C:3223:LYS:HB2 2.11 0.51
1:D:4315:CYS:SG 1:D:4316:SER:N 2.84 0.51
1:A:1315:CYS:HB2 | 1:A:1327:LEU:HD11 1.93 0.50
1:A:1030:SER:CB 1:C:3245:1LE:CG2 2.90 0.50
1:A:1079:ARG:NH1 | 8:A:1350:GLY:OXT 2.45 0.50
1:C:3236:LEU:HA 1:C:3239:MET:HE2 1.93 0.50
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Page 20

Full wwPDB X-ray Structure Validation Report

1CVI

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:3007:THR:HG21 1:C:3235:1LE:CD1 2.42 0.50
1:D:4124:LEU:HB3 1:D:4215:TYR:OH 2.11 0.50
1:A:1101:ASN:OD1 1:A:1103:ILE:HG13 2.12 0.50
1:A:1091:LEU:HD23 1:A:1091:LEU:O 2.11 0.50
1:D:4288:PHE:HB2 1:D:4293: TYR:CE1 2.46 0.50
1:D:4148:ARG:HA 9:D:5559:HOH:O 2.12 0.50
1:A:1033:GLN:HB2 1:A:1037:GLN:HG2 1.94 0.50
1:C:3091:LEU:HD22 | 1:C:3092:PHE:CE2 2.47 0.50
1:A:1065:TYR:H 1:A:1092:PHE:HD1 1.59 0.50
1:A:1258:ASP:OD1 1:A:1259: THR:N 2.45 0.50
1:B:2016:SER:HB2 1:B:2017:PRO:HD2 1.92 0.50
1:B:2315:CYS:HB2 1:B:2327:LEU:CD1 2.42 0.50
1:B:2003:LEU:O 4:G:2:NAG:H82 2.11 0.49
1:C:3115:PRO:HG3 | 1:D:4114:VAL:HG22 1.94 0.49
1:D:4041:LEU:HG 1:D:4045:GLN:NE2 2.27 0.49
1:A:1004:LYS:HB3 9:A:5401:HOH:O 2.11 0.49
1:B:2015:ARG:HA 1:B:2039: THR:HG23 1.93 0.49
1:C:3258:ASP:0OD1 1:C:3259: THR:N 2.45 0.49
1:C:3335:ASP:O 1:C:3336:TRP:C 2.51 0.49
1:D:4033: GLN:HB2 1:D:4037:GLN:HG2 1.93 0.49
1:A:1030:SER:CB 1:C:3245:ILE:HG21 2.42 0.49
1:A:1058:ARG:NH1 9:A:5015:HOH:O 2.44 0.49
1:C:3033:GLN:HB2 1:C:3037:GLN:HG2 1.93 0.49
1:D:4014:ASP:H 1:D:4042:GLY:HA2 1.77 0.49
1:D:4173:ILE:O 1:D:4177:VAL:HG22 2.13 0.49
1:A:1037:GLN:NE2 9:A:5402:HOH:O 2.45 0.49
1:B:2135:LEU:CD1 1:B:2222:GLU:HG2 2.39 0.49
1:D:4236:LEU:HA 1:D:4239:MET:HE2 1.94 0.49
1:A:1133:GLN:NE2 9:A:5426:HOH:O 2.33 0.49
1:A:1010:PHE:CE1 1:A:1255:SER:HA 2.48 0.49
1:A:1131:ARG:HD3 | 1:A:1342: THR:HG21 1.95 0.49
1:B:2220: GLN:O 1:B:2223:LYS:HB2 2.13 0.49
1:C:3101:ASN:OD1 1:C:3103:ILE:HG13 2.11 0.49
1:A:1300:ARG:NH1 9:A:5057:HOH:O 2.46 0.49
1:C:3124:LEU:HB3 1:C:3215:TYR:OH 2.13 0.49
1:A:1162:LEU:HD22 1:A:1194: TRP:CG 2.48 0.49
1:A:1224:SER:HB3 1:A:1331:VAL:CG1 2.42 0.49
1:D:4012:HIS:CE1 1:D:4015:ARG:HG2 2.48 0.48
1:D:4065: TYR:H 1:D:4092:PHE:HD1 1.60 0.48
1:B:2136:GLU:O 1:B:2140:LEU:HD23 2.13 0.48
1:B:2170:LEU:HA 1:B:2173:ILE:HG13 1.96 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:3200:MET:CE 1:C:3203:LEU:HD12 2.43 0.48
1:D:4091:LEU:HD23 1:D:4091:LEU:O 2.12 0.48
1:A:1288:PHE:HB2 1:A:1293:TYR:CE1 2.48 0.48
1:B:2131:ARG:HD3 | 1:B:2342: THR:HG21 1.95 0.48
1:C:3065:TYR:H 1:C:3092:PHE:HD1 1.61 0.48
1:C:3288:PHE:HB2 1:C:3293:TYR:CE1 2.48 0.48
1:A:1008:LEU:CD2 1:A:1283:LEU:HB3 2.43 0.48
1:D:4136:GLU:O 1:D:4140:LEU:HD23 2.12 0.48
1:A:1056:ARG:HH12 1:A:1285:GLU:CD 2.15 0.48
1:C:3177:VAL:C 1:C:3180:PRO:HD2 2.34 0.48
1:D:4327.-LEU:HD22 9:D:5098:HOH:O 2.13 0.48
1:A:1226:LEU:C 1:A:1227:GLN:HG2 2.34 0.48
1:C:3014:ASP:H 1:C:3042:GLY:HA2 1.77 0.48
1:C:3033:GLN:HG2 9:D:6366:HOH:O 2.14 0.48
1:A:1073:ARG:HA 1:A:1112:HIS:O 2.14 0.48
1:B:2007: THR:HG21 1:B:2235:ILE:CD1 2.43 0.48
1:C:3010:PHE:CE1 1:C:3255:SER:HA 2.48 0.48
1:A:1135:LEU:CD1 1:A:1222:GLU:HG2 2.42 0.48
1:B:2033:GLN:HB2 1:B:2037:GLN:HG2 1.95 0.48
1:D:4258:ASP:0OD1 1:D:4259: THR:N 2.47 0.48
5:L:1:NAG:H62 5:L:2:NAG:05 2.13 0.48
1:B:2010:PHE:CE1 1:B:2255:SER:HA 2.49 0.47
1:B:2226:LEU:C 1:B:2227:GLN:HG2 2.34 0.47
1:D:4140:LEU:HD13 | 1:D:4145:PHE:CE2 2.49 0.47
1:A:1054:ARG:NH1 | 1:A:1054:ARG:HG2 2.29 0.47
1:A:1127:ARG:HD2 9:A:5426:HOH:O 2.14 0.47
1:C:3135:LEU:CD1 1:C:3222:GLU:HG2 2.43 0.47
1:C:3140:LEU:HD13 | 1:C:3145:PHE:CE2 2.49 0.47
1:D:4131:ARG:HD3 | 1:D:4342: THR:HG21 1.96 0.47
1:A:1277:PRO:HG2 1:A:1280:SER:HB3 1.95 0.47
1:B:2015:ARG:HD2 1:B:2016:SER:O 2.14 0.47
1:A:1032:PRO:HB2 1:A:1033:GLN:CD 2.35 0.47
1:A:1170:LEU:HD21 | 1:A:1206:LEU:HD22 1.96 0.47
1:B:2323:ARG:HA 1:B:2326:GLU:HG2 1.97 0.47
1:A:1329:GLY:N 1:A:1330:PRO:HD2 2.29 0.47
1:B:2065: TYR:H 1:B:2092:PHE:HD1 1.63 0.47
1:D:4335:ASP:O 1:D:4336: TRP:C 2.52 0.47
1:A:1054:ARG:HG2 | 1:A:1054:ARG:HH11 1.79 0.47
1:A:1136:GLU:O 1:A:1140:LEU:HD23 2.14 0.47
1:C:3041:LEU:HG 1:C:3045:GLN:NE2 2.30 0.47
1:C:3277:PRO:HG2 1:C:3280:SER:HB3 1.97 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:1030:SER:HA 1:C:3245:ILE:CG2 2.44 0.47
1:A:1124:LEU:HB3 1:A:1215:TYR:OH 2.15 0.47
1:A:1173:ILE:O 1:A:1177:VAL:HG22 2.14 0.47
1:A:1335:ASP:O 1:A:1336: TRP:C 2.52 0.47
1:B:2200:MET:CE 1:B:2203:LEU:HD12 2.45 0.47
1:C:3100: TRP:HH2 1:D:4047:-TYR:CD1 2.32 0.47
1:C:3114:VAL:HG22 | 1:D:4115:PRO:HG3 1.97 0.47
1:C:3226:LEU:C 1:C:3227:GLN:HG2 2.35 0.47
1:D:4007:THR:HG21 1:D:4235:ILE:CD1 2.44 0.47
1:D:4134:GLU:OE1 | 1:D:4342: THR:HG23 2.13 0.47
2:E:1:NAG:H3 2:E:1:NAG:O7 2.14 0.47
1:D:4124:LEU:HD22 1:D:4260: THR:HA 1.97 0.47
1:B:2014:ASP:H 1:B:2042:GLY:HA2 1.80 0.47
1:B:2224:SER:HB3 1:B:2331:VAL:CG1 2.43 0.47
1:B:2328:VAL:O 1:B:2332:ILE:HD12 2.15 0.47
1:B:2329:GLY:N 1:B:2330:PRO:HD2 2.30 0.47
1:C:3131:ARG:HD3 | 1:C:3342:THR:HG21 1.97 0.47
1:A:1014:ASP:H 1:A:1042:GLY:HA2 1.80 0.47
1:A:1140:LEU:HD13 | 1:A:1145:PHE:CE2 2.50 0.47
1:B:2014:ASP:O 1:B:2038:LEU:HD12 2.15 0.47
1:D:4288:PHE:CE1 1:D:4291:GLY:HA2 2.50 0.47
1:B:2315:CYS:HB2 | 1:B:2327:LEU:HD11 1.96 0.46
1:B:2177:VAL:C 1:B:2180:PRO:HD2 2.36 0.46
1:B:2124:LEU:HB3 1:B:2215:TYR:OH 2.15 0.46
1:B:2258:ASP:0OD1 1:B:2259: THR:N 2.48 0.46
1:D:4103:ILE:HG13 1:D:4103:ILE:H 1.38 0.46
1:B:2008:LEU:CD2 1:B:2283:LEU:HB3 2.45 0.46
1:C:3103:ILE:HG13 1:C:3103:ILE:H 1.41 0.46
1:D:4032:PRO:HB2 1:D:4033:GLN:CD 2.36 0.46
1:A:1200:MET:CE 1:A:1203:LEU:HD12 2.46 0.46
1:C:3060:PHE:CE2 1:C:3250:LYS:HB3 2.51 0.46
1:C:3091:LEU:O 1:C:3091:LEU:HD23 2.16 0.46
1:C:3173:ILE:O 1:C:3177:VAL:HG22 2.15 0.46
1:D:4173:1ILE:H 1:D:4173:ILE:HG12 1.40 0.46
1:C:3009:VAL:HG11 | 1:C:3264:LEU:HD22 1.98 0.46
1:C:3219:LYS:O 1:C:3220:GLN:C 2.54 0.46
1:C:3232:VAL:HG12 1:C:3233:ASN:N 2.31 0.46
1:D:4009:VAL:HG11 | 1:D:4264:LEU:HD22 1.97 0.46
1:A:1056:ARG:HG2 | 1:A:1057:TYR:CD1 2.51 0.46
1:D:4077:VAL:HA 9:D:5366:HOH:O 2.16 0.46
1:A:1014:ASP:0O 1:A:1038:LEU:HD12 2.15 0.46
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:1041:LEU:HG 1:A:1045:GLN:NE2 2.30 0.46
1:A:1323:ARG:HA 1:A:1326:GLU:HG2 1.98 0.46
1:B:2323:ARG:HD3 9:B:5938:HOH:O 2.15 0.46
1:B:2143:GLU:O 1:B:2147:LYS:HB2 2.15 0.45
1:A:1010:PHE:HE2 1:A:1253:MET:HE3 1.80 0.45
1:A:1012:HIS:CE1 1:A:1015:ARG:HG2 2.51 0.45
1:B:2170:LEU:HD21 | 1:B:2206:LEU:HD22 1.97 0.45
1:B:2288:PHE:CE1 1:B:2291:GLY:HA2 2.51 0.45
1:B:2335:ASP:0O 1:B:2336: TRP:C 2.54 0.45
1:D:4054:ARG:HG2 | 1:D:4054:ARG:HH11 1.80 0.45
1:B:2139: THR:HG23 1:B:2218:HIS:HB2 1.98 0.45
1:B:2338: THR:HA 1:B:2341:MET:SD 2.56 0.45
1:B:2123:TYR:HB3 9:B:6336:HOH:O 2.16 0.45
1:B:2032:PRO:HB2 1:B:2033:GLN:CD 2.37 0.45
1:D:4226:LEU:C 1:D:4227:GLN:HG2 2.36 0.45
1:A:1044:GLU:HB3 2:E:7:NAG:C8 2.46 0.45
1:C:3124:LEU:HD22 1:C:3260: THR:HA 1.98 0.45
1:C:3188:ASN:HB2 9:C:5999:HOH:O 2.17 0.45
1:A:1019:ASP:O 1:A:1180:PRO:HG3 2.17 0.45
1:A:1288:PHE:CE1 1:A:1291:GLY:HA2 2.51 0.45
1:B:2002:GLU:OE2 4:G:2:NAG:N2 2.49 0.45
1:B:2010:PHE:HE2 1:B:2253:MET:HE3 1.81 0.45
1:B:2091:LEU:HD13 1:B:2092:PHE:CE2 2.52 0.45
1:B:2327:LEU:O 1:B:2330:PRO:HD2 2.17 0.45
1:C:3315:CYS:SG 1:C:3316:SER:N 2.90 0.45
1:B:2144:GLU:O 1:B:2148:ARG:HG3 2.17 0.45
1:C:3115:PRO:CG 1:D:4114:VAL:HG22 2.47 0.45
1:C:3136:GLU:O 1:C:3140:LEU:HD23 2.17 0.45
1:D:4054:ARG:HG2 | 1:D:4054:ARG:NH1 2.32 0.45
1:D:4060:PHE:CE2 1:D:4250:LYS:HB3 2.52 0.45
1:D:4302:GLU:HA 9:D:6094:HOH:O 2.16 0.45
1:D:4328:VAL:O 1:D:4332:ILE:HD12 2.17 0.45
1:B:2054:ARG:NH1 | 1:B:2054:ARG:HG2 2.31 0.45
1:B:2219:LYS:O 1:B:2220:GLN:C 2.55 0.45
1:A:1319:CYS:HA 1:A:1320:PRO:HD3 1.86 0.44
1:B:2054:ARG:HG2 | 1:B:2054:ARG:HH11 1.81 0.44
1:C:3091:LEU:HD22 1:C:3092:PHE:CZ 2.52 0.44
1:C:3143:GLU:O 1:C:3147:LYS:HB2 2.17 0.44
1:A:1231:LEU:O 1:A:1235:1ILE:HG12 2.17 0.44
1:C:3170:LEU:HA 1:C:3173:ILE:HG13 2.00 0.44
2:E:2:NAG:C1 2:E:8:FUC:HO2 2.30 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
1:A:1143:GLU:O 1:A:1147:LYS:HB2 2.18 0.44
1:B:2315:CYS:SG 1:B:2316:SER:N 2.90 0.44
1:B:2326:GLU:HG3 1:B:2327:LEU:N 2.33 0.44
1:C:3144:GLU:O 1:C:3148:ARG:HG3 2.17 0.44
1:D:4056:ARG:HG2 | 1:D:4057:TYR:CD1 2.52 0.44
5:L:1:NAG:C6 5:L:2:NAG:C1 2.95 0.44
1:A:1009:VAL:HG11 | 1:A:1264:LEU:HD22 1.99 0.44
1:A:1220:GLN:O 1:A:1223:LYS:HB2 2.18 0.44
1:C:3116:LEU:HD13 | 1:C:3123:TYR:CE2 2.53 0.44
1:A:1012:HIS:CD2 1:A:1079:ARG:HD2 2.52 0.44
1:C:3066:LYS:HB3 1:C:3069:GLN:HG3 1.99 0.44
1:C:3170:LEU:HG 9:C:5038:HOH:O 2.17 0.44
1:C:3329:GLY:N 1:C:3330:PRO:HD2 2.32 0.44
1:D:4019:ASP:O 1:D:4180:PRO:HG3 2.17 0.44
1:D:4219:LYS:O 1:D:4220:GLN:C 2.55 0.44
1:D:4270:VAL:HG23 | 1:D:4310:LEU:HD13 1.99 0.44
1:C:3169:ASP:0O 1:C:3173:ILE:HG12 2.18 0.44
1:C:3319:CYS:HA 1:C:3320:PRO:HD3 1.86 0.44
1:A:1159:LEU:HD23 1:A:1159:LEU:HA 1.81 0.44
1:C:3032:PRO:HB2 1:C:3033:GLN:CD 2.38 0.44
1:C:3054:ARG:HG2 | 1:C:3054:ARG:HH11 1.83 0.44
1:D:4079:ARG:NH1 | 8:D:4350:GLY:OXT 2.51 0.44
1:D:4167:GLY:O 1:D:4169:ASP:N 2.51 0.44
1:B:2140:LEU:HD13 1:B:2145:PHE:CE2 2.53 0.44
1:C:3054:ARG:NH1 9:C:5042:HOH:O 2.51 0.44
1:B:2012:HIS:CE1 1:B:2015:ARG:HG2 2.53 0.44
1:C:3012:HIS:CE1 1:C:3015:ARG:HG2 2.52 0.44
1:D:4016:SER:HB2 1:D:4017:PRO:HD2 2.00 0.44
1:A:1064:SER:O 1:A:1065:TYR:C 2.56 0.43
1:A:1170:LEU:HA 1:A:1173:ILE:HG13 1.98 0.43
1:B:2033:GLN:N 9:B:5004:HOH:O 2.49 0.43
1:B:2121:LEU:HD12 1:B:2121:LEU:O 2.18 0.43
1:C:3014:ASP:O 1:C:3038:LEU:HD12 2.17 0.43
2:E:2:NAG:C1 2:E:8:FUC:02 2.66 0.43
1:A:1030:SER:HA 1:C:3245:ILE:HG23 2.00 0.43
1:C:3298:TYR:CE1 1:C:3309:PRO:HB3 2.53 0.43
1:D:4009:VAL:HG11 | 1:D:4264:LEU:CD2 2.48 0.43
1:A:1010:PHE:CE2 1:A:1253:MET:HE3 2.54 0.43
1:B:2206:LEU:HD23 1:B:2206:LEU:HA 1.90 0.43
1:C:3079:ARG:NH1 | 8:C:3350:GLY:OXT 2.52 0.43
1:C:3231:LEU:HD23 1:C:3231:LEU:HA 1.87 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:1125:PRO:HD3 | 1:A:1259: THR:HG21 2.01 0.43
1:A:1232:VAL:HG12 1:A:1233:ASN:N 2.33 0.43
1:B:2169:ASP:0O 1:B:2173:ILE:HG12 2.18 0.43
1:B:2257:HIS:CD2 1:B:2257:HIS:N 2.87 0.43
1:C:3218:HIS:CE1 1:C:3219:LYS:HD2 2.54 0.43
1:D:4220:GLN:O 1:D:4223:LYS:HB2 2.19 0.43
1:D:4329:GLY:N 1:D:4330:PRO:HD2 2.33 0.43
1:C:3095:GLU:H 1:C:3098:SER:HB2 1.84 0.43
1:C:3159:LEU:HD23 1:C:3159:LEU:HA 1.84 0.43
1:B:2072:ILE:HD13 | 1:B:2088:LEU:HD11 2.00 0.43
1:B:2167:GLY:O 1:B:2169:ASP:N 2.52 0.43
1:B:2231:LEU:O 1:B:2235:ILE:HG12 2.19 0.43
1:C:3054:ARG:HG2 | 1:C:3054:ARG:NH1 2.33 0.43
1:D:4012:HIS:CD2 1:D:4079:ARG:HD2 2.54 0.43
1:D:4073:ARG:HA 1:D:4112:HIS:O 2.19 0.43
1:A:1014:ASP:HA 1:A:1278:TYR:CD1 2.53 0.43
1:A:1177:VAL:CG2 1:A:1178: TYR:N 2.82 0.43
1:B:2073:ARG:HA 1:B:2112:HIS:O 2.18 0.43
1:C:3014:ASP:HB2 | 1:C:3045:GLN:HE22 1.84 0.43
1:C:3047:TYR:CD1 1:D:4100: TRP:CH2 3.04 0.43
1:D:4091:LEU:HD22 1:D:4092:PHE:CZ 2.54 0.43
1:D:4231:LEU:O 1:D:4235:ILE:HG12 2.18 0.43
1:A:1065: TYR:HB2 1:A:1092:PHE:CG 2.54 0.43
1:B:2022:PRO:HG2 1:B:2164:GLY:HA3 2.01 0.43
1:C:3019:ASP:0O 1:C:3180:PRO:HG3 2.19 0.43
1:C:3172:GLY:O 1:C:3173:ILE:C 2.57 0.43
1:D:4065: TYR:HB2 1:D:4092:PHE:CG 2.53 0.43
1:B:2066:LYS:HB3 1:B:2069:GLN:HG3 2.00 0.42
1:C:3167:GLY:O 1:C:3169:ASP:N 2.51 0.42
1:B:2091:LEU:HD22 1:B:2092:PHE:CZ 2.54 0.42
1:B:2159:LEU:HD23 1:B:2159:LEU:HA 1.81 0.42
1:C:3134:GLU:OE1 | 1:C:3342: THR:HG23 2.19 0.42
1:C:3170:LEU:HD21 | 1:C:3206:LEU:HD22 2.01 0.42
1:D:4144:GLU:O 1:D:4148:ARG:HG3 2.19 0.42
1:A:1060:PHE:CE2 1:A:1250:LYS:HB3 2.54 0.42
1:B:2060:PHE:CE2 1:B:2250:LYS:HB3 2.54 0.42
1:D:4125:PRO:HD3 | 1:D:4259:THR:HG21 2.01 0.42
1:A:1134:GLU:OE1 | 1:A:1342: THR:HG23 2.18 0.42
1:A:1167:GLY:O 1:A:1169:ASP:N 2.52 0.42
1:C:3114:VAL:HG22 1:D:4115:PRO:CG 2.49 0.42
1:C:3283:LEU:N 1:C:3283:LEU:CD2 2.81 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:1326:GLU:HG3 1:A:1327:LEU:N 2.33 0.42
1:C:3301:ASN:OD1 1:C:3302:GLU:HG2 2.20 0.42
1:A:1144:GLU:O 1:A:1148:ARG:HG3 2.20 0.42
1:A:1172:GLY:O 1:A:1173:1ILE:C 2.58 0.42
1:A:1298:TYR:CE1 1:A:1309:PRO:HB3 2.55 0.42
1:C:3072:ILE:HD13 | 1:C:3088:LEU:HD11 2.01 0.42
1:D:4094:PRO:HB2 | 1:D:4099:ILE:HG12 2.02 0.42
1:D:4177:VAL:C 1:D:4180:PRO:HD2 2.39 0.42
1:A:1084:ALA:HB2 1:A:1255:SER:HB2 2.00 0.42
1:B:2125:PRO:HD3 | 1:B:2259: THR:HG21 2.01 0.42
1:C:3328:VAL:O 1:C:3332:ILE:HD12 2.19 0.42
1:B:2232:VAL:HG12 1:B:2233:ASN:N 2.35 0.42
1:D:4091:LEU:HD22 | 1:D:4092:PHE:CE2 2.55 0.42
2:E:1:NAG:H62 2:E:2:NAG:H&2 2.01 0.42
1:A:1066:LYS:HB3 1:A:1069:GLN:HG3 2.02 0.42
1:A:1124:LEU:HD22 1:A:1260: THR:HA 2.02 0.42
1:A:1219:LYS:O 1:A:1220:GLN:C 2.58 0.42
1:C:3323:ARG:O 1:C:3324:PHE:C 2.56 0.42
1:D:4277:PRO:HG2 1:D:4280:SER:HB3 2.01 0.42
1:D:4323:ARG:O 1:D:4324:PHE:C 2.57 0.42
1:B:2014:ASP:HA 1:B:2278:TYR:CD1 2.55 0.41
1:A:1257:HIS:CD2 1:A:1257:HIS:N 2.87 0.41
1:C:3320:PRO:O 1:C:3321:LEU:C 2.58 0.41
1:D:4133:GLN:OE1 1:D:4133:GLN:HA 2.20 0.41
9:D:6108:HOH:O 4:M:2:NAG:HK2 2.20 0.41
1:B:2010:PHE:CE2 1:B:2253:MET:-HE3 2.55 0.41
1:C:3173:ILE:HG12 1:C:3173:ILE:H 1.43 0.41
1:D:4014:ASP:HA 1:D:4278:TYR:CD1 2.55 0.41
1:A:1016:SER:HB2 1:A:1017:PRO:HD2 2.02 0.41
1:A:1016:SER:HB3 9:A:5711:HOH:O 2.19 0.41
1:A:1143:GLU:HG3 1:A:1144:GLU:N 2.36 0.41
1:A:1169:ASP:O 1:A:1173:1ILE:HG12 2.19 0.41
1:D:4143:GLU:O 1:D:4147:LYS:HB2 2.20 0.41
1:D:4298: TYR:CE1 1:D:4309:PRO:HB3 2.55 0.41
1:A:1009:VAL:HG11 | 1:A:1264:LEU:CD2 2.50 0.41
1:A:1100: TRP:CE3 1:B:2043:-MET:HB3 2.56 0.41
1:B:2073:ARG:CZ 9:B:5463:HOH:O 2.66 0.41
1:B:2120:GLN:HG3 9:B:5024:HOH:O 2.20 0.41
1:C:3165:LEU:HB3 9:C:5955:HOH:O 2.20 0.41
1:D:4064:SER:O 1:D:4065: TYR:C 2.58 0.41
1:D:4091:LEU:HD13 | 1:D:4092:PHE:CE2 2.55 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:4125:PRO:HG3 | 1:D:4214:LEU:HD11 2.02 0.41
1:D:4231:LEU:HD23 1:D:4231:LEU:HA 1.84 0.41
2:E:1:NAG:H61 2:E:8:FUC:02 2.20 0.41
1:B:2009:VAL:HG11 | 1:B:2264:LEU:HD22 2.02 0.41
1:B:2011:ARG:HD3 1:B:2277:PRO:C 2.40 0.41
1:B:2037:GLN:HE22 | 1:B:2078:ASP:HB3 1.85 0.41
1:A:1029:SER:HB2 1:C:3247:SER:CB 2.50 0.41
1:D:4170:LEU:HD21 | 1:D:4206:LEU:HD22 2.01 0.41
1:D:4218:HIS:CG 1:D:4219:LYS:N 2.88 0.41
1:B:2241:ARG:HD2 1:B:2248:TYR:OH 2.21 0.41
1:B:2270:VAL:O 1:B:2270:VAL:HG23 2.20 0.41
1:C:3064:SER:O 1:C:3065:TYR:C 2.58 0.41
1:C:3073:ARG:HA 1:C:3112:HIS:O 2.21 0.41
1:C:3143:GLU:HG3 1:C:3144:GLU:N 2.35 0.41
1:C:3196:THR:HG23 | 1:C:3199:THR:OG1 2.21 0.41
1:C:3212:LEU:HD23 1:C:3212:LEU:HA 1.90 0.41
1:C:3216:GLY:O 1:C:3217:ILE:HG12 2.21 0.41
1:D:4155:PHE:HE1 | 1:D:4199: THR:HG23 1.85 0.41
1:D:4170:LEU:HA 1:D:4173:ILE:HG13 2.01 0.41
1:D:4212:LEU:HD23 1:D:4212:LEU:HA 1.86 0.41
1:A:1030:SER:CB 1:C:3245:1LE:HG23 2.51 0.41
1:A:1116:LEU:HD22 | 1:A:1123:TYR:CE2 2.56 0.41
1:A:1327:LEU:O 1:A:1330:PRO:HD2 2.21 0.41
1:B:2019:ASP:O 1:B:2180:PRO:HG3 2.21 0.41
1:C:3139:THR:HG23 1:C:3218:HIS:HB2 2.03 0.41
1:B:2022:PRO:CD 1:B:2165:LEU:HD23 2.41 0.40
1:B:2172:GLY:O 1:B:2173:ILE:C 2.59 0.40
1:D:4082:MET:O 1:D:4086: THR:OG1 2.38 0.40
1:D:4169:ASP:0O 1:D:4173:ILE:HG12 2.21 0.40
1:C:3218:HIS:NE2 1:C:3219:LYS:HD2 2.36 0.40
1:A:1100: TRP:CH2 | 1:B:2086:THR:HG22 2.57 0.40
1:B:2014:ASP:N 1:B:2042:GLY:HA2 2.35 0.40
1:B:2064:SER:O 1:B:2065:TYR:C 2.60 0.40
1:B:2277:PRO:HG2 1:B:2280:SER:HB3 2.04 0.40
1:A:1125:PRO:HG3 | 1:A:1214:LEU:HD11 2.02 0.40
1:B:2320:PRO:O 1:B:2321:LEU:C 2.60 0.40
1:C:3125:PRO:HD3 | 1:C:3259: THR:HG21 2.03 0.40
1:D:4055:LYS:O 1:D:4058:ARG:HB2 2.22 0.40
1:D:4172:GLY:O 1:D:4173:ILE:C 2.60 0.40
1:A:1131:ARG:HA 1:A:1342: THR:CG2 2.52 0.40
1:A:1177:VAL:C 1:A:1180:PRO:HD2 2.41 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:1181:LEU:CD1 1:A:1200:MET:HE1 2.39 0.40
1:A:1315:CYS:SG 1:A:1316:SER:N 2.94 0.40
1:B:2014:ASP:HB2 1:B:2045:GLN:HE22 1.87 0.40
1:B:2048:GLU:OE2 | 1:B:2303:THR:HG23 2.21 0.40
1:B:2270:VAL:HG23 | 1:B:2310:LEU:HD13 2.00 0.40
1:C:3177:VAL:CG2 1:C:3178:TYR:N 2.84 0.40
1:C:3218:HIS:CG 1:C:3219:LYS:N 2.89 0.40
1:D:4056:ARG:NH2 9:D:6052:HOH:O 2.55 0.40
1:D:4326:GLU:HG3 1:D:4327:-LEU:N 2.36 0.40
6:1:1:NAG:H61 6:1:2:NAG:C8 2.51 0.40

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.

The Analysed column shows the number of residues for which the backbone conformation was

analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 340/342 (99%) 298 (88%) | 33 (10%) 9 (3%)
1 B 340/342 (99%) 298 (88%) | 34 (10%) 8 (2%)
1 C 340/342 (99%) 298 (88%) | 34 (10%) 8 (2%)
1 D 340/342 (99%) 301 (88%) 30 (9%) 9 (3%)
All All 1360/1368 (99%) | 1195 (88%) | 131 (10%) | 34 (2%)

All (34) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 1065 | TYR
1 A 1217 ILE
1 A 1220 | GLN
1 B 2065 | TYR
1 B 2217 ILE

Continued on next page...
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Mol | Chain | Res | Type
1 B 2220 | GLN
1 C 3065 | TYR
1 C 3217 ILE
1 C 3220 | GLN
1 D 4065 | TYR
1 D 4217 ILE
1 D 4220 | GLN
1 A 1067 HIS
1 A 1168 GLN
1 A 1305 HIS
1 B 2305 HIS
1 C 3305 HIS
1 D 4029 SER
1 D 4168 GLN
1 D 4305 HIS
1 A 1029 SER
1 B 2029 SER
1 B 2168 GLN
1 C 3029 SER
1 C 3099 ILE
1 C 3168 GLN
1 D 4099 ILE
1 A 1099 ILE
1 B 2099 ILE
1 B 2336 | TRP
1 C 3336 | TRP
1 D 4336 | TRP
1 A 1336 | TRP
1 D 4067 HIS

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar
resolution.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles

1 A 314/314 (100%) | 252 (80%) | 62 (20%) |E |
1 B 314/314 (100%) | 251 (80%) | 63 (20%)

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 C 314/314 (100%) | 255 (81%) | 59 (19%) | 61 |
1 D 314/314 (100%) | 252 (80%) | 62 (20%) |E

All | ALl | 1256/1256 (100%) | 1010 (80%) | 246 (20%) |E

All (246) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 1006 VAL
1 A 1009 VAL
1 A 1010 | PHE
1 A 1011 | ARG
1 A 1015 | ARG
1 A 1018 ILE
1 A 1027 LYS
1 A 1029 SER
1 A 1037 | GLN
1 A 1040 | GLN
1 A 1048 GLU
1 A 1049 LEU
1 A 1051 GLU
1 A 1055 LYS
1 A 1056 | ARG
1 A 1059 LYS
1 A 1061 LEU
1 A 1066 LYS
1 A 1067 HIS
1 A 1068 GLU
1 A 1069 GLN
1 A 1080 | THR
1 A 1081 LEU
1 A 1086 | THR
1 A 1091 LEU
1 A 1103 ILE
1 A 1117 SER
1 A 1118 GLU
1 A 1123 | TYR
1 A 1142 SER
1 A 1147 LYS
1 A 1154 ASP
1 A 1159 LEU
1 A 1161 LYS
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Mol | Chain | Res | Type
1 A 1173 ILE
1 A 1177 VAL
1 A 1191 LEU
1 A 1193 SER
1 A 1196 | THR
1 A 1202 LYS
1 A 1211 LEU
1 A 1214 LEU
1 A 1217 ILE
1 A 1219 LYS
1 A 1230 VAL
1 A 1231 LEU
1 A 1241 | ARG
1 A 1243 | THR
1 A 1244 | GLN
1 A 1247 SER
1 A 1249 LYS
1 A 1257 HIS
1 A 1259 | THR
1 A 1283 LEU
1 A 1284 | THR
1 A 1285 GLU
1 A 1303 | THR
1 A 1306 GLU
1 A 1316 SER
1 A 1323 | ARG
1 A 1334 | GLN
1 A 1337 SER
1 B 2006 VAL
1 B 2009 VAL
1 B 2010 | PHE
1 B 2011 | ARG
1 B 2015 | ARG
1 B 2018 ILE
1 B 2027 LYS
1 B 2029 SER
1 B 2037 | GLN
1 B 2040 | GLN
1 B 2048 GLU
1 B 2049 LEU
1 B 2051 GLU
1 B 2055 LYS
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Mol | Chain | Res | Type
1 B 2056 | ARG
1 B 2059 LYS
1 B 2061 LEU
1 B 2066 LYS
1 B 2067 HIS
1 B 2068 GLU
1 B 2069 GLN
1 B 2080 | THR
1 B 2081 LEU
1 B 2086 | THR
1 B 2091 LEU
1 B 2103 ILE
1 B 2117 SER
1 B 2123 | TYR
1 B 2142 SER
1 B 2147 LYS
1 B 2153 LYS
1 B 2154 ASP
1 B 2159 LEU
1 B 2161 LYS
1 B 2173 ILE
1 B 2177 VAL
1 B 2191 LEU
1 B 2193 SER
1 B 2196 | THR
1 B 2202 LYS
1 B 2211 LEU
1 B 2214 LEU
1 B 2217 ILE
1 B 2219 LYS
1 B 2230 VAL
1 B 2231 LEU
1 B 2241 | ARG
1 B 2243 | THR
1 B 2244 |  GLN
1 B 2247 SER
1 B 2249 LYS
1 B 2257 HIS
1 B 2259 | THR
1 B 2283 LEU
1 B 2284 | THR
1 B 2285 GLU
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Mol | Chain | Res | Type
1 B 2299 | TYR
1 B 2303 | THR
1 B 2306 GLU
1 B 2316 SER
1 B 2323 | ARG
1 B 2334 | GLN
1 B 2337 SER
1 C 3006 VAL
1 C 3009 VAL
1 C 3010 | PHE
1 C 3011 | ARG
1 C 3015 | ARG
1 C 3018 ILE
1 C 3027 LYS
1 C 3029 SER
1 C 3037 | GLN
1 C 3040 | GLN
1 C 3048 GLU
1 C 3049 LEU
1 C 3051 GLU
1 C 3055 LYS
1 C 3056 | ARG
1 C 3061 LEU
1 C 3066 LYS
1 C 3067 HIS
1 C 3068 GLU
1 C 3069 GLN
1 C 3080 | THR
1 C 3081 LEU
1 C 3086 | THR
1 C 3091 LEU
1 C 3103 ILE
1 C 3117 SER
1 C 3123 | TYR
1 C 3142 SER
1 C 3147 LYS
1 C 3154 ASP
1 C 3161 LYS
1 C 3173 ILE
1 C 3177 VAL
1 C 3191 LEU
1 C 3193 SER
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Mol | Chain | Res | Type
1 C 3196 | THR
1 C 3202 LYS
1 C 3211 LEU
1 C 3214 LEU
1 C 3217 ILE
1 C 3219 LYS
1 C 3230 VAL
1 C 3231 LEU
1 C 3241 | ARG
1 C 3243 | THR
1 C 3244 | GLN
1 C 3247 SER
1 C 3249 LYS
1 C 3257 HIS
1 C 3259 | THR
1 C 3283 LEU
1 C 3284 | THR
1 C 3285 GLU
1 C 3303 | THR
1 C 3306 GLU
1 C 3316 SER
1 C 3323 | ARG
1 C 3334 | GLN
1 C 3337 SER
1 D 4006 VAL
1 D 4009 VAL
1 D 4010 | PHE
1 D 4011 | ARG
1 D 4015 | ARG
1 D 4018 ILE
1 D 4027 LYS
1 D 4029 SER
1 D 4037 | GLN
1 D 4040 | GLN
1 D 4048 GLU
1 D 4049 LEU
1 D 4051 GLU
1 D 4055 LYS
1 D 4056 | ARG
1 D 4059 LYS
1 D 4061 LEU
1 D 4062 ASN
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Mol | Chain | Res | Type
1 D 4066 LYS
1 D 4067 HIS
1 D 4068 GLU
1 D 4069 GLN
1 D 4080 | THR
1 D 4081 LEU
1 D 4086 | THR
1 D 4091 LEU
1 D 4103 ILE
1 D 4117 SER
1 D 4123 | TYR
1 D 4142 SER
1 D 4147 LYS
1 D 4154 ASP
1 D 4159 LEU
1 D 4161 LYS
1 D 4173 ILE
1 D 4177 VAL
1 D 4191 LEU
1 D 4193 SER
1 D 4196 | THR
1 D 4202 LYS
1 D 4211 LEU
1 D 4214 LEU
1 D 4217 ILE
1 D 4219 LYS
1 D 4230 VAL
1 D 4231 LEU
1 D 4241 | ARG
1 D 4243 | THR
1 D 4244 | GLN
1 D 4247 SER
1 D 4249 LYS
1 D 4257 HIS
1 D 4259 | THR
1 D 4283 LEU
1 D 4284 | THR
1 D 4285 GLU
1 D 4303 | THR
1 D 4306 GLU
1 D 4316 SER
1 D 4323 | ARG

Continued on next page...
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Mol | Chain | Res | Type
1 D 4334 | GLN
1 D 4337 SER

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (18)
such sidechains are listed below:

Mol | Chain | Res | Type
1 A 1037 GLN
1 A 1168 GLN
1 A 1265 GLN
1 A 1334 GLN
1 B 2037 GLN
1 B 2168 GLN
1 B 2237 ASN
1 B 2244 GLN
1 B 2265 GLN
1 B 2334 GLN
1 C 3037 GLN
1 C 3168 GLN
1 C 3265 GLN
1 C 3334 GLN
1 D 4037 GLN
1 D 4168 GLN
1 D 4265 GLN
1 D 4334 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.

5.5 Carbohydrates (i)

38 monosaccharides are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The

WO RLDWIDE
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Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z] > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Bond lengths

Bond angles

Mol | Type | Chain | Res | Link | " RMSZ | #(7] > 2| Counts | RMSZ | #]Z] > 2
2 |NAG| E 1| 21 [14,14,15] 052 0 17,1921 | 1.04 | 1 (5%)
2 |NAG| E 2 | 2 [141415 | 061 0 17,1921 | 0.84 | 1 (5%)
2 |BMA | E 3 | 2 [1L1L,12] 057 0 15,15,17 | 0.55 0
2 | MAN | E I | 2 [1L11,12] 078 0 15,15,17 | 0.77 0
2 |NAG| E 5 | 2 [14,1415 | 051 0 17,1921 | 0.78 | 1 (5%)
2 |MAN| E 6 | 2 |1L11,12] 0.72 0 15,1517 | 0.62 | 1 (6%)
2 |NAG| E 7 | 2 141415 047 0 17,1921 | 079 | 1 (5%)
2 | FUC | E 8 | 2 |10,10,11 | 0.60 0 14,14,16 | 0.39 0
3 | NAG | F T | 1,3 | 14,1415 | 058 0 17,19.21 | 0.66 0
3 |NAG| F 2 | 3 [141415| 081 0 17,1921 | 1.34 | 2 (11%)
3 |BMA| F 3 | 3 [1L11,12] 057 0 15,15,17 | 0.86 | 1 (6%)
3 |MAN| F 1 | 3 [1L11,12] 0711 0 15,15,17 | 0.48 0
4 | NAG| G 1 | 41 | 141415 051 0 17,1921 | 1.01 | 2 (11%)
1 | NAG| G 2 | 4 | 14,1415 | 0.5 0 17,1921 | 0.61 0
1 [BMA| G 3 | 4 |1L11,12 | 0.53 0 15,15,17 | 0.20 0
5 | NAG | H 1 | 51 |14,14,15]| 0.65 0 17,1921 | 0.64 0
5 | NAG| H 2 | 5 |141415]| 0.65 0 17,1921 | 0.80 | 1 (5%)
5 |BMA | H 3 | 5 |ILIL,12 | 0.66 0 15,15,17 | 0.32 0
5 | MAN| H 4 | 5 111112 065 0 15,1517 | 0.66 | 1 (6%)
6 | NAG | I T | 61 | 141415 047 0 17,1921 | 0.67 0
6 | NAG | I 2 | 6 |14,1415| 0.65 0 17,1921 | 096 | 2 (11%)
6 | BMA | I 3 | 6 |1L1L,12| 0.72 0 15,15,17 | 0.38 0
6 | MAN | I 4 [ 6 [111112] 073 0 15,1517 | 0.74 | 1 (6%)
6 | MAN | 1 5 | 6 |1L1L,12| 0.67 0 15,15,17 | 0.66 0
6 | MAN | I 6 | 6 |1L11,12| 0.60 0 15,1517 | 0.90 | 1 (6%)
4 [ NAG | 1 | 41 |14,14,15] 065 0 17,1921 | 0.86 | 1 (5%)
1 [ NAG | J 2 | 4 |14,14,15 | 0.68 0 17,1921 | 0.85 0
1 [BMA | J 3 | 4 |1L11,12] 0.52 0 15,15,17 | 0.31 0
4 | NAG | K 1 | 41 [141415] 067 0 17,1921 | 1.26 | 3 (17%)
4 | NAG | K 2 | 4 |141415] 087 0 17,1921 | 1.04 | 1 (5%)
1 [BMA| K 3 | 4 |1L,11,12 | 0.58 0 15,15,17 | 0.51 0
5 | NAG| L 1 | 51 |14,1415] 089 | 1(7%) | 17,1921 | 0.96 0
5 | NAG | L 2 | 5 | 14,1415 0.67 0 17,1921 | 0.92 0
5 |BMA| L 3 | 5 |1L11,12 ] 0.79 0 15,15,17 | 0.48 0




Page 38 Full wwPDB X-ray Structure Validation Report 1CVI
. . Bond length Bond angl
Mol | Type | Chain | Res | Link | oo | ;Mgzgt#8|2| > 2| Counts ORC;Agzg jz|Z| > 2
5 MAN L 4 5 11,11,12 | 0.60 0 15,15,17 | 0.81 1 (6%)
4 NAG M 1 4,1 | 14,14,15 | 0.62 0 17,19,21 | 1.03 1 (5%)
4 NAG M 2 4 14,1415 | 0.71 0 17,19,21 | 0.73 0
4 BMA M 3 4 11,11,12 | 0.56 0 15,15,17 | 0.42 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
2 NAG E 1 2,1 - 3/6/23/26 | 0/1/1/1
2 NAG E 2 2 - 1/6/23/26 | 0/1/1/1
2 BMA E 3 2 - 1/2/19/22 | 0/1/1/1
2 MAN E 4 2 - 2/2/19/22 | 0/1/1/1
2 NAG E 5 2 - 2/6/23/26 | 0/1/1/1
2 MAN E 6 2 - 1/2/19/22 | 0/1/1/1
2 NAG E 7 2 - 2/6/23/26 | 0/1/1/1
2 FUC E 8 2 - - 0/1/1/1
3 NAG F 1 1,3 - 2/6/23/26 | 0/1/1/1
3 NAG F 2 3 - 2/6/23/26 | 0/1/1/1
3 BMA F 3 3 - 2/2/19/22 | 0/1/1/1
3 MAN F 4 3 - 0/2/19/22 | 0/1/1/1
4 NAG G 1 4,1 - 0/6/23/26 | 0/1/1/1
4 NAG G 2 4 - 0/6/23/26 | 0/1/1/1
4 BMA G 3 4 - 2/2/19/22 | 0/1/1/1
5 NAG H 1 5,1 - 2/6/23/26 | 0/1/1/1
5 NAG H 2 5 - 2/6/23/26 | 0/1/1/1
5 BMA H 3 5 - 0/2/19/22 | 0/1/1/1
5 MAN H 4 5 - 2/2/19/22 | 0/1/1/1
6 NAG I 1 6,1 - 2/6/23/26 | 0/1/1/1
6 NAG I 2 6 - 0/6/23/26 | 0/1/1/1
6 BMA I 3 6 - 2/2/19/22 | 0/1/1/1
6 MAN I 4 6 - 2/2/19/22 | 0/1/1/1
6 MAN I 5 6 - 0/2/19/22 | 0/1/1/1
6 MAN I 6 6 - 2/2/19/22 | 0/1/1/1
4 NAG J 1 4,1 - 2/6/23/26 | 0/1/1/1
4 NAG J 2 4 - 2/6/23/26 | 0/1/1/1
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
4 BMA J 3 4 - 2/2/19/22 | 0/1/1/1
4 NAG K 1 4,1 - 2/6/23/26 | 0/1/1/1
4 NAG K 2 4 - 2/6/23/26 | 0/1/1/1
4 BMA K 3 4 - 0/2/19/22 | 0/1/1/1
5 NAG L 1 5,1 - 2/6/23/26 | 0/1/1/1
5 NAG L 2 5 - 2/6/23/26 | 0/1/1/1
5 BMA L 3 5 - 2/2/19/22 | 0/1/1/1
5 MAN L 4 5 - 0/2/19/22 | 0/1/1/1
4 NAG M 1 4,1 - 0/6/23/26 | 0/1/1/1
4 NAG M 2 4 - 1/6/23/26 | 0/1/1/1
4 BMA M 3 4 - 2/2/19/22 | 0/1/1/1

All (1) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)

5 L 1 NAG | C1-C2 | 2.04 1.55 1.52
All (23) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
3 F 2 NAG | C2-N2-C7 | -3.15 118.68 122.90
6 I 6 MAN | C1-05-C5 | 3.02 116.23 112.19
4 G 1 NAG | C4-C3-C2 | -2.91 106.75 111.02
3 F 2 NAG | C4-C3-C2 | -2.80 106.92 111.02
) L 4 MAN | C1-O5-C5 | 2.72 115.83 112.19
4 M 1 NAG | C2-N2-C7 | -2.68 119.31 122.90
6 I 2 NAG | C2-N2-C7 | -2.59 119.43 122.90
4 K 1 NAG | C4-C3-C2 | 2.45 114.61 111.02
2 E 1 NAG | C4-C3-C2 | -2.44 107.45 111.02
2 E 5 NAG | C2-N2-C7 | -2.41 119.67 122.90
) H 4 MAN | C1-05-C5 | 2.40 115.40 112.19
4 K 1 NAG | C2-N2-C7 | -2.36 119.73 122.90
2 E 7 NAG | C2-N2-C7 | -2.35 119.75 122.90
4 J 1 NAG | C2-N2-C7 | -2.35 119.76 122.90
6 I 4 MAN | C1-05-C5 | 2.32 115.30 112.19
2 B 2 NAG | C2-N2-C7 | -2.31 119.81 122.90
4 K 1 NAG | 05-C1-C2 | -2.25 107.80 111.29
4 K 2 NAG | C2-N2-C7 | -2.25 119.89 122.90
3 F 3 BMA | C1-C2-C3 | -2.23 106.40 109.64
6 I 2 NAG | C4-C3-C2 | -2.23 107.75 111.02
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Mol

Chain

Res

Type

Atoms

Observed(°)

Ideal(°)

H

2

NAG

C2-N2-C7

-2.09

120.09

122.90

G

1

NAG

C2-N2-C7

-2.08

120.12

122.90

DNO| W~ | O

E

6

MAN

C1-05-C5

2.07

114.97

112.19

There are no chirality outliers.

All (53) torsion outliers are listed below:

Mol

Chain

Res

Type

Atoms

NAG

C3-C2-N2-C7

BMA

05-C5-C6-06

BMA

C4-C5-C6-06

MAN

05-C5-C6-06

NAG

05-C5-C6-06

MAN

05-C5-C6-06

BMA

05-C5-C6-06

BMA

C4-C5-C6-06

NAG

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

05-C5-C6-06

BMA

05-C5-C6-06

NAG

05-C5-C6-06

MAN

C4-C5-C6-06

NAG

C4-C5-C6-06

MAN

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

05-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

MAN

05-C5-C6-06

NAG

C4-C5-C6-06

NAG

C4-C5-C6-06

BMA

05-C5-C6-06

BMA

C4-C5-C6-06

MAN

C4-C5-C6-06

BMA

05-C5-C6-06

BMA

05-C5-C6-06

NAG

05-C5-C6-06

BMA

C4-C5-C6-06

NAG

C4-C5-C6-06

NAG

C4-C5-C6-06

MAN

C4-C5-C6-06

QYOO W[ | WO O =[O || W OO N O W[ WO =D O Q| O | O | O O DO DN O | DN

mnt I B I e Tl I R I Y R | | W] e | Mnt e s] e | Ban] B> les] Rusiles| N anl Bo N anl Hp] Rl H=st Res| Nes| Ranl KpiNes!

DO| [ DN | W DN W W DWW | OO DN DO = i DN = =] DO = o QO | O | | WOf =

NAG

C4-C5-C6-06

Continued on next page...

WO RLDWIDE

£x

PROTEIN DATA BANK



Page 41

Full wwPDB X-ray Structure Validation Report

1CVI

Continued from previous page...

Mol

Chain

Res

Type

Atoms

—_

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

BMA

C4-C5-C6-06

MAN

05-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

BMA

C4-C5-C6-06

MAN

05-C5-C6-06

NAG

C4-C5-C6-06

NAG

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

NAG

05-C5-C6-06

NAG

C4-C5-C6-06

DN DN DO | = | DN TN DO O = | O OO

o3| o3| Healfiea] o] e KON N o5 Nl es T s ] I B IS ] e Wt

WIN| T[N DN =D =] O] Q| = =W

BMA

05-C5-C6-06

There are no ring outliers.

19 monomers are involved in 25 short contacts:
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Continued from previous page...
Mol | Chain | Res | Type | Clashes | Symm-Clashes
2 E 2 NAG 4 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for oligosaccharide.

Oligosaccharide Chain E
:(: |
L ;
i

Bond lengths Bond angles

[] ® []

)
] @
] f "
| — AN | 3
. \__.a'x,_\ " I ‘_u - - f
[~ s " » N, | { - ® \
¥ g I i g % - § i % -
¥ I N, / g j
L { i ot > v RN B A M ~,
} ) o . R |
: [ / e . /
] R T ™ .
‘ | L ®

N e | \ r 8
! r . 4 y / . 4 y /
- l"s ..-'-'i'_ , r/ N - . | .' . .
™ ™ ., I
i ] [ ~ N i ol
P f ) - P4 .
—_— - | i 1 O
b =, o i N,
] | g A, | | »
! k™ [ |
] ]
:\

Torsions Rings




Full wwPDB X-ray Structure Validation Report

1CVI

Page 43

Oligosaccharide Chain F

BHIR

Bond lengths

BHOT

Bond angles

g

k,f‘ V‘”"

r--='1

jka
fw"]’) i

Torsions

B._\H -H'"-u.: - ‘-u.’ i
~ \ \ !
| ° j [ _/". .
. - .
'__“ § V -' _: ‘-».,
o ¢ v

1

Rings

Oligosaccharide Chain G

Bond angles

Bond lengths
C

Torsions




Page 44 Full wwPDB X-ray Structure Validation Report 1CVI

Oligosaccharide Chain J

Bond lengths Bond angles
[
L
) e "N
! \ |
{ 1
- o
o
SEA
& ®
Torsions
Oligosaccharide Chain K
Bond lengths Bond angles
[

Torsions




Page 45

Full wwPDB X-ray Structure Validation Report 1CVI

Oligosaccharide Chain M

Bond angles

Bond lengths
[

‘H-"'\-\_
) e
i {
o
‘i_ .
S

Torsions

Oligosaccharide Chain H

Bond lengths

Bond angles

i

»

\

Yale

Torsions




Page 46

Full wwPDB X-ray Structure Validation Report

1CVI

Oligosaccharide Chain L

Bond lengths

Bond angles

'/-2: z h .

Torsions

¥

.
h"
\
[

) Y

L




Page 47

Full wwPDB X-ray Structure Validation Report

1CVI

Oligosaccharide Chain I
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5.6 Ligand geometry (i)

7 ligands are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z] > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
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. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | . RMSZg #|Z| > 2 | Counts RMszg 47| > 2

8 GLY C 3350 - 4,44 1.06 0 34,4 0.81 0
8 GLY B 2350 - 4,44 1.06 0 3,44 0.89 0
7 NAG C 3361 1 14,14,15 | 0.59 0 17,19,21 | 0.84 1 (5%)
8 GLY A 1350 - 4,44 1.05 0 3,4,4 1.00 0
7 NAG A 1361 1 14,14,15 | 0.59 0 17,19,21 | 0.75 1 (5%)
7 NAG D 4371 1 14,14,15 | 0.55 0 17,19,21 | 0.65 0
8 GLY D 4350 - 4,44 1.08 0 3,44 0.83 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.

"> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
8 GLY C 3350 - - 2/2/2/2 -
8 GLY B 2350 - - 2/2/2/2 -
7 | NAG| C [3361] 1 - 2/6/23/26 | 0/1/1/1
8 GLY A 1350 - - 2/2/2/2 -
7 [ NAG | A [1361] 1 - 2/6/23/26 | 0/1/1/1
7 INAG| D [4371] 1 - 2/6/23/26 | 0/1/1/1
8 GLY D 4350 - - 2/2/2/2 -
There are no bond length outliers.
All (2) bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
7 C 3361 | NAG | C2-N2-C7 | -2.55 119.48 122.90
7 A 1361 | NAG | C2-N2-C7 | -2.29 119.83 122.90
There are no chirality outliers.
All (14) torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
7 D 4371 | NAG | 05-C5-C6-06
8 A 1350 | GLY | OXT-C-CA-N
8 C 3350 | GLY | OXT-C-CA-N
7 D 4371 | NAG | C4-C5-C6-06
8 B 2350 | GLY | OXT-C-CA-N
7 A 1361 | NAG | C4-C5-C6-06

Continued on next page...
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Mol | Chain | Res | Type Atoms
8 B 2350 | GLY O-C-CA-N
7 C 3361 | NAG | C4-C5-C6-0O6
7 A 1361 | NAG | O5-C5-C6-06
8 A 1350 | GLY O-C-CA-N
8 C 3350 | GLY O-C-CA-N
7 C 3361 | NAG | O5-C5-C6-06
8 D 4350 | GLY | OXT-C-CA-N
8 D 4350 | GLY O-C-CA-N

There are no ring outliers.

3 monomers are involved in 4 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
8 C 3350 | GLY 1 0
8 A 1350 | GLY 1 0
8 D 4350 | GLY 2 0

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#polymer_linkage
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

EDS was not executed - this section is therefore empty.

6.2 Non-standard residues in protein, DNA, RNA chains (i)

EDS was not executed - this section is therefore empty.

6.3 Carbohydrates (i)

EDS was not executed - this section is therefore empty.

6.4 Ligands (i)

EDS was not executed - this section is therefore empty.

6.5 Other polymers (i)

EDS was not executed - this section is therefore empty.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_model_data
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_protein_na_chains
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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