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This is a wwPDB X-ray Structure Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at
https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp
with specific help available everywhere you see the (i) symbol.

The types of validation reports are described at
http:/ /www.wwpdb.org/validation /2017 /FAQs+#types.

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

MolProbity : 4.02b-467
Xtriage (Phenix) : 1.13
EDS : 235
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.35
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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 3.40 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
Rfrec NN I W 0.267
Clashscore - 36
Ramachandran outliers 0 . 4 .3%
Sidechain outliers D 15.3%
RSRZ outliers NN D 4.8%
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))
R free 130704 1026 (3.48-3.32)
Clashscore 141614 1055 (3.48-3.32)
Ramachandran outliers 138981 1038 (3.48-3.32)
Sidechain outliers 138945 1038 (3.48-3.32)
RSRZ outliers 127900 2173 (3.50-3.30)

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% The upper red bar (where present) indicates the fraction of residues
that have poor fit to the electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain

%

1 A 645 = 53% 36% 10% -
%

1 D 645 53% 36% 9%

2 B 206 49% 33% 7% 11%
%

2 E 206 : 52% 30% 6%  11%

19%
3 C 343 21% 50% 13% . 14%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
3 F 343 = 21% 48% 15% 14%
4 G 73 L 60% 33% 7%
4 H 73 59% 33% 7%
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 18730 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 Complement C3 beta chain.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! A 633 Zgg?l 3121 815\;3 922 1S5 0 0 0
1 b 633 Zgg?l 3511 81§3 922 185 0 0 0
e Molecule 2 is a protein called Complement C3c alpha’ chain fragment 1.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 B 183 ?Zg?)l 9?0 214\1]9 2C7)6 ? 0 0 0
2 b 183 101;%1 9?0 214\119 2(7)6 ? 0 0 0
e Molecule 3 is a protein called Complement C3c alpha’ chain fragment 2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 ¢ 296 rgzga%l 15?17 315\;5 4(7)5 QSO 0 0 0
3 d 296 gzga%l 15?17 315\;5 4(7)5 280 0 0 0
e Molecule 4 is a protein called Fibrinogen-binding protein.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 G 08 TBOZE'? 1 338 Sl)\jl 1%)2 g 0 0 0
4 H 08 T5O4t;L 1 3538 519\41 1%)2 g 0 0 0

There are 10 discrepancies between the modelled and reference sequences:



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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Chain | Residue | Modelled | Actual | Comment Reference
G 13 GLY - expression tag | UNP Q99UU9
G 14 SER - expression tag | UNP Q99UU9
G 15 THR - expression tag | UNP Q99UU9
G 16 GLY - expression tag | UNP Q99UU9
G 17 SER - expression tag | UNP Q99UU9
H 13 GLY - expression tag | UNP Q99UU9
H 14 SER - expression tag | UNP Q99UU9
H 15 THR - expression tag | UNP Q99UU9
H 16 GLY - expression tag | UNP Q99UU9
H 17 SER - expression tag | UNP Q99UU9
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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 and

electron density. 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.

A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). 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.

e Molecule 1: Complement C3 beta chain

10%

36%

N
™
0

oLV
69d

3

191

©
©
2%

O09H

8SL

Tvd

0vd

8EH
LEA
9€lL
SEA

STd

= =] = =

€GTA

-

TSTI

SYTI

CYIN

8ETD

LETA
9€Td

CETH

LeT1
9CTy

1

0gzd

812d

912d
S12d

+

Z8TM

3

8LIN
LLTA

€LTI

€EEI
zeed

oged

L

9CeI

v1€s

(458

S0€S

00€x

1621
962a

€624
c6cd
6N
0620
68CA

9821

782/

z8cy
1828

LLTd

9921

jerace
€92d

1928

i

962D
SG62a

€5C1

TS24
0821
6CA
8¥cd

EVTA

TveH

9ETH

€€CI

0z

L1194

STPY

1

€193

0T¥S

1

9073

TO%L

€6ed

1

98€X
G8EY

€TSK
CISA
TISV

b
i

L0Sd

S08d
%0SI
€084

96¥%d
S67'1

£67A

0670

S8%A

TLIN

CTLYI
TLy1

6971

Ll

6S7Y

LS

SG%T

€SPd

087N
6771
AN

Svvd
4t
EVPT

6EVT
8EVA

LTV
9ThL

1650
06SL
6851

783N

S.LSV
YLSA
€191
CTLSA

0494

L9SH

79541

295N

09SL

Pcisii]

5SS

TSSH
0§5a

2750

et
€¥SA
(4278
1751

3

6ESD

SESAQ

2ESA

0ESM

8¢3s

GTSA

prackce
(44t

0zsd
6158

115D

[420]
T99d

e Molecule 1: Complement C3 beta chain

6£90

SE9H

0£90

8298

(44N
6190
6098
8099
109d
9091
L6SA

7651
€69)

%

Chain D: :

9%

36%

53%

STd

= H = pE|

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

3T4A

wwPDB X-ray Structure Validation Summary Report

Page 7

8TTL

9TTI
STTL
YITA

CITL
TTTD
OTTI
6074

LOTA

S0TS
0T

20ts
TOTA

66A

¥6A

=N
[N
(S

IIIIw @
©Q 0
d:l—‘l

v8A

9¢eTd

Ll

0czd

812d

912d
ST12d

L

voca
€021

1023

6674
86TL

S6TA

€610
261d
T61S

6874
88TA
L8TA

9814

Z8TM

3

8LIN
LLTA

€LTI
cL1a
TLTM

L9771

1910

6G1S
8GT1

-

vSTA
€GTA

0ged

L

9CeI

v1€es

21es

S0€S

20€T

00€x

1621
962d

® V6TV
6N
062d
68CA

9821

78CA

414
1828

L.T3

8924

9921

jerace
€92d

1928

i

982D
el

€921
T9cd
0SseI
6%CA
EVTA
9ETH

€€CI

€1vd

0T¥%S

L0%D
9074

89¢V

S9EA

€9€X
{444

LGed
9GEN

Lyed
9VEN
Sved
7ved

cved
THEA

6€ed
8EEL

Seed

€EET
zeed

€084

96¥%d
S6%1

€67A
26%1

06%d

S8YA
78vd

287D

8LY1

SLvY
YLYN

TLYI
TLY1

6971

Ll
L

6574

LSYH

SS7T

€5%d

0S¥N
67¥1
8Y¥l

Svvd
j444:

1

6EVT
8EYA

LTYA
9TYL

(44748

0zvb

L1%Y

STPV

06SL
6851

S89%
783N

1

8193

¥.LSA
€L9T
CLSA

%994
€991

T99T
09SL

1850

3

® 2SSsb

0GSa

8%3S

{477
1791

6€39D

SE€Sa

[435=[¢S

0ESM

Complement C3c alpha’ chain fragment 1

82Ss

oracic
[44:t:S

028D
6138

L19D

(4578
TISV

0S4

S0Sd
%0SI

(41l
T%9d

SE9Y

0€90

8¢9S

[44°8)
6190
6098
809D
L09d
909L
LBSA

¥6SI
€654

e Molecule 2

1650

11%

7%

33%

49%

Chain B

€181

6081
8084

5080

66.4

96.LV

€6.L1

68.0

9818

LLLT

SL.Q
VLY

cLLd
TLLI

193
99.1

T9LY
09.d

8,4

95.7T
S5.Q

€ELT

6681

L68H

G684

L

T68%
068A
6884

1881

Tv84
0%8A

8€8T

SEBN

TEBA

0€84

[44:0]

L18A

TT6d

1061

9068

206D

0068

Complement C3c alpha’ chain fragment 1

e Molecule 2

11%

6%

30%

52%

T9LM

8G.3
PASUN S
9G.7T

€GLA
CTSLN
TSLM
0G.7T

Ly.L3
9v.Ld

4258

6€LI
8ELN

belLl
€ELT

1

1684

6884

7881

€18S
TL81
1.8S

898d

798A

298b
1980
098H

8584

SG68L

678Y
8%8d
L8N

Tv8A
T84
0¥8A

8€81

SESN

Complement C3c alpha’ chain fragment 2

e Molecule 3

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



3T4A

wwPDB X-ray Structure Validation Summary Report

Page 8

19%

14%
-

13%

50%

21%

Chain C

OVETH
SYETI

® E¥EIA

TYETT
overa
6€€Td
8EETH
LEETN

SEETL

€0%TA
20%1D

00¥TV
66€TT

96€TT
S6ETA

26ETA
TeeTd
06ETY
68€Td
88ETD
L8ETL
98ETH

€8€TI

® T8ETT
08ETI
B6LETS
8LETN
LLETL
9LETY

Y.ET0

® CLETD
TLETY
0LETA
69€TYH

S9€Td

COETI

09€TN

187 TN

6LV
8L¥1D

9.¥13a
SLYTH

€LYTd
CLYTH
TLYTA
0LyTd
69714

L9%1D
99718
S971d
vov1a
€9%11

TOVTA
09%TA
6SVTV
8SVTA

9SGV

® vSvIV
€5%TD
2SP1d
TSHTID
0S%TI

® 9%FIN
o S¥vId
e VIvIA
°

(474745
e T¥PIA

(4428
L]

8EVTV

9EVTO

TEVTH
0EYTS
6CYTA

L2¥1a

L]

STYTA
® WCvII
@ €TyII

e

Yys1a

TPSTI

6ESTA

T2STA
@ 02STa

8TSTD
L1GTd
918Td
STSTO

60STH

L0871
L)
o
]

@® 00STA
L]
[
@ L6¥Td

€6v1d
(45444
T671D

06714

@ 88¥%11
L]

S8%TY

€871

T091D

66STI

86STA

®
@® 96ST1T
S6STN

® ¥.911

TLSTT

99STI

¥9STS
€9STI

® LSSTD

9GSTA

2¢ssta
TSSTS
ommﬁc
L¥STI
9%STL
® SPSTd

® T¥9IN

e 68910

ol scom
L8914
9g9TA

YEITW

@ <Te91d
TE€9TL
0€9T4d

®
829TH
L2971

STITh
%2910
® €T91d

Complement C3c alpha’ chain fragment 2

12910
ommﬂz
L1910
91970
ST9T0
v1913

e Molecule 3

® 21914
11914
019Td

14%

15%

48%

8%
21%

Chain F

® 6VEld

8YETY
LYETd

SHETI

EVETA

TYETT
0¥eTa

8EETH
LEETN

j45745
€171

OT#TA
607 T
80%TS
LOPTI

S07TYd
€0V TA
TOVIN
00¥TV

66€TT
® 86ETd

96€TT

76€1d

CT6ETA
T6E€Td

68€TA

98ETI

¥8ETS
€8€TI
28€Ta
T8€T11
08ETI

LLETL

€LETA

0LETA
69€TYd
89ETL
L9ETD
99€TI
S9€Td

CIETI

@ 09€IN
L]

78¥10

08¥11
6L%TY

SLVTA

€LV1d
CLYTH
TLVTA

69714
L9%1D
SOV Td

Yov1a
€971

09%TA
6SVTV
8SVTA

9GHTH

TSS1S
0SSTD

LYSTI

SHSTO

TYSTH

B6ESTA
8€STH
LESTA

SESTA

CESTT

F

L2ST1

YCSTH

TCSTA
0zsTa

@® 8ISTD

STSTD
YISTY

60STd

L0STT
90ST.L

86%TI

S67IN
4%
£6v1d

16710

68V1D

18¥1d
98%1d

v1913
21913
11914
0197d

@ 909TA
S09TM
%0911

T091D
009TI
66STI
86STA
LBSTS

@ S6STIN
® V6STd
€651

T8ST1

6LSTH

LLSTH
9,573

¥.811

CTLSTT

69574
89STD

@® 99STI

® %9391S
€9GT1

T9STL

§SST0

€657
2¢§sTa

® T79IN
@ 0%91d
6€910

LE914
9E9TA

YEITH

T29Th
0Z9TN

81914
L197Q

ST9TD

O

R LDWIDE
PROTEIN DATA BANK

W



Page 9 wwPDB X-ray Structure Validation Summary Report

3T4A

e Molecule 4: Fibrinogen-binding protein
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4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 103.30A 165.44A 203.12A .
Depositor
a, b, c, a, B, 90.00° 90.00° 90.00°
. 32.711 — 3.40 Depositor
Resolution (4) 50.06 — 3.40 EDS
% Data completeness 92.6 (32.71-3.40) Depositor
(in resolution range) 91.6 (50.06-3.40) EDS
Rinerge 0.16 Depositor
Reym (Not available) Depositor
<I/o(I)>" 4.25 (at 3.40A) Xtriage
Refinement program PHENIX 1.7 650 Depositor
R R 0.229 , 0.270 Depositor
) Thfree 0.224 , 0.267 DCC
Rree test set 2000 reflections (4.27%) wwPDB-VP
Wilson B-factor (A?) 59.0 Xtriage
Anisotropy 0.158 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.29 , 39.9 EDS
L-test for twinning? <|L| > =048, < L?> =0.31 Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.89 EDS
Total number of atoms 18730 wwPDB-VP
Average B, all atoms (A?) 67.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.69% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,
and 0.375, 0.2 for perfectly twinned datasets.

WO RLDWIDE
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5 Model quality (i)

5.1 Standard geometry (i)

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
Mol | Chain | a7 #|Z] >5 RMSZ #Z] >5
1 A 0.52 1/5030 (0.0%) 0.69 0/6837
1 D 0.51 0/5030 0.68 0/6837
2 B 0.50 0/1512 0.65 0/2055
2 E 0.52 0/1512 0.67 0/2055
3 C 0.53 1/2453 (0.0%) 0.72 | 4/3305 (0.1%)
3 F 0.65 1/2453 (0.0%) 0.78 0/3305
4 G 0.53 0/553 0.65 0/741
4 H 0.52 0/553 0.64 0/741
All All 0.54 | 3/19096 (0.0%) | 0.70 | 4/25876 (0.0%)

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z [ Observed(A) | Ideal(A)
3 F 1623 | GLN C-N | -5.78 1.20 1.34
3 C 1391 | PRO C-N | -5.63 1.21 1.34
1 A 631 | GLN C-N | -5.54 1.21 1.34

All (4) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(®)
3 C 1419 | ARG | CB-CA-C | -5.99 98.41 110.40
3 C 1447 | VAL | N-CA-CB | 5.88 124.42 111.50
3 C 1405 | ARG | N-CA-CB | 5.21 119.99 110.60
3 C 1498 | ILE | CB-CA-C | 5.06 121.72 111.60

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

PROTEIN DATA BANK
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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 4931 0 4993 292 0
1 D 4931 0 4993 275 0
2 B 1480 0 1501 98 0
2 E 1480 0 1501 89 0
3 C 2407 0 2316 350 0
3 F 2407 0 2315 287 0
4 G 047 0 568 19 0
4 H 047 0 068 30 0
All All 18730 0 18755 1362 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 36.

The worst 5 of 1362 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)
3:C:1389:PHE:CD2 | 3:C:1443:GLN:HB2 1.46 1.50
3:C:1381:LEU:HD13 | 3:C:1383:ILE:CG1 1.38 1.47
3:C:1381:LEU:CD1 | 3:C:1383:ILE:HG13 1.47 1.41
1:A:346:MET:HE3 1:A:456:ARG:CB 1.54 1.36
3:C:1379:SER:C 3:C:1380:ILE:HD12 1.44 1.36

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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 629/645 (98%) 553 (88%) 57 (9%) 19 (3%) 23
1 D 629/645 (98%) 548 (87%) | 62 (10%) | 19 (3%) 48 23

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 B 181/206 (88%) 157 (87%) | 18 (10%) 6 (3%)
2 E 181/206 (88%) 157 (87%) | 19 (10%) 5 (3%)
3 C 290/343 (84%) 226 (78%) | 42 (14%) | 22 (8%)
3 F 290/343 (84%) 213 (73%) | 48 (17%) | 29 (10%)
4 G 66/73 (90%) 56 (85%) 10 (15%) 0
4 H 66/73 (90%) 55 (83%) 11 (17%) 0
All All 2332/2534 (92%) | 1965 (84%) | 267 (11%) | 100 (4%)

5 of 100 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 49 SER
1 A 347 PRO
1 A 392 HIS
1 A 518 ALA
1 A 549 GLU

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 558/567 (98%) 476 (85%) | 82 (15%)

1 D 558 /567 (98%) 474 (85%) | 84 (15%)

2 B 171/191 (90%) 155 (91%) 16 (9%)

2 E 171/191 (90%) 154 (90%) | 17 (10%)

3 C 270/309 (87%) 218 (81%) | 52 (19%)

3 F 270/309 (87%) 204 (76%) | 66 (24%)

4 G 57/60 (95%) 54 (95%) 3 (5%)

4 H 57/60 (95%) 53 (93%) 4 (7%) 15 44
All | ALl | 2112/2254 (94%) | 1788 (85%) | 324 (15%) 11
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5 of 324 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 D 609 SER
3 F 1469 | ARG
2 E 764 ILE
3 F 1373 ASP
3 F 1543 ILE

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 63
such sidechains are listed below:

Mol | Chain | Res | Type
1 D 10 ASN
3 F 1337 ASN
1 D 181 GLN
2 E 897 HIS
3 F 1559 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)

There are no monosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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)

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95" percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9” lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol | Chain | Analysed | <RSRZ> |  #RSRZ>2 OWAB(A?) | Q<0.9
1 A | 633/645 (98%) 0.05 | 12 (1%) 66 65 | 25,50,86, 148 | 0
1 D | 633/645 (98%) 0.00 4 (0%) 21, 53, 85, 141 0
2 B | 183/206 (88%) | -0.16 | 1(0%) [o1)loo] | 27,54 93,121 | o0
2 E | 183/206 (88%) | -022 | 3(1%) 72 70 | 26,48, 76,126 | 0
3 C 296/343 (86%) 1.32 65 (21%) ﬂl 24, 116, 155, 187 0
3 F | 206/343 (36%) 0.73 27 (9%) 26, 90, 126, 147 | 0
4 | @ 68/73 (93%) 0.06 1 (1%) 73 72 | 35.59,106, 115 | 0
4 | m 68,73 (93%) 20.20 o [1oo] [0 36, 47, 67, 79 0
Al | Al | 2360/2534 (93%) | 0.24 | 113 (4%) 30 31 | 21,59,127,187 | 0

The worst 5 of 113 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
3 C 1500 | LYS 7.2
3 F 1641 | ASN 6.9
3 C 1503 | ASP 6.4
3 C 1415 | ALA 9.5
3 C 1606 | VAL 4.8

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

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

6.3 Carbohydrates (i)

There are no monosaccharides in this entry.



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

Page 17 wwPDB X-ray Structure Validation Summary Report 3T4A

6.4 Ligands (i)

There are no ligands in this entry.

6.5 Other polymers (i)

There are no such residues in this entry.


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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