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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 (1) symbol.

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

MolProbity : 4.02b-467
Mogul : 1.8.5 (274361), CSD as541be (2020)
Xtriage (Phenix) : NOT EXECUTED
EDS : NOT EXECUTED

Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.13.1
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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 2.63 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 I 35
Ramachandran outliers N 2.9%
Sidechain outliers N 0 W 6.9%
Worse Better

0 Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Clashscore 141614 1472 (2.66-2.62)
Ramachandran outliers 138981 1446 (2.66-2.62)
Sidechain outliers 138945 1446 (2.66-2.62)

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 on 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 262 49% 47%
1 C 262 52% 42% 5% »
2 B 262 42% 52% 6%
2 D 262 31% 59% 10%
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2  Entry composition (i)

There are 5 unique types of molecules in this entry. The entry contains 8759 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 Agglutinin.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 259 ggt;él 12089 3?6 3(;5 2 0 0 0
1 ¢ 260 28513; 12C94 3?7 3(;6 2 0 0 0
e Molecule 2 is a protein called Agglutinin.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 B 262 28551] 12084 31(\;3 3%)5 182 0 0 0
2 b 262 2831 12084 3123 3%)5 182 0 0 0

e Molecule 3 is beta-D-galactopyranose (three-letter code: GAL) (formula: CgH120g).

GAL

01
e OH
HO EﬁS[F'} C1(F
06
C4(R) CZ(F
~._C3(9)
HO T OH
04 ‘ 02
OH
03
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 A 1 T‘l)t;‘l g (g 0 0
3 B 1 Tcl’t;‘l g (g 0 0
3 | B 1 Tcl’gal g (6) 0 0
3 B 1 T(l);al g (6) 0 0
3 B 1 T(l’;al g (6) 0 0
3 B 1 T(l)t;‘l g (6) 0 0
3 C 1 T(l)t;l g (6) 0 0
3 D 1 T(l);al g (6) 0 0
3 D 1 T(l);al g (6) 0 0
3 D 1 T(l);al g (6) 0 0
3 D 1 T(l)tzal g (6? 0 0

e Molecule 4 is SULFATE ION (three-letter code: SO4) (formula: O4S).

S04
0O1

o3 -

S
02
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O S
4 A 1 5 41 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
4 A 1 TO;al i) ? 0 0
1 A 1 TO;al i) ? 0 0
1 B 1 TO;al i) ? 0 0
1 B 1 TO;al 2 ? 0 0
1 B 1 TO;al 2 ? 0 0
4 C 1 Togal 2 ? 0 0
4 C 1 TO;al (i ? 0 0
4 D 1 TO;al (i ? 0 0
4 D 1 TO;al (i ? 0 0
e Molecule 5 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 A 131 Tlostfl 121 0 0

5 B 117 Tloltjl 1(1)7 0 0

5 C 82 Tgt;‘l 52 0 0

5 D 76 T‘;gal ;)6 0 0

gPrDE
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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: Agglutinin

47%

49%

Chain A:

8LOTN
LLOTL
9L0OTA
§S.0Ta
YL0TT
€LOTV
CTLOTT

690TS
89071

Y90TN
€90TS
29071

090TA
630TT

9507Y
SS0TD
$90TS
€90TI
2907d
1S0TT

8%0TH
LY0TN
9%0Td
SY0T1

€%0Td
[4749%

0%0TH
6E0TYH
8E0TA

SEO0TH
PEOTL
€E0TL

8TOTA

920TY

j£4UT

CTOTL
13498

8T0TA
11074
0TOTN
600TI

7001

(44429

0%TIN

8ETTA

YETTH

zETTH
T€TTT
0ETTh

82CTd

l444

zeeth
TTTIN

61212

9TTTY
STTTL

mﬁmﬂq
homﬁm
€0TTA
20TTs
T0CTd
00ztTa
6611d

L6118
967TY
S6TTY

€6TTA
261TY
ﬂmmﬂu
881TH

S9871D

€81T1

1871l
08114
6L1TY
9L71d
meﬂm
S97TY
€971

T911d

09¢Td

€46TT1
[4:t48
T9CTI

6%CTd
8¥CTI
L%TT1
9%CTI
S¥TTS
YHTTA

e Molecule 1: Agglutinin

5% -«

42%

52%

Chain C:

980TV
S80TYH

T80TA

§S.01a

TLOTT

89071
L9073
9907V
S90TH
¥90TN
£901S
90711

0907A

SS0TD
$90TS
€90TI
2501d
19071

6%0TA

LYOTN

S%0T1
¥HOTA

0%0TH
6€0TY
8E0TA
Lg0Ta
9E0TY
SE0TH
YE0TL
€E0TL

620TY

920TY

2TOTL

61073
8T0TA

CTO0TL

L00Td
900TX

9LTTE
SLTTS

TLITD
TLTTI

L9174

YOIV

19T1d
09171

98110
1STIX
LPTTI
b449%
EPTT1
[423 1S
15425
LETTH
€ETTYH
62111

82TTh
1T118

STTTY

€CTTX

6TTTd

LTTT4
9TTTL

ETTIN

LOTTT
90TTH
SOTTL
¥0TTI

T0TTY

66013
860Th
L60TN
9607a
S607d

6074
T60TX

L80TH

0SCTI
m¢mﬂm
9%CTI
iazary
57410
[47428
0vTIN

meﬁm
eTTY
£€TTH
meHa
62271
8221d
meﬁq
€2219
[4441i]
12ZIN

61214
91TV
STTTL

m«mﬁq
80TTN
L0gTd
90TT1
%0T1I
€0TTA
20TTs
1021d
00ztTa
66T1Td

96TTH

YETIN
E€6TTA
CT6TTYH

06TTYH

S8TTH

€8TTI
C8TTR
18710
08TT4d
6LTTH

L

LGTTH
9GTTR
SGTTA

e Molecule 2: Agglutinin

€G6TT1

6%

52%

42%

Chain B:

RLDWIDE

0O
PROTEIN DATA BANK

erDe

W


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

1RZO

wwPDB X-ray Structure Validation Summary Report

Page 7

990T1
S90TL

2902y

0902ZN
680TS

L80TI

670CH

9%0TN

¥voca
€90TL

0%0TH

LEOTH

Gg0zh
€021
£€02d
ZE0ZN

0g0cTa
620T4
820T4

L
L

¥TocL
€20TA
2zoca
120TA

8102H

¥T0CA
€1021
2102
TT0CA
01021
600Td
800¢H
.002d

%0020
£00TA

8%T1CA

-

TvICA
0v1Td
6€TCd
81T
LETTL
9ETTN
SETCTN

CETTT

0€T1TH

821TS
LTTCTA
Elq14

12720

L

LTTTY
9T1CL

11188
0T1CL

90TCA
§S0T12T

[dd14s
10T2d
00TZN
66021

L60TL
960CH

16020
060TH
680CH
880CL

980¢H
SG80CTA

€80TV
280TL

6.,0TN
8L0OTA
LL0TI
9L0TA

3
il

1.02d

690CS

.2TT1
ogee
Etada

I

9TTTH
STTTH

€12TH
c1ees

%02TI

20TTA
T0ZCA
00zZL
667CH
86TTH

961N
S6T1TY

€6TCL
C6TTL
16121

8812
1812
98TCN

#812h

08128
6L12H
8L1ca
LLITY
9LTITR
SL1TT

ELTTH
TLITO

0L1cE
6912V

Agglut

09TCTH

8GTTH
L812H
991CS
S9TTN
21541

0GTTH

[4144)

09zzd
6421

9gzeh
49zZN

£46TTN

TSTTH

6%CTd
8YCTH

i 4y

155744

0vced
6€ceTa
8€TTS
LeTTH

43444

CTETTA
16221

e Molecule 2

62T

1mnin

10%

59%

31%

Chain D

6%02M

L%02h
902N

vvocTa
£%0TL
Zh0oTN
T%02S

6€02D

9€0T1
ge0zh
ve0TI
€€0cd
CTEOTN

0€£02a
62024

.g0cTH
920TH
ST0TH

2zoca
T20CA
0Z02d
61021

v102A
€102I
2102y
TT0TA

600Td

L,002d
9002a

STITA

£€TTTN

12Tl
0Z1CA

81121
LTTTY
9171CL
ST1CH
43143

¥602a
£60TM

1602h
060ZH
6802Y
880TL
1802V
98029
S80TA

€80TV
280TL
78028

6.0TN
8L0TA

9.0ZA
SL0ZA
$.02h

TL0TY
TL0Td
0.0TS

890TY

990CI

9021

S812h

€81¢d
Z812H

08128

8.1ca
LLTTY
9LTTA
SL1271

[IR34)]

0L7CH

L91CH

S97CL

€912a
2912H
9121
09TTH
6GTCA
8GTTH
LGTTH

SGTCN
vatey
TSTCO
0GTCTH

8Y1CA

SH1CA

€v1Cl

15244
ovizd
6e12d
8eTTh

9ETTN
SETCN

F

TETCTH
0€TTH
62120

LTTTA

mmﬂuq
9szTh
elstddls
5221
£8TTN

ﬁmmum
L9TTA
9%2TI
el zda
vheeh

(4449

0¥ced
6€TTa

LETTY
SETTA

€€TTT
NMMN>
8TTTA
PX&44))

STZCYH
j4244)]

T1ees
112¢s
(244
602Td

pX44)

¥02T1

[du44
T0ZTA

6612H

L6121
96TCN

¥6120
€6TCL

067120

c9gTd
19221

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 8 wwPDB X-ray Structure Validation Summary Report 1RZO

4 Data and refinement statistics (i)

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

Property Value Source
Space group P 32 Depositor
Cell constants 97.63A 97.63A 207.83A .
Depositor
a, b, c, a, B,y 90.00°  90.00°  120.00°
Resolution (A) 26.11 — 2.63 Depositor
% Data Completeness 99.6 (26.11-2.63) Depositor
(in resolution range)
Rinerge 0.06 Depositor
Reym 0.06 Depositor
Refinement program CNS 1.1 Depositor
R, Rree 0.225 , 0.276 Depositor
Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 8759 wwPDB-VP
Average B, all atoms (A2) 61.0 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: GAL,
SO4

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 | p\1q7 #é\ >5 | RMSZ #é\ >5
1 A 0.45 0/2083 0.68 0/2836
1 C 0.43 0/2091 0.63 0/2847
2 B 0.44 0/2089 0.75 1,/2850 (0.0%)
2 D 0.36 0/2089 0.71 0/2850
All All 0.42 0/8352 0.69 | 1/11383 (0.0%)

There are no bond length outliers.

All (1) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(°)
2 B 2064 | LEU | N-CA-C | -5.09 97.25 111.00

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 2038 0 1998 110 0
1 C 2045 0 2006 122 0
2 B 2044 0 2015 149 0
2 D 2044 0 2015 212 0
3 A 12 0 11 2 0
3 B 60 0 25 9 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 C 12 0 11 0 0
3 D 48 0 45 2 0
4 A 15 0 0 0 0
4 B 15 0 0 0 0
4 C 10 0 0 0 0
4 D 10 0 0 0 0
d A 131 0 0 5 0
d B 117 0 0 10 0
S C 82 0 0 1 0
3 D 76 0 0 5 0

All All 8759 0 8156 273 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 35.

The worst 5 of 573 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)
2:D:2033:PRO:HA | 2:D:2076:VAL:HG12 1.40 1.02
1:C:1246:1LE:H 1:C:1246:1LE:HD12 1.29 0.97
2:D:2159:VAL:HG22 2:D:2203:LYS:HA 1.48 0.94
2:D:2072:ARG:HG2 | 2:D:2121:GLN:HE22 1.32 0.93
2:D:2225:LEU:HB2 | 2:D:2232:VAL:HG12 1.51 0.92

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 257/262 (98%) | 243 (95%) | 13 (5%) | 1 (0%) 34 48
1 C 258/262 (98%) | 229 (89%) | 25 (10%) | 4 (2%) 19113

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

Outliers | Percentiles

Mol | Chain Analysed Favoured | Allowed
2 B 260,262 (99%) | 225 (86%) | 29 (11%) | 6 (2%) Elﬂ
2 D 260,262 (99%) | 199 (76%) | 42 (16%) | 19 (7%) |m
All | Al | 1035/1048 (99%) | 896 (87%) | 109 (10%) | 30 (3%) |E

5 of 30 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 B 2070 SER
2 B 2167 GLU
2 B 2168 LYS
2 D 2024 THR
2 D 2073 GLN

5.3.2 Protein sidechains (i)

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 221/224 (99%) | 211 (96%) 10 (4%) 27 42
1 C 222/224 (99%) | 205 (92%) 17 (8%) 137119
2 B 230/230 (100%) | 215 (94%) 15 (6%) 177 26
2 D 230/230 (100%) | 210 (91%) | 20 (9%) Il_OI 14
All All 903/908 (99%) | 841 (93%) | 62 (T%) 157 23

5 of 62 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 C 1062 LEU
1 C 1099 GLU
2 D 2189 ASN
1 C 1081 VAL
1 C 1113 ASN

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 30 such
sidechains are listed below:


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_sidechains
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Mol | Chain | Res | Type
1 C 1040 HIS
1 C 1078 ASN
2 D 2138 GLN
1 C 1055 GLN
1 C 1113 ASN

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)

21 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).

. . Bond lengths Bond angles

Mol | Type | Chain | Res | Link | RMSZg #|Z] > 2| Counts RMSZg #|Z] > 2
4 SO4 D 6502 - 4,4,4 0.25 0 6,6,6 0.09 0
3 [ GgAL | B [s005] - [121212] 222 [ 3(26%) | 171717 | 1.57 | 4 (23%)
4 SO4 B 6003 - 4,44 0.25 0 6,6,6 0.11 0
4 SO4 A 6001 - 4,44 0.21 0 6,6,6 0.20 0
3 | GAL | D [5504| - [12,12,02] 218 | 3(25%) | 17,17,17 | 1.46 | 3 (17%)
3 | GAL B |5002| - [1212,12] 221 | 4(33%) |17,17,17 | 1.44 | 3 (17%)
4 SO4 C 6504 - 4,44 0.25 0 6,6,6 0.23 0
4 SO4 B 6002 - 4,44 0.28 0 6,6,6 0.13 0
3 | GAL | B 5006 | - [121212] 226 | 4(33%) | 17.17,17 | 146 | 3 (17%)

WO RLDWIDE
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. . Bond lengths Bond angles

Mol | Type | Chain | Res | Link | . RMSZg #Z| > 2| Counts RMSZg H#Z) > 2
3 GAL C 5501 - 12,12,12 | 2.21 4 (33%) | 17,1717 | 1.49 3 (17%)
3 GAL A 5001 - 12,12,12 | 2.07 | 3 (25%) | 17,1717 | 1.54 | 3 (17%)
4 S04 D 6503 - 4,44 0.26 0 6,6,6 0.11 0
3 GAL D 5505 - 12,12,12 | 2.25 4 (33%) | 171717 | 1.27 | 2 (11%)
3 GAL D 5502 - 12,12,12 | 229 | 4 (33%) | 17,1717 | 1.37 | 4 (23%)
4 SO4 B 6006 - 4,44 0.30 0 6,6,6 0.09 0
4 SO4 A 6004 - 4,4.4 0.33 0 6,6,6 0.07 0
3 GAL B 5004 - 12,12,12 | 217 | 4 (33%) | 17,1717 | 1.47 | 3 (17%)
4 SO4 A 6005 - 4,4,4 0.36 0 6,6,6 0.09 0
4 S04 C 6501 - 4,4.4 0.28 0 6,6,6 0.04 0
3 GAL B 5003 - 12,12,12 | 2.06 3(25%) | 17,1717 | 1.42 3 (17%)
3 GAL D 5503 - 12,12,12 | 2.33 | 4 (33%) | 17,17,17 | 1.40 3 (17%)

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
3 GAL D 5504 - - 0/2/22/22 | 0/1/1/1
3 GAL B 5002 - - 0/2/22/22 | 0/1/1/1
3 GAL B 5006 - - 0/2/22/22 | 0/1/1/1
3 GAL B 5005 - - 0/2/22/22 | 0/1/1/1
3 GAL A 5001 - - 0/2/22/22 | 0/1/1/1
3 GAL D 5505 - - 0/2/22/22 | 0/1/1/1
3 GAL D 5502 - - 0/2/22/22 | 0/1/1/1
3 GAL C 5501 - - 0/2/22/22 | 0/1/1/1
3 GAL B 5004 - - 0/2/22/22 | 0/1/1/1
3 GAL B 5003 - - 0/2/22/22 | 0/1/1/1
3 GAL D 5503 - - 0/2/22/22 | 0/1/1/1

The worst 5 of 40 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
3 D 5502 | GAL | C3-C2 | -5.15 1.39 1.52
3 D 5503 | GAL | C3-C2 | -5.07 1.39 1.52
3 D 5505 | GAL | C3-C2 | -5.07 1.39 1.52
3 B 5003 | GAL | C3-C2 | -5.06 1.39 1.52
3 B 5005 | GAL | C3-C2 | -5.00 1.39 1.52

The worst 5 of 34 bond angle outliers are listed below:

WO RLDWIDE
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Mol | Chain | Res | Type | Atoms Z | Observed(®) | Ideal(?)
3 A 5001 | GAL | O3-C3-C4 | -3.64 101.94 110.35
3 B 5004 | GAL | O3-C3-C4 | -3.54 102.18 110.35
3 C 5501 | GAL | O3-C3-C4 | -3.46 102.36 110.35
3 B 5005 | GAL | O3-C3-C4 | -3.40 102.50 110.35
3 B 5003 | GAL | O3-C3-C4 | -3.30 102.73 110.35

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

7 monomers are involved in 13 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
3 B 5005 | GAL 4 0
3 B 5002 | GAL 3 0
3 B 5006 | GAL 1 0
3 A 5001 | GAL 2 0
3 D 5502 | GAL 1 0
3 B 5004 | GAL 2 0
3 D 5503 | GAL 1 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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