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MolProbity : 4.02b-467
Mogul : 1.8.5 (274361), CSD asb41be (2020)

Xtriage (Phenix) : 1.13
EDS : 2.35.1
buster-report : 1.1.7 (2018)
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) : 2.35.1
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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 2.30 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
Rfree I 0.293
Clashscore ]| - 5
Ramachandran outliers NN | W 0.7%
Sidechain outliers NN N 5.3%
RSRZ outliers I | I 3%
Worse Better

I 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))
Riree 130704 5042 (2.30-2.30)
Clashscore 141614 5643 (2.30-2.30)
Ramachandran outliers 138981 5575 (2.30-2.30)
Sidechain outliers 138945 5575 (2.30-2.30)
RSRZ outliers 127900 4938 (2.30-2.30)

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 AA 390 L 64% 27% < 6%
1 AB 390 = 64% 31% .
1 AC 390 L 63% 30% 6%
1 AD 390 = 66% 29% B
1 AE 390 = 65% 26% < 6%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
3%
1 | AF 300 | ™ G 20% -
1 AG 390 L 67% 24% %
1 AH 390 = 54% 42% -
1 Al 390 L 60% 31% 6%
1 AJ 390 = 66% 29% o
1 AK 390 L 65% 27% Te%
1 AL 390 = 71% 25% Y
1 AM 390 = 65% 27% 6%
1 AN 390 = 65% 31% -
1 AO 390 = 62% 30% e%
1 AP 390 = 63% 32% e
1 AQ 390 £ 65% 25% %
1 AR 390 = 65% 28% e
1 BA 390 = 61% 30% %
1 BB 390 = 65% 33% o
1 BC 390 < 62% 30% e%
1 BD 390 = 61% 36% .
1 BE 390 = 63% 29% 6%
2%
1 BF 390 62% 34% T
1 BG 390 L 62% 29% 6%
1 BH 390 ﬁ 71% 24% -
1 BI 390 : 59% 32% 6%
3%
1 | BJ 300 | T 209 -
1 BK 390 G 65% 27% %
2%
1 BL 390 56% 38% T

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
1 BM 390 )./0 64% 27% %
1 BN 390 = 63% 32% -
1 BO 390 : 68% 24% 6%
1 BP 390 = 68% 28% o
1 BQ 390 = 61% 31% e%
1 BR 390 = 68% 27% N
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2 Entry composition (i)

There are 6 unique types of molecules in this entry. The entry contains 113311 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 Glycocyamine kinase beta chain.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
1 AA 366 2901 1828 511 541 21 0 0 0

Total C N O S
1 AB 387 3074 1939 543 571 21 0 0 0

Total C N O S
1 AC 367 2910 1834 513 542 21 0 0 0

Total C N O S
1 | AD 382 3032 1912 537 562 21 0 0 0

Total C N O S
1 AB 367 2910 1834 513 542 21 0 0 0

Total C N O S
1 | AF 385 3061 1930 541 569 21 0 0 0

Total C N O S
1 AG 367 2910 1834 513 542 21 0 0 0

Total C N O S
1 AH 384 3052 1925 539 567 21 0 0 0

Total C N O S
1 Al 366 2001 1828 511 541 21 0 0 0

Total C N O S
1| AJ 385 3061 1930 541 569 21 0 0 0

Total C N O S
1 AK 367 2910 1834 513 542 21 0 0 0

Total C N O S
1 AL 384 3052 1925 539 567 21 0 0 0

Total C N O S
1 AM 367 2910 1834 513 542 21 0 0 0

Total C N O S
1 . Ll 3032 1912 537 562 21 0 0 0

Total C N O S
1 AO 366 2901 1828 511 541 21 0 0 0

Total C N O S
L AP 38l 3021 1903 536 561 21 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! AQ 366 TQ‘SE)?I 18028 51111 521 281 0 0 0
! AR 379 g(())gzl 15%2 515\;3 5?9 281 0 0 0
! BA 367 ggtl?)l 1;34 51113 522 281 0 0 0
1 BB 388 gg;%l 1922 511\114 5(7)3 281 0 0 0
1 BC 367 ggtlzl 18%4 51113 551)2 281 0 0 0
| BD 5. g 10w 51 a0 21 0 0 0
L BE 367 ggtlzl 18C34 5?3 522 281 0 0 0
| BF I R 0 0 0
L BG 367 ggtlfél 18(;)4 51113 5(22 281 0 0 0
1| BH I I O 0 0 0
L Bl 367 gg;%l 1SC34 51113 5(22 281 0 0 0
L BJ 385 gg?ll 19C30 514\111 5((?9 281 0 0 0
L BR 367 ggi%l 18034 51113 5(22 281 0 0 0
L BL 381 g?);l 1;?)3 51?\}6 5(6)1 281 0 0 0
L BM 367 rgg;%l 1;34 511]3 5(22 281 0 0 0
L BN 382 g(())g&;l 19012 51?\}7 5(6?2 281 0 0 0
L BO 367 ggtlzl 12%4 511]3 5(22 281 0 0 0
L BP 382 ggg;l 19012 51?\}7 5(6?2 281 0 0 0
L BQ 366 gggil 1528 511]1 551)1 281 0 0 0
L BR 381 1:;8;&11 1;3)3 51?\}6 5(6)1 281 0 0 0

e Molecule 2 is GUANIDINO ACETATE (three-letter code: NMG) (formula: C3H7N50,).
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NMG
o1
OH
o2 —CG
\:‘;CD
NEHI\[\'&”
T N
HH2 H —N
NH2
Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | AA 1 Togtal g 1; (2) 0 0
2 | AB 1 Togal g 1; c2) 0 0
2 | AC | TOStal g 1; (2) 0 0
2 | AD | TOStal g 1;3 (2) 0 0
2 | AFE | TOStal g 1; (2) 0 0
2 | AF | T°8tal g 1; (2) 0 0
2 | AG | Togtal g 1;} (2) 0 0
2 | AH | Togtal g 1;} (2) 0 0
2 | Al | Togtal g 1;} (2) 0 0
2 | AJ 1 Togtal g g (2) 0 0
2 | AK | TOStal g g (2) 0 0
2 | AL 1 Togal g g (2) 0 0
2 | AM | Togal g g (2) 0 0
2 | AN | Togal g g (2) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | AO 1 T‘);al g g (2) 0 0
2 | AP | Togal g g g 0 0
2 | AQ | Togal g 1?\} (2) 0 0
2 | AR 1 Togal g 1?\} (2) 0 0
2 | BA 1 TOStal g g (2) 0 0
> | BB | TOStal g g (2) 0 0
2 | BC 1 Togtal g g (2) 0 0
2 | BD 1 Togal g 1; (2) 0 0
2 | BE | TOStal g 1; (2) 0 0
2 | BF 1 T°8tal g 1;} (2) 0 0
2 | BG 1 T°8tal g 1;} 2 0 0
2 | BH 1 T°8tal g 1; (2) 0 0
2 | BI | Togtal g 1; (2) 0 0
2 BJ 1 Togtal g 1; (2) 0 0
2 | BK | Togal g 1; c2) 0 0
2 | BL | Togal g 1; (2) 0 0
2 | BM 1 TOStal g 1; (2) 0 0
2 | BN 1 Togal g 1; (2) 0 0
2 BO 1 Togal g 1; (2) 0 0
2 | BP | Togta“l g 1;} (2) 0 0
2 | BQ | Togtal g 1;} (2) 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O
2 BR 1 3 3 3 9 0 0

e Molecule 3 is ADENOSINE-5-DIPHOSPHATE (three-letter code: ADP) (formula:

C1oH15N5010P5).
ADP
LD
[+ '\.:-;:_N - ‘,“m-..... i N
OH
[~ o
ﬁHO P Qo
; =40
Ho_ = o
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
3 AA 1 27 10 5 10 2 0 0
Total C N O P
3 AB 1 27 10 5 10 2 0 0
Total C N O P
3 AC 1 27 10 5 10 2 0 0
Total C N O P
3 AD I 27 10 5 10 2 0 0
Total C N O P
3 AE 1 27 10 5 10 2 0 0
Total C N O P
3 AF 1 27 10 5 10 2 0 0
Total C N O P
3 AG 1 27 10 5 10 2 0 0
Total C N O P
3 | AH 1 27 10 5 10 2 0 0
Total C N O P
3| Al I 27 10 5 10 2 0 0
Total C N O P
3| A 1 27 10 5 10 2 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
o [m [ 1 [ CYDTT 0 |
3 | BO 1 ol b2 00 0 0
[ [ oY ot o |
[ o [ eYoT o |
3 | BR 1 ol oS 0y 0 0

e Molecule 4 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroQOcc | AltConf

4 AA 1 Total Mg 0 0
1 1

4 AB 1 Total Mg 0 0
1 1

4 AC 1 Total Mg 0 0
1 1

4 | AD | Toltal hgg 0 0

4 | AE | Toltal hﬁg 0 0

4 AT 1 Total Mg 0 0
1 1

1| AG | Toltal Dﬁg 0 0

4 AT 1 Total Mg 0 0
1 1

4 A 1 Total Mg 0 0
1 1

4 AJ 1 Total Mg 0 0
1 1

4| AK | Toltal “ﬁg 0 0

4 AL 1 Total Mg 0 0
1 1

4 | AM | Toltal N{g 0 0

4 | AN 1 Toltal N{g 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

4 | A0 1 Toltal Dﬁg 0 0

4 | AP | Total -~ Mg 0 0
1

1| AQ | Toltal N{g 0 0

4 | AR | Toltal N{g 0 0

4 | BA | Total -~ Mg 0 0
1

4 | BB | Total - Me 0 0
11

4 | BC 1 Total - Mg 0 0
11

4 | BD 1 Total - Mg 0 0
11

4 | BE | Total - Mg 0 0
11

4 | BF 1 Total - Mg 0 0
11

4 | BG 1 Total - Mg 0 0
11

4 | BH 1 Total - Mg 0 0
11

4 | BI 1 Total - Mg 0 0
11

4 BJ 1 Total - Mg 0 0
11

4 | BK 1 Total Mg 0 0
11

4 | BL | Total Mg 0 0
11

4 | BM | Toltal l\gg 0 0

4 | BN 1 Total Mg 0 0
11

4 | BO 1 Total - Mg 0 0
11

14 | BP | Total - Mg 0 0
1

1 | BQ | Toltal hgg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
4 | BR | Toltal N{g 0 0

e Molecule 5 is NITRATE ION (three-letter code: NO3) (formula: NOs).

O1

NO3

O

o2
N
O_
03
Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | AA 1 Toial lf (; 0 0
5 AB 1 Toial lf (3? 0 0
5 AC 1 Toial lf (; 0 0
5 | AD | Toial T g 0 0
5 | AE 1 Toial lf (3) 0 0
5 | AF 1 Toial T (; 0 0
5 | AG 1 Toial T (; 0 0
5 | AH 1 Toial T CS) 0 0
5 Al 1 Toial lf g 0 0
5 | AJ 1 TOFI lf g 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | AK 1 Toial T Cg) 0 0
5 AL 1 Toial lf g 0 0
5 | AM 1 Toial lf g 0 0
5 | AN 1 TOFI lf g 0 0
5 | AO | Toial lf (; 0 0
5 AP 1 Toial lf (3) 0 0
5 | AQ 1 Toial lf (; 0 0
5 | AR 1 Toial lf (3) 0 0
5 BA 1 Toial T (; 0 0
5 BB 1 Toial T g 0 0
5 BC 1 Toial T g 0 0
5 BD 1 Toial T (3) 0 0
5 BE 1 Toial T CS) 0 0
5 BF 1 Toial T CS) 0 0
5 | BG 1 Toial T g 0 0
5 BH 1 Toial T (; 0 0
5 BI 1 Toial T (3? 0 0
5 | BJ 1 Toial lf (; 0 0
5 BK 1 Toial lf (3? 0 0
5 BL 1 Toial lf (33 0 0
5 | BM | Toial T g 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | BN 1 Toial T Cg) 0 0
5 | BO 1 Toial lf g 0 0
5 | BP | Toial lf g 0 0
5 | BQ | TOFI lf g 0 0
5 | BR | Toial lf (; 0 0
e Molecule 6 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
6 | AA 106 Tloggl 186 0 0
6 AB 138 Tf;gl 128 0 0
6 AC 116 Tloltgl 1?6 0 0
6 | AD 149 Tloigl 129 0 0
6 AE 154 Tlogjl 1(; \ 0 0
6 AF 117 Tlolt;‘l 1(1)7 0 0
6 | AG 131 Tlo?ffl 121 0 0
6 | AH 88 Tgtgal 8% 0 0
6 | AI 111 Tloltfl 1(1)1 0 0
6 | AJ 137 1;0;?1 1(;7 0 0
6 | AK 125 110551 1(2)5 0 0
6 AL 156 Tf;gl 1%)6 0 0
6 | AM 149 Tloig“l 129 0 0
6 AN 116 Tloltg‘l 1(1)6 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
6 | AO 113 Tloltgal 1(1)3 0 0
6 | AP 172 110;;1 1(7)2 0 0
6 | AQ 167 ﬁogjl 1(37 0 0
6 | AR 166 110521 1((?6 0 0
6 | BA 99 ngal 909 0 0
6 BB 130 Tioggl 1(3)0 0 0
6 BC 155 Tioggl 185 0 0
6 BD 110 Tloltgl 1(1)0 0 0
6 BE 117 Tlolt,?l 1?7 0 0
6 | BF 144 Tloijl 12 , 0 0
6 | BG 131 Tlo?ffl 121 0 0
6 BH 145 Tloigl 125 0 0
6 BI 118 Tloltgl 1(1)8 0 0
6 | BJ 145 Tloigl 125 0 0
6 BK 127 110;?1 1(2)7 0 0
6 | BL 90 ngal 9% 0 0
6 | BM 141 TlOLffl 1(21 0 0
6 BN 116 Iioltgl 1(1)6 0 0
6 BO 173 Tf?t;l 1(7)3 0 0
6 BP 151 Tf;f“l 121 0 0
6 | BQ 105 Tloggl 1(0)5 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
6 BR 166 166 166 0 0




wwPDB X-ray Structure Validation Summary Report 4VTN

Page 18

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: Glycocyamine kinase beta chain

6%

27%

64%

%

Chain AA: *

T6IN

88TL

981d

® 781X

281D

0811

9L11

89TA

1914

¥S1d

TSTA

8¥IA

7¥10

(47490

6ETS

L2711
9TTH

YCTH

8T1d
LITH

OTTH

80TI
073

SOTI
7010

2ota

863
L6A
96D

T6d
06a
68D

€84
(41

86CH
L62TN

[4:14]

1,824

E€8TH

182D
08CH

® 8.2D

L

V.21

[kacs

STEN

€1€1
cred

80€1

TOEA
00€L

e Molecule 1: Glycocyamine kinase beta chain

31%

64%

3%

Chain AB: .

€01
cota
T0Td

863
L6&

€6S

Ted

884

€83

TLA

190

e
©
II..;h IIII

€54
0SA
L9

420
€78

ced
Ted

pxa

CIN

T2ea

60TL

L0Tx
9023

3

T02a

9674

z6e1d

T6TN

88TL

781X

08171

8.L1D

9L11

€LTT

€974
2974

¥91d
€911

i
SPID
¥¥10

+

6€ETS

b

€ETT

9CTH

YCTH
€21a

8T1d
LTTH

ST1Q

(4953
1114

60TH

SOTI

S0€S

€0€Y
20en

00€L

86CH
L6TN

S62d

06CA

88C1

€8T

8120

9.L2x

[kacs

8921

v9cd

1924

LSTT
952a

€5TX

0Ses

S¥CH

f7act
[44ct

LeT1

eecd
TETN

62TM

22D
9Ty

€ced
{444

6.L€d

v.LED

0LET

89€A

Ll

T9EA

65€d

LS€9
9G€S

i

2SeY

0GEM

e Molecule 1: Glycocyamine kinase beta chain

8YES

svex

ovey

9€ed

8C€E1

92eT

61€4

L1€d
9TEH
STEN
vied
€1€T
cred

0T€T

90€A

—
. 6%

30%

63%

%

Chain AC: ©

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

wwPDB X-ray Structure Validation Summary Report 4VTN

Page 19

{428

€91

98

wsm
€GA

i)

0vA

LEH
9EN

ve1
€ea
ced
T€d

00cd
66TI
86TT

€611

S8TA

€LTT

69TA
89TA

7911
€974

1914

6STY

SGTd

(4129}
TSTA

(57428

A4S

910
EVTY

LETA

0 O O o
SO -
Mm@ m ™
oA 1<

90€A
COEA
TOEA
00€L
L62N

88C1

95za

4t}

08es
6%CI

Lycy
9vCI
SYCH

(47445

Glycocyamine kinase beta cha

[zan
6ETM

LETT

62CM

€zged
(444}

812D
112D

€1CT

802d

Ss0zd

COCH
Toza

S8€d

78€1

z8ed

6.L€4

LLEX

89EA

79€1
€9EA

65€d
8G€Y

9G€S

€GET

9%ed
174598

zved
TveL
ovey
6€€T

E€EEL

e Molecule 1

Teed
8T€Y
STEN

viex
€T€T

11

2%

29%

66%

Chain AD

SOTI
7010
€0TX
201a

0074

863
L6k
960

764

06a

993
590

09N

8SL
LSA

9TH

YIA

L1729
91Cs

€121

021

0023

8611

9674

€611

18711

9973
S9TA

1914

65TH

LSTH

SGTd

€8CH

gLy

0Lcd

92D

€924

09zA

i
1

952a

6%C1

Lycy

8ETA

9gcd
SETN

S¢TH

e
Tcea
(44
612V

z8eb
6.4
TLET

89€A
L9€D

S9EA

T9EA
09€1

Glycocyamine kinase beta cha

8G€YH
LG€d

csey

T9EV

oved

£7es

8EES

CEED
TEEH

11

e Molecule 1

6%

26%

65%

%
B

Chain AE

664

s6ed
76X

T6d

884

€834

6.4

S.d

8SL
LSA

TSM

163

671

)

(7Y
6EN

LEH
9E)

€T

€1TT
2121

802d

S0zd
%021

88TL

98Td

7814
€813

08T1

LLTH

TL1a

3

L9TH

29Td

65TY

LSTH

SGTd
¥STd

4120}

Y910

(47458
T71d

TETA

9T

Te1a

8TTd
LITH

€T1d

L0743

SOTI

T0Td

€1€T
cred

0T1€eT
60€Y

1

S0€S

€0€Y

662D
86T
LBTN

Sg6cd
2620
682D

88CT1
1,824

(144

9zTy

(444
Teea

68ed
88€1

L

78€1

z8ed

6.L€4

-

8G€Y

+

8¥€S

9vea

TvEL

LEES
SEET

EEEL

Glycocyamine kinase beta cha

Teed
ogex

STEN

e Molecule 1

€2eT

0zea
61ed

STEN
vied

1n

R LDWIDE

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 20

29%

66%

3%
L

Chain AF

[ | 82C1
T21a | leey
| | 9zTH
S0TT 1as)
| | weea
201a gzzd
[ tota zzeh
00Td | |
661 612y
863 [ |
| ek 9128
T
[ sea
764 [a%a
| |
060 802d
| | Lozd
98D 9023
i e
|
6.4 102a
| | ooza
£.a 66TT
|
89T o
[
993 1871
590 [ |
%94 9411
| |
09N o €11
r 2
69TA
£35 89TA
| L
08k 99T
671 S9TA
| |
0N ﬁmm_
620
| | LSTH
9Ty [ |
| | $91d
zes €911
128
|
8T
118 LTS
| |
25't 510
0TA £YTYH
| ed L
8k THTH
LoD
6TS
8eTH
|
zeTd
|
Pras

LOEH

0
=3
o0
%]

TOEA

86CH
L6CTN

S6cd
%620

© N~ 0
© 0 00
M M m
A =H

262D
1621

88C1
1824

S8CN

€8TH

TLCA

92D

8GTH

8ETA

9€Td

6cTh

€8€S
z8eb

6.€3

LLEN

L9€D

79€T

Glycocyamine kinase beta cha

z9ed

9G€ES

0seM

9vea
1498

6€€T
8EES

€EEL

11

e Molecule 1

6%

24%

67%

%
B

Chain AG

9073
SOTI

€0TX

€91

LSA
TSM

0SA
671

izl
LEH

veT

8ETA
LETT
9€Td

1114

60TH

9e€d

€EEL

Teed
0EEN

8C€ET

92eT

T2ed

61€d

STeNn

<
-
o
[

1

0 o
80
32

e}
[=3
[}
%]

TOEA

86CH

88C1
1824

€8T

08CH

8.20

£8€S

L

8LE7T

v.,e0

TLET
0LET

L9€D

S9EA

1

T9eA

8G€Y

Ll

9vea

Ll

11

Glycocyamine kinase beta chai

e Molecule 1

5%

42%

54%

Chain AH

690

190

o -~
© © ©
=20 >

N0
o
I>HI

feieled

€94

671

Lvd

Y70

(44
ToW
o%A

[}
2]
Iz

LEH

YET

ced
Ted
0EN

L2V

® dcs

(40}
® 61d
8T
L18

AL

v¥10
€VTY

9€TA
SETA
® 7©EId

CETA

1211
9CTH

VCTH

884
L8A

4989
8L

6.4

1

TLN
€La
TLA
TLD

LyTy
v¥ca
6ETM
8E€TA
LETT

veeH

i

62CM

€eed
{444

8120

91¢s

€121

€LTT

L9TH

S9TA

1914

LSTH

SSTd
7S1d

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 21

162N

S62d

2620
T6ecI

8821
1824

982N
¥8CH

2821

@ 08CH

8120

¢9zs

85Cx

T9EA
09€T
65€d
85€Y
Ls€ed
9G€S

75eD

csed

8¥€S

e Molecule 1

9vea

beta chain

mase

Glycocyamine ki

31%

60%

%
B

Chain Al

78l
€834

L02x
9023
S02d

€024
COCH
T02d
00zd

T6IN
98Td
S8TA
7814
0811

LLTH

SL1D

+

SGTd
¥S1d

%10

15745

863

€8TN

€924

LST1

TGCH

PAZ4:S

v¥ea
fi44cs

1574\
oveI
6ETM

LETTT

SETN

€€TH

TECN

62CM

9¢TH

¥ecea

Teea

8120

912S

6021
802d

88€1

® §8ed

Ll

LLed
9.8

CLET
69EN
S9EA

79e1
€9€A

T9EA

111

65€d
89€Y

i

beta cha

e Molecule 1

LOEH

mase

Glycocyamine ki

2%

29%

66%

Chain AJ

1074

it

©
o

1

S0T4
7021
€024
COCTH
9674
{43t
68TL
88TL
18711
18TV
LLTH

€L1T

TL1d

69TA

L9TH

S9TA

914

LSTH

Ll

Yv10

(4450
Tv1d

6€ETS

7ETQ

CET

8CTA
4271

8T1d
LITH

ST1Q

TN
1114

SOTI

€0TX
c¢o1a

S0€Ss
voev

86CH
162N
9621
S62d
262D

88C1
1824

.21
€.L2d

9924

1924

LSTT

is[4)

€8¢

TSCH

LyTy

7vca

(474t
TN
o¥eI
6ETM

LETT

veen

62CM

£eed

Tgea

8120

€1TT

60CL

802d
L0231

X
o
.
X
~
o~
o o6ei
688d
88€T . m
s 3
98ea =
| | (&)
z8gh <
i B
6.8
] 0
1281 L -
) < 5
q9gA = ©
e g
T9€A
091

65€d

SGEN

8¥ES

Glycocyamine k

9vea

-
%
i

szen

cred

0T€T

e Molecule 1
Chain AK:

06d

€84

084

CTLA

891

993

09N

SN

o
0 0
I&>‘

0SA
671
8vd

3

{441

ovA
6EN
8EN
LEH
9eN

el

Lev

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 22

Toza
00zd
6611
86TT

S6TD

€61

T6TN

68TL
88T.L

981d
S8TA

08TT

89TA

6SGTH

LSTH

SGTd
¥STd

4 %]
TSTA

7710

(4450
15741

LETA

CETd

9CTH
SCIN

€21a

8TTd
LITH

€T1d

3

60TH

L0732

664

LBA

v6X

ovey

Teed
0geN

€281

61ed

8T€Y

c1ed

60€Yd
80€T

voeY
€0€Y4

TOEA
00€L

86TN
162N

2620

8821
1824

@ 98zda

08CH
192D
1924
L5271
phzat
Eizan
S¥CH
v¥ea
B6ETM

9€cd

6TTM
Teea
60TL
802d
L0231

CO0CH

88€1
L8EW

78€1

beta cha

z8el
6.€d
9LeN
TLET

89€A
L9€D

29ed

639€d
859¢eY

3

e Molecule 1

cSed

ovea
174598
Tyel

25%

111

mase
71%

Glycocyamine k

3%

Chain AL

(458

06d

S$8D

S.d

€Ld

TLD

690

¢"J+
©
IH

—
©
o

© o
w0 ©
53 =

7SM

671

L9

42
£vs

t

Ted

9TH

® Tcs
e 123

61d
8Ty
L1

-
—
B

~ ©
a >

68TL
781X
€8TY
281D
08171
89TA
6STY

LTS
iAx:S

¥v10

+

9ETA
SETH
veTa

L2171

STIN
YCTH
€21a

8T11d
LITH

(4958

OTTH

901d
SOTI

T0Td

664

960

764

L

8¥ves

Svex

0EEN

8CeT

€21

61€d

e1e1
z1ed

0T€T

LOEH

voev

TOEA

3

L6ZN

S62d

262D

8821
1824

28TT

08CH

TLTA

192D

v924

29es

1821

€52

0ses

7vca

{44t

6%

27%

1n

beta cha

mase
65%

1

Glycocyamine k

2%

e Molecule 1

Chain AM

7814

08TT

89TA

(4258

OTTH

661

sed
64

8T1eY

€1€T

0T7€T
60€Y

1

S0€S

662D

162N
9621

i

1824
982a

0L23

192D

63V

o]
©
0
=

1821

[4:14)]
TSCH

S¥CH

Pgac
[474cs

[zay
B6ETM

LeT1

eecd

6TTM
8¢CI

laa
€2ged

8120

88€I

111

1

<
=
o
<
)
<]
o)

8LET

09€T

© O
0 0
0 M
-]

95€s

w0
0
o
B

€5€T
¢Sed

B67EN
8%€s

+

8EES

e Molecule 1

SEED

sgexn

CTEN
Teed

31%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

65%

mase

Glycocyamine k

3%

Chain AN



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 23

c¢ota
T0Td
0074

863
LBA
960

e

ced

0EN
62a

L2V

Scd

LN ]
I
I
0

802d
L0Tx
90T
S0Td

3

Toza

68TL

G8TA

€8T

8TV
08T1

8L1D

9.L1T1

€LTT

69TA

S9TA

€974

9GTY

¥S1d

8¥IA

7¥10

*

9ETA

YCTH

T21a

8T1d
LITH

€11d
OTTH
60TH
80TI

SOTI

€0TX

9€Td

62CM

9z

{4448

8120

STTL

€121
(4548

1

LBEN
98€d

¥8e1

[4:14]
6.€3

V.E0

CTLET

¥9eT
€9€A

65€d
8G€Y

0EEN

€CeT

614

L18d
9T€EH
STEN
v1ed

cred

0T€T

1

Glycocyamine kinase beta chai

e Molecule 1

6%
q'IIw
> o o
= | O

30%

62%

3%
-

Chain AO

T0Td

LBA

€6S

0ea
68D

980
38D

€83

993

(4

09N

TSM

S?1

8EN

SES
veT

0EN

(144

¥cea
€22d

Teea
0zcy

[q54%
6021
802d
L0y
90cd
CTOCH
00zd

68TL
88TL

198
€8TX

0811

€LTT

69TA
89TA

6STYH

¥S1d

AAR

7¥10

eyTI
71y

8CTA

9CTH

1z1a

8T1d

1114
OTTH

80TI
L0732

7010

¥8el

6.,€3

LLEN

v.eD

89€EN

Glycocyamine kinase beta cha

99€a
S9EA

TOEA

6VEN

11

e Molecule 1

32%

63%

5%

Chain AP

1570
ovA

S02d

€024
COCH
T02d

66TI
86TT

6STYH

LSTH
95TV

7STd

TSTA

(4%

Ly1S

7710

wie

00€L

86TH
L6TN

S62d

88CT1
1824

G8ZN

€82

® 8.2

L

(k4
T.L2A

8921
192D
9924

Ll

TSCH

8¥cA
Lycd
9%¢I
S¥CH

[444cs

[izan
6ETM

9€Td

veTn
€€TH

TETN
0€CH
6cTH

e Molecule 1

Teea
0zzy

8120
112D
912s

€121
[4%4¢

LBEN

£8€S
[4:i]

LLEX
0LET
S9eN

79¢e1
€9€N

TOEA

R LDWIDE

65€d
85€Y
LS€F

I

Glycocyamine kinase beta cha

zsey
TSev

8%€s

vvel

€eel

0€EN

8CET

9zeT

€2EeT

61€d

L1€d

STEN
vied
€1€T

0T€T
60€Y
80€T

1n

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 24

6%

.

25%

65%

8GL

3

€64

08X
671

6EN

LEH
9€Y
S€ES
Y€1

ced
T€d

8120
€121

COCH

66TI

9614

68T.L
88T.L

981d
S8TA
7814

T.1d

69TA
89TA

9974

vera

9CTH

8T1d

STTQ

1114

€0TY

06d

< .
©
=

{4’}

zeed

82T

9zeT

61€d
8T€eY

STEN
vred
€T€T
80€1

€0€Yd

TOoEA

86TN
LBZN

S62d
%620
€621
682D
8821
,82H
98¢d
982N
¥8CH
€8CH
08CH
8.20
T.2A

L92H
992d

1924
09zZA

TS

Lycyd

€vca

6ETM

{444

88€1

Glycocyamine kinase beta cha

@ ¢8ed
® V8EI

TLET

89€A

S9EA

1

T9eA

859€Y
L5€4

i

e Molecule 1

cSed

8EES
LEES

111

2%

28%

65%

Chain AR

20t1a
1074

664
8634

Ll

TLD

Ll

199
09N

LSA

YSM

0SA
671

S¥1

%S

15778

9EN

el

620

00000
I
I
%

[
©
—
=

E€EEL

Teed

STEN

€1€71

0T€T

[4:149]

06CA

8821

S8CN

28C1
182H
08CH

® 8.2

9924

¥9ca

1924
09ZA

85T
L8271

i

[4:14i]
TSTH

6921
8YCA
Ly2d

¥vea
Pagacs

6ETM

L8EN
v8el
€8€S
[4:1]
€LEV
0LE7T

v9e1
€9€EN

09€1
65ed
85€Y

SSEN

e Molecule 1

[4sior 8

9veq

9€€d

n

Glycocyamine kinase beta cha

2%

6%

30%

61%

Chain BA

€La

TLD

690

19D
993

199

6Gd
8GL
LSA

€94
{4’}
1S9
0S4
671

L9

i)

07A

LEH
9E)

® <¢6Td
T6IN

S8TA

€8TX

9%Td

Y910

71y
2eTd
9CTH
(4458

80TI
073

SOTI
7010

20t1a

664
863

68D

L8A
980
S8D
78l

084

LLN

9€Td

612V
8120

91¢s
€121
€024
Toca
00T
66TI

9674

€6TX

88€1

¥8e1

[4:14]
9LeX
TLET
T9EA

LS€d

ik

SveER

3

el
oveY

€EEL

Teed
Lced
9zeT
SceN

T2ed

61€4

STexn
vied
€1eT

b

80€1

£0€Y
(4078

662D
86CH

R LDWIDE

O

PROTEIN DATA BANK

W



4VTN

33%

111

65%

wwPDB X-ray Structure Validation Summary Report

Glycocyamine kinase beta cha

3%

Page 25
e Molecule 1
Chain BB

L6A

V64

CT6A

06d
68D

8l
€834

09N
6Gd

S6d
YSM
€GA

671

a

COCH

T6TN

68TL

L8171

S8TA

9CTH
T21a
8TTd
LTTH
9TTH
1114
80TI

SOTI

€0TA

T0T4
0074
664

LOEH
90€A

20EN

86CN

162N

2620
T6ecI

8821
1824

382N
Y8CH

28TT

SLTH
v.21

TL2A
0L23

192D
9924

09zA

1S21

SS2D

LyTy

¥¥ea

(474
THZN

B6ETM

9€Td

6cTH
822l

88€1
L8EN

@ §8ed
¥8el

6.L€4
8LET
LLEN
¥.e0
TLET
89€A

L9€D
99€d

T9EA

8G€Y
L59€d

25eY

Glycocyamine kinase beta cha

0seM
9%ea
9€ed
TEEH
praxs
9zeT
qeen

TTEW
Teed

L1ed
9T€H

€1€T
cred

6%

30%

111

62%

%
B

e Molecule 1
Chain BC

€0TH
2ota

8634

4

164

68D

980

8L

:
b

© N~ o
© 0 © Il
[ e N
[N o

4231
€.d
690
9934
YSM
0G4
8vd
2]
ovA

Lev

Teea

8120

912s

€1CT
(45401

90zd

COCH
Toca

96134

[ 4%

88TL

7814

LLTH

S.L1D

89TA

99Td
S9TA

1914

6374

SSTd
¥ST1d

2S10
TSTA

8¥TA

Y910

*

L8211
9CTH

1c1a
L1TH
1114
OTTH
60TH
80TI

SOTI

80€T

voev
€084
COEA
TOEA

86CH

9621
g62d
7620

€8TN

08CH

L.23

€L2d
[kécs

0.2

8921
192D

€92y

852x
L5271

0ses

Lv2d

v¥ea
Pogact

[izay
6ETM

LET1

L9€D

111

G9EN

29eb
T9EA

659€d
85€Y

i

csed

8¥%€S

9vea

Ll

EEET

Glycocyamine kinase beta cha

reed

Leed
9zeT

CTTEN

8T¢eY

3

e Molecule 1

cred

60€Y

36%

61%

3%

o - o
=]
==

Chain BD

6.4

LLN

S.d

€.d

%S

ovA

3

61d
8T
L18
9TH

YIA

) 8A

° 9b

LLTH
9LT1

¥L1D

TL1Q

89TA

€9Td

6GTH

LSGTH

¥91d
€911

TSTA

Y910

(4450
1545

6ETS

LETA

1

(4%

SCTIN

€21a

Ll

1c1a

ST1d

60TH

SOTI

€0TH

T.L2A

192D

€924

092A
652V

952a

zseh
TSTH

122D

€eed

(444}

8120

60CL

L0231
9023
S0z2d

€024

102a

6611

+

T6TN

L8TT

7814

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 26

CTLET
TLET
0LET

89€A
L9€D

(] N OO O
) 0 0 0 1 ©
@ m om0 m
~ (2 |

9vea

LEES

Teed
0€eN

praxs
9zeT

CTEN

ozea
61€d

STEN
vied
€1€T
@ 2led

80€T

90€A

€0€Y
COEN

00€L

862
6N

€621

682D
88CT
1,824

G8TN
¥8CH
€8TN

i
Glycocyamine k

68€d

LBEW

[4:i]
6.e4

9.Le)

1n

i beta cha

mase

e Molecule 1

2%

29%

63%

Chain BE

1114

60TH

@ o
< w0
- >

8EN

9eN

secd

€ced
(444,

802d
Sso0zcd
ZO0CH
Toza
00za

S6T0

68TL
88TL

981d

7814

08TT

LLTH

€L11

89TA

9Ty

8STS
LSTH

7STd

(4%
® TSTA

7710

(4258
TPTH
0%1d

veTd

CETd

L2171

9TTH

€TTd
(495}

1824

G82N
¥8CH
€8TN

08CH

cLed

89271

€924

Glycocyamine k

1924
092A

89¢x
L5271

zseh
TSCH

LyTd

S¥CH

Rgace

TN
[izan
6ETM

0E€CH
6cTM

88€1

asions
£8€S
[4:i]

6.Le3

LLEN

B69EN

L9€D

v9€1

ToEA
09€T

L5€d

1mase

SSEN

csed

8¥ves

L¥EI

9%ea

Thea

EEEL

Teed

8CeT

€2eT

8T€Y

STEN
vied

111

beta cha

e Molecule 1

2%

34%

62%

Chain BF

L0T3

€0TH

8631

960

764

(438

8L
€83

690
9934
(4N

6Gd
8GL

wSM
PN
az)l

ovA
6EN
8EN
LEH

ced
Ted

oy
scd
42}
acs
Lxacs
(40}
61d
8T

6611

1670
9674

€6T)

LTTH

ST1d

€T1d
(435}

9621

2620

88C1
1,824

08CH
LLTa
€.L24
TL2A
1,92
v9cd
09zA
LST1
¥52d
€52y
zseh
0§2s
Lycy
¥¥ea
oazac

{474
TN

6ETM

€€ecd

0ECH
6cTM

l44°

geed

{444\

612y

912S

9023

COCH

00za

9TeT
SceN

mase

€Cel1

61€d

L1€ed
9T€H
STEN
v1ed

Glycocyamine k

c1ed

™S WO N~ 0

o OO o oo

DHRD00
<w @A

00€L

e Molecule 1

86CH
L62N

11

beta cha

6%

29%

62%

%
B

Chain BG

1114

SOTI

cota
T0T4

863

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 27

Toza

S6T0

L8171

42128

08TT

LLTH

SL1D

89TA

S9TA

29Td
1914

7STd

(41 %}
TSTA

449

(4459
1542

i

9T

Teia
0zTd
61TV

982a

1

08CH

.21

[kécy
TLCA
0.4

8921
192D

¥92d

Ll

prasil
9zTd

¥cca

68€d
88€1

L

111

78ET

z8ed

LLEN

beta cha

S.ea
v.L€D

89€A
L9€D

79¢e1
€9EN

T9EA
09€T
65€T

Az

GSEN

€G€T

8¥€S

e Molecule 1

9¥ea

LEES
9ged

TEEH

mase

Glycocyamine k

24%

71%

3%
=

Chain BH

Y910

1345
0%10

9ETA

veTa
(435}
1114
OTTH

90Td
SOTI

06d

€84

VLN

0LL

993

0GA

£7S

ced
Ted

8¢V

€924

Ll

€52y
zseh

6%C1

PAZ4 S

g4

THeN
oveI
6ETM

LETT

6cTh

£¢2d

T2ea
6021
80¢d
L02H
CO0CH
6611
S6TD
2674
T6IN

06TH
68TL

L8111
981d

#814

6.L1Q

LLTH
¥L1D
€LTT
CTLIV

1914

6STH

LSTH

ovTH

L

LLEN
9.LeN
S.eQ
CTLET

89€N

L}

T9eA

i

4cio

8¥€S

o9vea

06CA

88C1
1824

S8CN

€.L24

0.Lz3

9924

beta chain

mase

Glycocyamine ki

e Molecule 1

6%

.

32%

59%

%
B

Chain BI

€84

6.4

S.d
TLN

994

[4°7\
199

851

198
€8TX

1973

6STYH

SS1d
7S1d

2ST0
TSTA

(57498

PAAR

TYTI
L5A%:e

6ETS
8ETH

9€TX

2620

88CT
L82d

S8CN

281

08CH

® 8.2

.21

94

29CS

09zA

Ll

TS
082S

8¥cn
Ly2d

[474ct
T¥ZN

6ECM
8ETA
LETT
6cTh
ocTy
€c¢ed
8120

€121

S024

€024

1020
00za

€61

L8171

S8TA

61€d

L1ed

€1eT
zred

60€Y4

1

£0€Y

86T
L62N

e Molecule 1

88€1

beta chain

mase

Glycocyamine ki

29%

68%

3%
m

Chain BJ

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 28

€TTd
[958
1114

60TH

90T

664

164

€83

084

1.0

99}

0
©
IIl.‘3

€9K
{48

08X
691

€78

157200

LEH

8TV

9eH

Tea

8Ty
LTS

CIN
T

©
>“I

6zTM

S2TH

€2ged

9128

9023

9614

[ 4%

L

L8TT

S8TA

€8TA

08TT

LLTH
9LTT

89TA

9973

1913

6STY
8STS

SS1d
¥STd
€STT

6%
9vTY

SP1D
7710

+

6ETS

LETA

veTa
€ETT

YCTH

ST1d

Teed
9zeT
CTEN
8T€Y
STEN
vied
€1€T

cred
TTEY

60€Y4
80€T

90€A
20en

TOEA
00€L

86CH
162N

2620
T6ecI
06CA

8821
1824

G8TN

Glycocyamine kinase beta cha

€8TN
28TT

08CH

kA

v.L21

0Lz

29zs

8592y
18921

LyTy
Eizan
S¥CH

i

0¥%CI

8ETA

88€1

6.L€4

LLeN
9.Lex

CTLET
TLET

L9€D

79eT1

T9EA
09€1

L5€d

€G9€T

9vea

cvea

9eed

€EEL

1n

e Molecule 1

6%

27%

65%

%
B

Chain BK

09N
6SGd

LEH

sed

€1eT
cred

80€T

voev

TOEA

862N
L62N

262D

88C1
1824

08CH

111

0.Lzd

¥92d

09ZA

89¢x

TGCH
0szs

SYCH
¥¥ea
€¥Ta

74\
0%CI
6ETM

LETT

82C1

9zeyd

€eed
(444}

612V

(45408

S0zd
%021

COCH

1

L8EN

€8€S

6.Led
8LET

vLED

S9EA

1

T9EA

89€Y
L5€3

€5€T

8%€S

SHEA

£veS

e Molecule 1

ovey
0geN
0zea
61ed

Glycocyamine kinase beta cha

38%

56%

4%
-

Chain BL

96D

(48

884

azcs
Tea
0ozZH

7814

0871

i ZA%)

cLIV

99714
S9TA

(4%
1914
09TY

8318
¥S1d

€GT1
2ST10

ST1d

€T1d
(495}
TT14

60TH

28T1
182D

L.T3
v.L21

v92d
€924

S6TD

® €614
(435

06TH

88TL
L8T1
98T1d

29eb
T9EA

i

L5€4

+

BYEN
8%€S

Svex
vveL

6E€T
8EES
LEES

b

prax

€0€Y
COEA

862N
162N
9621
g62d
7620
€601

1621
06CA

88TT
1,824

S82ZN

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 29

L8EN

¥8el

® 718€d

8LET
LLex

v.L€D
ELEY

e T.LeET
0LET

89€A

e Molecule 1

99ea
SG9€EA

111

inase beta chai

Glycocyamine k

6%

27%

64%

2%
n

Chain BM

TLD

690

19D
994

199
09N
6Gd
8GL

eT1

€024

00zd

v61a
€6T)

88TL

7814
€811

89TA
L9TH

1914

LSTH

SGTd
¥STd

2§10
TSTA

LTS
97 TH

Y710

(47458

6ETS

€ETH

121a

80TI
L0Td

SOTI
%01D

T0T4

L6X

06d

884
L8A

8

PLN

+

86T

9621

2620

062K

8821

982d

£8CH

08CH

€L2Y

T.L2A
0L23

192D

¥924

1924

L5271

08es

Lycy

¥¥ca

T¥ZN

6ETM
8ETA

L

veen

62CM
8221

92Td

¥cea
€2ged

8120
€121

212l
1214

88€I

S§8ed

z8eh

6.L€9

89€N

i

E9EA

beta cha

T9eA
09€T
69€d
feision
L5€d

€5€T
csed

9¥ea

EEEL

TEEH

Lz2ed

61€d
81€Y

€1e1
cred

07€T

e Molecule 1

80€T
LOEH

20EN

111

1mase

Glycocyamine ki

5%

Chain BN: T

32%

63%

LSA

SS8a

*

0S4
671

L¥d

88TL
1871

78TA

2819

8CTA

¥CTH

021d
61TV

LITH

80TI

SOTI
701D

cota

664
8631

64X

@® S8zZN

€8TN
2821

6ETM

LET1
9€Td
SETN
veen
TeETN
0ETH
62CM
€22d
Teea
812D
(434t

80¢d
0T

5024
S6TD

[435

68TL

98€d

1

z8ed

8LET

89€A

S9EA

€9EA

T9EA
09€T
65€T

111

pAsioce

L}

8¥€S

beta cha

ovea

€ves
cvea

Teed

1mase

Glycocyamine ki

e Molecule 1

6%

24%

68%

%
B

Chain BO

V64

163

884

8L

178D

S.d

CTLA

0LL

891

(42

8SGL

€GA

0SGA
671

Ll

el

Scd

8¢cI
T1CV

802d
L0TH

%021

0023
66TI

S6T0
88T.L

981d
S8TA

89TA
LSTH

¥S1d

[4c) %]
TSTA

67T

LTS

£v1Y

1344
0¥%10

LETA
9ETA

ve1a

L2711
9CTH

(495’

OTTH
60TH

SOTI

201a

664

oo
13}
IIM

960

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 30

SheEX

ovey

9ged

szexn

61ed

STEN
v1ed

90€A
S0€S

€08Y

86CH
162N

2620

8821

G8ZN

2821

@ 08CH

8120

89T1
192D

¥924

LSTT

G52H

egey

LyTd

S¥CH
¥¥eca
Pgac
(44

B6ETM

9€Td

1n

: Glycocyamine kinase beta chai

e Molecule 1

28%

68%

3%
L

Chain BP

SOTI
€0TH
664
884
8D
8l
€834
084
TLD
690
09N

6Gd
8GL

LETT
9€Td
(434}

0ECH
6cTM

jA54%
012D

L0231
902a

COCH
9674

2614

+

88TL
814
€814
281D

€LTT

69TA

€S€T
cSed
TSEV
9ved

LEES
9€€d

TEEH
0EEN

Lzed

SCeEN

6TEd
81€ey

STEN
vred

cred

80€T

86CH
L62TN
96CL
g6cd
%620
T6CI
88CT

S8CTN
¥8CH

1829
08CH

® 8.2

TL2A
0Lca

1929
09ZA

85¢A
LST1

TSZH

€¥2a

68€d

Glycocyamine k

LBEW

S8€d

6.,€4

LLEX

S9EA
¥oeT
€9€A
29eb
T9EA
09€T1
6G€d

beta chain

mase

e Molecule 1

2%

6%

.

31%

61%

Chain BQ

8L
€84

6.4
S.d
TLN
€.a

690

o)
©
et

99

8GL

i

£G4

0SA
671

€¥S

ovA

[
a2}
=

LEH
9%

620

LTy
9TA

COCH

6611

9614
S6Th

68TL
88TL

98Td

LLTA

69TA
89TA

S9TA
¥S1d

€GT1
ZS10

67TY
8YIA

SY1D

980

COEA
TOEA
00€L

86TN
L6TN

S62d

2620

T6cI

8821
1824

S8CN

€8T

182D
08CH

[k
8921

L92H
992H

¥924

L5271

€gey

[} IR ) N~
o [
{TIIIIAI
= [ S = =) ~

LETT
9€Cd

€eed
(444

812D

912S

€1TT

802d
L0Tx1

so0zcd

68€d
88€1

® §8ed

€8€S

0LET

csed

9%ed

mase

Tvel

cvea

€0€Y

111

Glycocyamine ki beta cha

e Molecule 1

27%

68%

4%
.

Chain BR

azcs
Teca
® ozm

® 8Id
118
9TH

€1
CIN

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4VTN

Page 31

L2Td
9¢Ty

€zged
{444
Teea
012D
80¢d
S0cd
9614
[ 4%
88TL
S8TA
7814
€8TA
9LT1
€LTT
¥STd
LY1S
ovTY
SY1D
442
(47458

€TTd
(495}

9074
SOTI

i
8¥ves
LYEI

174578

0veY

8EES

9€ed
SEED

Teed
oeex

9ze1

€2eT
CTEN

9T€H
STEN
v1ed

1

0T€T
60€Y

S0€S

ToEA

86CTH

ks

i

SLTH

€L2Y

T.L2A
0L23

€924

68€d

L8EW

78€1

z8ed

89€A

€9EA

T9EA

65€d

LG€d

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 32 wwPDB X-ray Structure Validation Summary Report 4AVTN
4 Data and refinement statistics (i)
Property Value Source
Space group P1211 Depositor
Cell constants 243.11A  114.27A  259.90A .
Depositor
a, b, c, a, B, 90.00° 90.25° 90.00°
. 20.00 - 2.30 Depositor
Resolution (4) 33.05 — 2.30 EDS
% Data completeness (Not available) (20.00-2.30) Depositor
(in resolution range) 92.1 (33.05-2.30) EDS
Rinerge 0.09 Depositor
Reym (Not available) Depositor
<I/o(I)>" 3.56 (at 2.29A) Xtriage
Refinement program PHENIX Depositor
R R 0.197 , 0.263 Depositor
7 Phfree 0.235 , 0.293 DCC
Rree test set 30531 reflections (5.00%) wwPDB-VP
Wilson B-factor (A?) 22.2 Xtriage
Anisotropy 0.185 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.34 , 22.2 EDS
L-test for twinning? <|L| > =048, < L?> = 0.31 Xtriage
Estimated twinning fraction 0.430 for h-k,-1 Xtriage
F,F. correlation 0.94 EDS
Total number of atoms 113311 wwPDB-VP
Average B, all atoms (A?) 27.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The analyses of the Patterson function reveals
a significant off-origin peak that is 38.54 % of the origin peak, indicating pseudo-translational
symmetry. The chance of finding a peak of this or larger height randomly in a structure without
pseudo-translational symmetry is equal to 3.6308e-04. The detected translational NCS is most
likely also responsible for the elevated intensity ratio.

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.
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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:
NMG, ADP, MG, NO3

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 | prigy 1 417) >5 | RMSZ 47| >5
1 AA 0.34 0/2963 0.51 0/3986
1 AB 0.37 0/3142 0.55 0/4227
1 AC 0.34 0/2972 0.53 0/3997
1 AD 0.38 0/3099 0.55 0/4168
1 AE 0.35 0/2972 0.52 0/3997
1 AF 0.37 0/3129 0.56 0/4209
1 AG 0.35 0/2972 0.53 1/3997 (0.0%)
1 AH 0.35 0/3120 0.53 0/4197
1 Al 0.34 0/2963 0.52 0/3986
1 AJ 0.37 0/3129 0.53 0/4209
1 AK 0.35 0/2972 0.52 0/3997
1 AL 0.38 0/3120 0.55 0/4197
1 AM 0.35 0/2972 0.54 0/3997
1 AN 0.37 0/3099 0.54 0/4168
1 AO 0.34 0/2963 0.53 0/3986
1 AP 0.39 0/3087 0.55 1/4152 (0.0%)
1 AQ 0.35 0/2963 0.53 0/3986
1 AR 0.38 0/3071 0.55 0/4131
1 BA 0.33 0/2972 0.51 0/3997
1 BB 0.36 0/3148 0.55 1/4235 (0.0%)
1 BC 0.34 0/2972 0.53 0/3997
1 BD 0.36 0/3129 0.54 0/4209
1 BE 0.34 0/2972 0.52 0/3997
1 BF 0.38 0/3099 0.56 0/4168
1 BG 0.35 0/2972 0.52 0/3997
1 BH 0.38 0/3099 0.55 0/4168
1 BI 0.36 0/2972 0.54 0/3997
1 BJ 0.37 0/3129 0.55 0/4209
1 BK 0.35 0/2972 0.54 0/3997
1 BL 0.36 0/3087 0.54 0/4152
1 BM 0.34 0/2972 0.53 0/3997
1 BN 0.35 0/3099 0.54 0/4168
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. Bond lengths Bond angles

Mol | Chain | o717 55 | RMSZ 4| Z| >5
1 BO 0.36 0/2972 0.54 0/3997
1 BP 0.37 0/3099 0.55 0/4168
1 BQ 0.34 0/2963 0.53 0/3986
1 BR 0.39 0/3087 0.57 1/4152 (0.0%)

All All 0.36 | 0/109423 | 0.54 | 4/147178 (0.0%)

There are no bond length outliers.

All (4) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
1 BB 308 | LEU | CA-CB-CG | 5.41 127.75 115.30
1 AP 353 | LEU | CA-CB-CG | 5.32 127.53 115.30
1 AG 364 | LEU | CA-CB-CG | 5.26 127.40 115.30
1 BR 353 | LEU | CA-CB-CG | 5.04 126.90 115.30

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 AA 2901 0 2866 94 0
1 AB 3074 0 3034 107 0
1 AC 2910 0 2879 88 0
1 AD 3032 0 2997 81 0
1 AE 2910 0 2879 83 0
1 AF 3061 0 3018 96 0
1 AG 2910 0 2879 78 0
1 AH 3052 0 3010 141 0
1 Al 2901 0 2866 89 0
1 AJ 3061 0 3018 85 0
1 AK 2910 0 2879 89 0
1 AL 3052 0 3010 79 0
1 AM 2910 0 2879 82 0
1 AN 3032 0 2997 96 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 AO 2901 0 2866 93 0
1 AP 3021 0 2988 108 0
1 AQ 2901 0 2866 85 0
1 AR 3005 0 2966 97 0
1 BA 2910 0 2879 93 0
1 BB 3080 0 3039 98 0
1 BC 2910 0 2879 90 0
1 BD 3061 0 3018 115 0
1 BE 2910 0 2879 102 0
1 BF 3032 0 2997 115 0
1 BG 2910 0 2879 90 0
1 BH 3032 0 2997 81 0
1 BI 2910 0 2879 107 0
1 BJ 3061 0 3018 78 0
1 BK 2910 0 2879 92 0
1 BL 3021 0 2988 119 0
1 BM 2910 0 2879 83 0
1 BN 3032 0 2997 101 0
1 BO 2910 0 2879 71 0
1 BP 3032 0 2997 77 0
1 BQ 2901 0 2866 95 0
1 BR 3021 0 2988 85 0
2 AA 8 0 ) 0 0
2 AB 8 0 ) 2 0
2 AC 8 0 5 0 0
2 AD 8 0 ) 0 0
2 AE 8 0 ) 1 0
2 AF 8 0 ) 0 0
2 AG 8 0 ) 2 0
2 AH 8 0 ) 0 0
2 Al 8 0 ) 1 0
2 AJ 8 0 5 0 0
2 AK 8 0 ) 0 0
2 AL 8 0 ) 0 0
2 AM 8 0 5) 1 0
2 AN 8 0 ) 1 0
2 AO 8 0 ) 1 0
2 AP 8 0 5 0 0
2 AQ 8 0 ) 0 0
2 AR 8 0 ) 0 0
2 BA 8 0 ) 0 0
2 BB 8 0 ) 1 0

Continued on next page...
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Symm-Clashes

12

H(added) | Clashes

106

138

Chain | Non-H | H(model)

BO
BP

BQ
BR
AA
AB

AC

AD

AE

AF

AG
AH

Al

AJ

AK

AL

AM
AN

AO
AP

AQ
AR

BA
BB
BC
BD
BE
BF

BG
BH
BI

BJ

BK
BL

BM
BN
BO
BP

BQ

BR
AA

AB

Mol
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
6 AC 116 0 0 5 0
6 AD 149 0 0 3 0
6 AE 154 0 0 6 0
6 AF 117 0 0 9 0
6 AG 131 0 0 4 0
6 AH 88 0 0 5 0
6 Al 111 0 0 3 0
6 AlJ 137 0 0 5 0
6 AK 125 0 0 8 0
6 AL 156 0 0 5 0
6 AM 149 0 0 8 0
6 AN 116 0 0 7 0
6 AO 113 0 0 7 0
6 AP 172 0 0 14 0
6 AQ 167 0 0 10 0
6 AR 166 0 0 5 0
6 BA 99 0 0 2 0
6 BB 130 0 0 2 0
6 BC 155 0 0 4 0
6 BD 110 0 0 12 0
6 BE 117 0 0 7 0
6 BF 144 0 0 6 0
6 BG 131 0 0 5 0
6 BH 145 0 0 13 0
6 BI 118 0 0 9 0
6 BJ 145 0 0 7 0
6 BK 127 0 0 4 0
6 BL 90 0 0 6 0
6 BM 141 0 0 9 0
6 BN 116 0 0 6 0
6 BO 173 0 0 6 0
6 BP 151 0 0 9 0
6 BQ 105 0 0 13 0
6 BR 166 0 0 10 0

All All 113311 0 106446 3296 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 15.

The worst 5 of 3296 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:AK:126:LYS:HB2 | 1:AK:358:ARG:HD2 1.38 1.04
1:AD:285:ASN:HB2 | 1:AD:291:ILE:HD11 1.40 1.02
1:BC:126:LYS:HB2 | 1:BC:358:ARG:HD2 1.39 1.02
1:BB:285:ASN:HD22 1:BB:288:LEU:H 1.06 1.00
1:AL:285:ASN:HD22 1:AL:288:LEU:H 1.03 0.99

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 AA 364/390 (93%) 335 (92%) 29 (8%) 0 100 I
1 AB 385/390 (99%) 360 (94%) 21 (6%) 4 (1%) 151117
1 AC 365/390 (94%) 338 (93%) 26 (7%) 1 (0%) 41 50
1 AD 380/390 (97%) 359 (94%) 21 (6%) 0 100 I
1 AE 365/390 (94%) 344 (94%) 19 (5%) 2 (0%) 29 35
1 AF 383/390 (98%) 361 (94%) 20 (5%) 2 (0%) 29 35
1 AG 365/390 (94%) 338 (93%) 23 (6%) 4 (1%) 1471115
1 AH 382/390 (98%) 337 (88%) | 41 (11%) | 4 (1%) 151117
1 Al 364/390 (93%) 340 (93%) 21 (6%) 3 (1%) 19 23
1 AJ 383/390 (98%) 352 (92%) 27 (7%) 4 (1%) 151117
1 AK 365/390 (94%) 347 (95%) 17 (5%) 1 (0%) 41 50
1 AL 382/390 (98%) 362 (95%) 20 (5%) 0 100 § § 100
1 AM 365/390 (94%) 336 (92%) 24 (7%) 5 (1%) 117111
1 AN 380/390 (97%) 351 (92%) 26 (7%) 3 (1%) 19 23
1 AO 364/390 (93%) 342 (94%) 18 (5%) 4 (1%) 147115
1 AP 379/390 (97%) 355 (94%) 21 (6%) 3 (1%) 19 23
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 AQ 364,/390 (93%) 342 (94%) | 21 (6%) | 1 (0%) 41 50
1 AR 377/390 (97%) 351 (93%) | 22 (6%) | 4 (1%) 1415
1 BA 365/390 (94%) 337 (92%) | 23 (6%) | 5(1%) | f11f|11]
1 BB 386,/390 (99%) 358 (93%) | 24 (6%) | 4 (1%) 1517
1 BC 365/390 (94%) 341 (93%) | 23 (6%) | 1 (0%) 41 50
1 BD 383/390 (98%) 351 (92%) | 29 (8%) | 3 (1%) 19/ 23
1 BE 365/390 (94%) 337 (92%) | 25 (T%) | 3 (1%) 19/ 23
1 BF 380/390 (97%) 344 (90%) | 33 (9%) | 3 (1%) 19/ 23
1 BG 365/390 (94%) 334 (92%) | 29 (8%) | 2 (0%) 29 35
1 BH 380/390 (97%) 353 (93%) | 23 (6%) | 4 (1%) 141115
1 BI 365/390 (94%) 342 (94%) | 22 (6%) | 1 (0%) 41 50
1 BJ 383/390 (98%) 355 (93%) | 26 (7%) | 2 (0%) 29 35
1 BK 365/390 (94%) 341 (93%) | 23 (6%) | 1 (0%) 41 50
1 BL 379/390 (97%) 331 (87%) | 40 (11%) | 8 (2%)
1 BM 365/390 (94%) 345 (94%) | 19 (5%) | 1 (0%) 41 50
1 BN 380/390 (97%) 349 (92%) | 26 (7%) | 5 (1%) 1212
1 BO 365/390 (94%) 344 (94%) | 19 (5%) | 2 (0%) 29 35
1 BP 380/390 (97%) 348 (92%) | 29 (8%) | 3 (1%) 19/ 23
1 BQ 364,/390 (93%) 342 (94%) | 20 (6%) | 2 (0%) 29 35
1 BR 379/390 (97%) 353 (93%) | 24 (6%) | 2 (0%) 29 35

All | All | 13426/14040 (96%) | 12455 (93%) | 874 (6%) | 97 (1%) 22 26

5 of 97 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 AH 168 VAL
1 AM 54 TRP
1 AM 336 GLU
1 BG 242 GLU
1 BH 242 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
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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 AA 315/335 (94%) 294 (93%) 21 (7%) 167 21
1 AB 333/335 (99%) 311 (93%) 22 (7%) 161 22
1 AC 316/335 (94%) 297 (94%) 19 (6%) 19 26
1 AD 329/335 (98%) 311 (94%) 18 (6%) 21 30
1 AE 316/335 (94%) 300 (95%) 16 (5%) 24 33
1 AF 332/335 (99%) 314 (95%) 18 (5%) 22 30
1 AG 316/335 (94%) 301 (95%) 15 (5%) 26 37
1 AH 331/335 (99%) 312 (94%) 19 (6%) 200 28
1 Al 315/335 (94%) 296 (94%) 19 (6%) 19 26
1 AJ 332/335 (99%) 313 (94%) 19 (6%) 200 28
1 AK 316/335 (94%) 301 (95%) 15 (5%) 26 37
1 AL 331/335 (99%) 315 (95%) 16 (5%) 25 36
1 AM 316/335 (94%) 296 (94%) 20 (6%) 187 24
1 AN 329/335 (98%) 313 (95%) 16 (5%) 25 35
1 AO 315/335 (94%) 300 (95%) 15 (5%) 25 36
1 AP 328/335 (98%) 314 (96%) 14 (4%) 29 40
1 AQ 315/335 (94%) 295 (94%) 20 (6%) 187 24
1 AR 326/335 (97%) 303 (93%) 23 (7%) 14719
1 BA 316/335 (94%) 301 (95%) 15 (5%) 26 37
1 BB 334/335 (100%) 317 (95%) 17 (5%) 24 33
1 BC 316/335 (94%) 303 (96%) 13 (4%) 30 43
1 BD 332/335 (99%) 313 (94%) 19 (6%) 200 28
1 BE 316/335 (94%) 299 (95%) 17 (5%) 22 30
1 BF 329/335 (98%) 311 (94%) 18 (6%) 21 30
1 BG 316/335 (94%) 301 (95%) 15 (5%) 26 37
1 BH 329/335 (98%) 315 (96%) 14 (4%) 29 40
1 BI 316/335 (94%) 299 (95%) 17 (5%) 22 30
1 BJ 332/335 (99%) 315 (95%) 17 (5%) 24 33
1 BK 316/335 (94%) 299 (95%) 17 (5%) 2230

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

1 BL 328/335 (98%) 310 (94%) 18 (6%) 21 30

1 BM 316/335 (94%) 300 (95%) 16 (5%) 24 33

1 BN 329/335 (98%) 310 (94%) 19 (6%) 20 27

1 BO 316/335 (94%) 305 (96%) 11 (4%) 36 50

1 BP 329/335 (98%) 316 (96%) 13 (4%) 31 44

1 BQ 315/335 (94%) 296 (94%) 19 (6%) 19 26

1 BR 328/335 (98%) 311 (95%) 17 (5%) 23 32
All All 11624/12060 (96%) | 11007 (95%) | 617 (5%) 22 31

5 of 617 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 BI 308 LEU
1 BP 191 ASN
1 BJ 134 ASP
1 BI 257 LEU
1 BL 358 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 164
such sidechains are listed below:

Mol | Chain | Res | Type
1 BH 110 HIS
1 BM 307 HIS
1 BI 38 ASN
1 BJ 285 ASN
1 BP 195 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.
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5.5 Carbohydrates (i)

There are no monosaccharides in this entry.

5.6 Ligand geometry (i)

Of 144 ligands modelled in this entry, 36 are monoatomic - leaving 108 for Mogul analysis.

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 | |\ ""RMS7 [ #|2]> 2 | Counts | RMSZ | #]7] > 2
3 | ADP | BD | 402 | 4 | 242020 099 | 1(4%) | 294545 120 | 2 (6%)
3 | ADP | BC | 402 | 4 | 242020 095 | 1(4%) |294545| 131 | 3 (10%)
3 | ADP | BK | 402 | 4 | 242020 108 | 3 (12%) | 294545 | 1.30 | 4 (13%)
3 | ADP | BL | 402 | 4 | 242020 007 | 1(4%) |294545| 1.32 | 3 (10%)
2 | NMG| BO | 401 | - | 777 | 067 0 888 | 226 | 2 (25%)
3 | ADP | AM | 402 | 4 | 242920 103 | 1(4%) |204545| 125 | 3 (10%)
5 | NO3 | BC | 404 | 4 | 133 | 346 | 1(100%) | 033 | - i
2 | NMG | BD | 401 | - | 777 | 082 0 888 | 196 | 1(12%)
5 | NO3 | BK | 404 | 4 | 133 | 352 | 1(100%) | 033 | - i
2 | NMG | BL |40l | - | 777 | 079 0 888 | 194 | 1(12%)
3 | ADP | AG | 402 | 4 | 242020 099 | 2(8%) |294545| 1.37 | 4 (13%)
5 | NO3 | BD | 404 | 4 | 133 | 351 | 1(100%) | 033 | - i
2 | NMG | BM |40l | - | 777 | 074 0 888 | 185 | 1(12%)
3 | ADP | AA | 502 | 4 | 242020 103 | 1(4%) |294545| 1.25 | 2 (6%)
2 | NMG | BK |40l | - | 777 | 076 0 888 | 199 | 1(12%)
3 | ADP | BI | 402 | 4 | 242020 099 | 2(8%) |294545| 149 | 5 (17%)
5 | NO3 | BG | 404 | 4 | 133 | 353 | 1(100%) | 033 | - i
3 | ADP | BB | 402 | 4 | 242020 099 | 1(4%) |294545| 1.26 | 3 (10%)
5 | NO3 | AG | 404 | 4 | 133 | 374 | 1(100%) | 033 | - i
2 | NMG | AP |401| - | 777 | 074 0 888 | 180 | 1(12%)
5 | NO3 | AM | 404 133 | 349 | 1(100%) | 033 | - i
5 | NO3 | BR | 404 133 | 368 | 1(100%) | 033 | - i
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Mol | Type | Chain Res | Link | oo | RMSE | 41252 | Cous | RMSE | 41|52
3 ADP AF 402 4 24,29,29 | 1.04 2 (8%) 29,4545 | 1.28 2 (6%)
3 ADP Al 402 4 24,29,29 | 1.01 1 (4%) 29,4545 | 1.42 4 (13%)

5 NO3 AB 404 4 1,3,3 3.39 1 (100%) 0,3,3 - -
5 NO3 Al 404 4 1,3,3 3.79 1 (100%) 0,3,3 - -
5 NO3 AA 504 4 1,3,3 3.56 1 (100%) 0,3,3 - -
2 NMG BP 401 - 7,0,7 0.81 0 8,8,8 2.60 1 (12%)
5 NO3 BE 404 4 1,3,3 3.52 1 (100%) 0,3,3 - -
3 ADP AN 402 4 24,29,29 | 1.06 1 (4%) 29,4545 | 1.41 3 (10%)
2 NMG BJ 401 - T,0,7 0.77 0 8,8,8 2.14 2 (25%)
3 ADP AC 402 4 24,29,29 | 1.01 1 (4%) 29,4545 | 1.27 2 (6%)
2 NMG Al 401 - 7,77 0.75 0 8,8,8 1.84 1 (12%)
3 ADP AD 402 4 24,29,29 | 1.03 2 (8%) 29,4545 | 1.26 3 (10%)
3 ADP AR 402 4 24,29,29 | 0.97 1 (4%) 29,4545 | 1.34 3 (10%)
D NO3 AJ 404 4 1,3,3 3.55 1 (100%) 0,3,3 - -
5 NO3 AL 404 4 1,3,3 3.62 1 (100%) 0,3,3 - -
3 ADP AB 402 4 24,29,29 | 0.97 1 (4%) 29,4545 | 1.31 3 (10%)
5 NO3 AR 404 4 1,3,3 3.73 1 (100%) 0,3,3 - -
3 ADP BH 402 4 24,29,29 | 1.01 2 (8%) 29,4545 | 1.06 2 (6%)
5 NO3 BA 504 4 1,3,3 3.57 1 (100%) 0,3,3 - -
5 NO3 BL 404 4 1,3,3 3.67 1 (100%) 0,3,3 - -
2 NMG BN 401 - 7,7,7 0.81 0 8,8,8 1.76 1 (12%)
2 NMG BQ 401 - T,0,7 0.82 0 8,8,8 1.50 1 (12%)
3 ADP AK 402 4 24,29,29 | 1.03 1 (4%) 29,4545 | 1.30 3 (10%)
5 NO3 AN 404 4 1,3,3 3.53 1 (100%) 0,3,3 - -
2 NMG BB 401 - T,0,7 0.78 0 8,8,8 2.85 2 (25%)
5 NO3 BO 404 4 1,3,3 3.61 1 (100%) 0,3,3 - -
2 NMG AR 401 - 7,7,7 0.75 0 8,8,8 2.68 1 (12%)
2 NMG AC 401 - 7,0,7 0.79 0 8,8,8 1.94 1 (12%)
5 NO3 AF 404 4 1,3,3 3.53 1 (100%) 0,3,3 - -
5 NO3 AH 404 4 1,3,3 3.54 1 (100%) 0,3,3 - -
2 NMG AG 401 - 7,7,7 0.73 0 8,8,8 1.54 1 (12%)
3 ADP BE 402 4 24,29,29 | 1.10 3 (12%) | 29,4545 | 1.23 3 (10%)
5 NO3 AD 404 4 1,3,3 3.53 1 (100%) 0,3,3 - -
2 NMG AK 401 - 7,70,7 0.74 0 8,8,8 1.31 1 (12%)
3 ADP BJ 402 4 24,29,29 | 0.97 1 (4%) 29,4545 | 1.42 6 (20%)
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Mol | Type | Chain Res | Link | oo | RMSE| 41252 | Cous | RMSE | 41|52
3 ADP BO 402 4 24,29,29 | 0.98 1 (4%) 29,4545 | 1.41 4 (13%)
2 NMG AF 401 - 7,7,7 0.95 0 8,8,8 217 | 2 (25%)
3 ADP AP 402 4 24,29,29 | 0.97 1 (4%) 29,4545 | 1.45 4 (13%)
2 NMG BG 401 - 7,7,7 0.78 0 8,8,8 1.55 2 (25%)
5 NO3 BJ 404 4 1,3,3 3.47 1 (100%) 0,3,3 - -
3 ADP BP 402 4 24,29,29 | 0.91 1 (4%) 29,4545 | 1.52 7 (24%)
2 NMG AH 401 - 7,70,7 0.76 0 8,8,8 1.85 1 (12%)
3 ADP BQ 402 4 24,2929 | 1.01 2 (8%) 29,4545 | 1.31 3 (10%)
3 ADP AE 402 4 24,29,29 | 1.07 2 (8%) 294545 | 1.27 | 4 (13%)
2 NMG AE 401 - 7,7,7 0.76 0 8,8,8 2.44 2 (25%)
3 ADP BN 402 4 24,2929 | 0.98 1 (4%) 29,4545 | 1.39 3 (10%)
5 NO3 AO 404 4 1,3,3 3.52 1 (100%) 0,3,3 - -
2 NMG BF 401 - 7,7,7 0.79 0 8,8,8 2.22 1 (12%)
3 ADP AQ 402 4 24,29,29 | 0.98 1 (4%) 29,4545 | 1.41 5 (17%)
2 NMG AQ 401 - 7,7,7 0.78 0 8,8,8 2.93 1 (12%)
2 NMG BA 501 - 7,7,7 0.76 0 8,8,8 2.05 1 (12%)
5 NO3 BN 404 4 1,3,3 3.54 1 (100%) 0,3,3 - -
5 NO3 BQ 404 4 1,3,3 3.59 1 (100%) 0,3,3 - -
5 NO3 BF 404 4 1,3,3 NG 1 (100%) 0,3,3 - -
2 NMG BC 401 - 7,0,7 0.78 0 8,8,8 1.73 1 (12%)
2 NMG | AM 401 - 7,7,7 0.90 0 8,8,8 1.82 1 (12%)
2 NMG AB 401 - T,0,7 0.80 0 8,8,8 2.58 1 (12%)
2 NMG AO 401 - 7,0,7 0.77 0 8,8,8 1.63 1 (12%)
5 NO3 AC 404 4 1,3,3 3.56 1 (100%) 0,3,3 - -
2 NMG AN 401 - T,0,7 0.74 0 8,8,8 2.06 1 (12%)
2 NMG BE 401 - 7,7,7 0.77 0 8,8,8 1.92 1 (12%)
2 NMG AL 401 - 7,7,7 0.78 0 8,8,8 1.96 1 (12%)
2 NMG AD 401 - 7,0,7 0.74 0 8,8,8 1.72 1 (12%)
2 NMG AA 501 - 7,7,7 0.75 0 8,8,8 2.12 1 (12%)
3 ADP BR 402 4 24,29.29 | 0.96 1 (4%) 29,4545 | 1.38 4 (13%)
3 ADP AO 402 4 24,29,29 | 1.00 1 (4%) 29,4545 | 1.23 3 (10%)
2 NMG BI 401 - 7,7,7 0.81 0 8,8,8 2.40 2 (25%)
5 NO3 BM 404 4 1,3,3 3.56 1 (100%) 0,3,3 - -
3 ADP AL 402 4 24,29,29 | 1.07 1 (4%) 29,4545 | 1.26 3 (10%)
3 ADP BA 502 4 24,29,29 | 0.98 2 (8%) 29,4545 | 1.34 5 (17%)
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Mol | Type | Chain Res | Link | oo | RMSE| 41252 | Cous | RMSE | 41|52
3 ADP BF 402 4 24,29,29 | 0.97 1 (4%) 29,4545 | 1.63 7 (24%)
5 NO3 AQ 404 4 1,3,3 3.58 1 (100%) 0,3,3 - -
5 NO3 AK 404 4 1,3,3 3.60 1 (100%) 0,3,3 - -
3 ADP AJ 402 4 24,29,29 | 0.98 1 (4%) 29,4545 | 1.36 4 (13%)
3 ADP BG 402 4 24,2929 | 1.02 2 (8%) 29,4545 | 1.26 2 (6%)
3 ADP AH 402 4 24,29,29 | 1.03 2 (8%) 29,4545 | 1.20 3 (10%)
2 NMG BR 401 - 7,70,7 0.88 8,8,8 2.46 1 (12%)
5 NO3 BI 404 4 1,3,3 3.69 1 (100%) 0,3,3 - -
5 NO3 BH 404 4 1,3,3 3.59 1 (100%) 0,3,3 - -
5 NO3 BB 404 4 1,3,3 3.75 1 (100%) 0,3,3 - -
5 NO3 BP 404 - 1,3,3 3.56 1 (100%) 0,3,3 - -
5 NO3 AP 404 4 1,3,3 3.52 1 (100%) 0,3,3 - -
5 NO3 AE 404 4 1,3,3 3.75 1 (100%) 0,3,3 - -
2 NMG Al 401 - 7,0,7 0.77 8,8,8 2.09 2 (25%)
3 ADP BM 402 4 24,29,29 | 0.99 1 (4%) 29,4545 | 1.42 4 (13%)
2 NMG BH 401 - 7,7,7 0.86 8,8,8 1.67 1 (12%)

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 NMG AL 401 - - 0/5/5/5 -
3 ADP AD 402 4 - 5/12/32/32 | 0/3/3/3
3 ADP AR 402 4 - 5/12/32/32 | 0/3/3/3
3 ADP BD 402 4 - 6/12/32/32 | 0/3/3/3
2 NMG AD 401 - - 0/5/5/5 -
3 ADP BC 402 4 - 3/12/32/32 | 0/3/3/3
3 ADP BE 402 4 - 4/12/32/32 | 0/3/3/3
3 ADP BK 402 4 - 6/12/32/32 | 0/3/3/3
3 ADP BL 402 4 - 1/12/32/32 | 0/3/3/3
2 NMG BO 401 - - 0/5/5/5 -
2 NMG AA 501 - 1/5/5/5 -
3 ADP AM 402 4 - 8/12/32/32 | 0/3/3/3
3 ADP BR 402 4 - 3/12/32/32 | 0/3/3/3
2 NMG AK 401 - - 1/5/5/5 -

Continued on next page...
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Continued from previous page...
Mol | Type | Chain | Res | Link | Chirals | Torsions Rings

NMG | BD | 401 | - - 0/5/5/5 -
ADP | BJ [402| 4 - 4/12/32/32 | 0/3/3/3
NMG | BL | 401 | - - 0/5/5/5 -

ADP | BO [ 402 | 4 - 5/12/32/32 | 0/3/3/3
ADP | AO [ 402 | 4 - 4/12/32/32 | 0/3/3/3
4

ADP | AG | 402 - 4/12/32/32 | 0/3/3/3

NMG | BI | 401 | - - 1/5/5/5 -
ADP | AB [ 402 | 14 - 4/12/32/32 | 0/3/3/3
NMG | AF | 401 | - - 0/5/5/5

ADP AP 402
ADP BH 402

4 - 5/12/32/32 | 0/3/3/3

4 _ 4/12/32/32 | 0/3/3/3
ADP | AL [ 402 | 14 - 2/12/32/32 | 0/3/3/3
ADP | BA [ 502 | 4 - 6/12/32/32 | 0/3/3/3

2
3

2

3

3

3

2

3

2

3

3

3

3

2 | NMG | BM | 401 | - - 0/5/5/5 -

2 | NMG | BG | 401 | - - 0/5/5/5 -

3 | ADP | BF [ 402 | 4 - 2/12/32/32 | 0/3/3/3
3 | ADP | AA [ 502 | 4 - 2/12/32/32 | 0/3/3/3
2 | NMG | BK | 401 | - - 1/5/5/5 -

3 | ADP | BI [402 | 4 - 5/12/32/32 | 0/3/3/3
3 | ADP | BP [ 402 | 4 - 5/12/32/32 | 0/3/3/3
2 | NMG | AH | 401 | - - 0/5/5/5 -

2 | NMG | BN | 401 | - - 1/5/5/5 -

2 | NMG | AP | 401 | - - 0/5/5/5 -

3 | ADP | BB [ 402 | 4 - 2/12/32/32 | 0/3/3/3
3 | ADP | AJ [402 | 4 - 7/12/32/32 | 0/3/3/3
2 | NMG | BQ | 401 | - - 0/5/5/5 -

3 | ADP | AK | 402 | 4 - 1/12/32/32 | 0/3/3/3
3 | ADP | BQ [ 402 | 4 - 9/12/32/32 | 0/3/3/3
3 | ADP | BG [ 402 | 4 - 3/12/32/32 | 0/3/3/3
3 | ADP | AF [ 402 | 4 - 2/12/32/32 | 0/3/3/3
3 | ADP | AE [402 | 4 - 5/12/32/32 | 0/3/3/3
3 | ADP | Al | 402 | 4 - 1/12/32/32 | 0/3/3/3
3 | ADP | AH [ 402 | 4 - 3/12/32/32 | 0/3/3/3
2 | NMG | AE | 401 | - - 0/5/5/5 -

2 | NMG | BB | 401 | - - 0/5/5/5 -

3 | ADP | BN [ 402 | 4 - 5/12/32/32 | 0/3/3/3
2 | NMG | BR | 401 | - - 0/5/5/5 -

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings

2 NMG BF 401 - - 0/5/5/5 -
3 ADP AQ 402 4 - 5/12/32/32 | 0/3/3/3
2 NMG | AQ 401 - - 0/5/5/5 -
2 NMG AR 401 - - 0/5/5/5 -
2 NMG BA 501 - - 0/5/5/5 -
2 NMG AC 401 - - 0/5/5/5 -
2 NMG BP 401 - - 0/5/5/5 -
3 ADP AN 402 4 - 4/12/32/32 | 0/3/3/3
2 NMG BJ 401 - - 0/5/5/5 -
3 ADP AC 402 4 - 2/12/32/32 | 0/3/3/3
2 NMG Al 401 - - 0/5/5/5 -
2 NMG BC 401 - - 0/5/5/5 -
2 NMG | AM 401 - - 0/5/5/5 -
2 NMG AB 401 - - 0/5/5/5 -
2 NMG | AG 401 - - 0/5/5/5 -
2 NMG | AO 401 - - 2/5/5/5 -
2 NMG BH 401 - - 0/5/5/5 -
2 NMG AJ 401 - - 0/5/5/5 -
3 ADP BM 402 4 - 5/12/32/32 | 0/3/3/3
2 NMG | AN 401 - - 0/5/5/5 -
2 NMG BE 401 - - 2/5/5/5 -
The worst 5 of 86 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
) Al 404 | NO3 O1-N | 3.79 1.41 1.24
) BC 404 | NO3 O1-N | 3.76 1.41 1.24
) AE 404 | NO3 O1-N | 3.75 1.41 1.24
5 BF 404 | NO3 | O1-N | 3.75 1.41 1.24
5 BB 404 | NO3 | O1-N | 3.75 1.41 1.24

The worst 5 of 172 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
2 AQ 401 | NMG | CD-NE-CZ | 7.90 130.02 122.43
2 BB 401 | NMG | CD-NE-CZ | 7.52 129.66 122.43
2 AR 401 | NMG | CD-NE-CZ | 7.27 129.42 122.43
2 BP 401 | NMG | CD-NE-CZ | 7.02 129.17 122.43
2 AB 401 | NMG | CD-NE-CZ | 6.79 128.96 122.43

There are no chirality outliers.
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5 of 156 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
2 AK 401 | NMG | CG-CD-NE-CZ
3 AB 402 | ADP | C5-05-PA-O1A
3 AD 402 | ADP | C5-05-PA-O3A
3 AD 402 | ADP | 04’-C4’-C5-05’
3 AE 402 | ADP | C5-05-PA-O2A

There are no ring outliers.

56 monomers are involved in 114 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
3 BD 402 | ADP 3 0
3 BC 402 | ADP 1 0
3 BK 402 | ADP 1 0
3 BL 402 | ADP 2 0
2 BO 401 | NMG 2 0
3 AM 402 | ADP 2 0
2 BD 401 | NMG 1 0
5 BK 404 | NO3 1 0
3 AG 402 | ADP 2 0
5 BD 404 | NO3 1 0
3 AA 502 | ADP 1 0
3 BI 402 | ADP 2 0
3 BB 402 | ADP 4 0
5 BR 404 | NO3 1 0
3 AF 402 | ADP 7 0
3 Al 402 | ADP 3 0
3 AN 402 | ADP 1 0
2 BJ 401 | NMG 1 0
3 AC 402 | ADP 1 0
3 AR 402 | ADP 2 0
3 AB 402 | ADP 2 0
5 AR 404 | NO3 1 0
3 BH 402 | ADP 2 0
3 AK 402 | ADP 5 0
2 BB 401 | NMG 1 0
2 AG 401 | NMG 2 0
3 BE 402 | ADP 4 0
5 AD 404 | NO3 1 0
3 BJ 402 | ADP 2 0
3 BO 402 | ADP 2 0
3 AP 402 | ADP 5 0

Continued on next page...
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Mol | Chain | Res | Type | Clashes | Symm-Clashes
3 BP 402 | ADP 2 0
3 BQ 402 | ADP 3 0
3 AE 402 | ADP 4 0
2 AE 401 | NMG 1 0
3 BN 402 | ADP 3 0
5 AO 404 | NO3 1 0
3 AQ 402 | ADP 3 0
2 AM 401 | NMG 1 0
2 AB 401 | NMG 2 0
2 AO 401 | NMG 1 0
2 AN 401 | NMG 1 0
3 BR 402 | ADP 3 0
3 AO 402 | ADP 4 0
3 AL 402 | ADP 1 0
3 BA 502 | ADP 3 0
3 BF 402 | ADP 4 0
3 AJ 402 | ADP 3 0
3 BG 402 | ADP 3 0
3 AH 402 | ADP 3 0
2 BR 401 | NMG 1 0
5 BH 404 | NO3 1 0
5 BB 404 | NO3 1 0
2 Al 401 | NMG 1 0
3 BM 402 | ADP 4 0
2 BH 401 | NMG 1 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.
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Ligand ADP BK 402
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Ligand ADP AM 402
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Ligand ADP AA 502
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Ligand ADP BB 402
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Ligand ADP AT 402
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Ligand ADP AC 402
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Ligand ADP AR 402
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Ligand ADP BH 402
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Ligand ADP BE 402
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Ligand ADP BO 402
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Ligand ADP BP 402
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Ligand ADP AE 402
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Ligand ADP AQ 402
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Ligand ADP AO 402
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Ligand ADP BA 502
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Ligand ADP AJ 402

&
I
I
-

Bond angles

Torsions Rings

&
I
I
-

Bond angles

Torsions Rings




Page 69 wwPDB X-ray Structure Validation Summary Report 4VTN

Ligand ADP A 402
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5.7 Other polymers (i)

There are no such residues in this entry.


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 AA 366/390 (93%) 0.33 5(1%) 751801 |18, 30, 47, 54 0
1 AB 387/390 (99%) 0.25 13 (3%) 45 52 |15, 25,46, 57 0
1 AC 367/390 (94%) 0.27 2 (0%) fo1 | fo4) | 15, 29, 45, 54 0
1 AD 382/390 (97%) 0.20 9 (2%) 59 66 |14, 25,41, 58 0
1 AE 367/390 (94%) 0.16 2 (0%) 191 fho4) |17, 25,41, 55 0
1 AF 385/390 (98%) 0.27 11 (2%) 51 58 |16, 27, 46, 59 0
1 AG 367/390 (94%) 0.21 5(1%) 75 [80] | 18,27, 43, 54 0
1 AH 384/390 (98%) 0.47 18 (4%) 31 38 | 18,30, 47, 61 0
1 Al 366/390 (93%) 0.22 5(1%) 75 1801 |17, 28,42, 51 0
1 AJ 385/390 (98%) 0.23 9 (2%) 60 67 |16, 24, 43, 59 0
1 AK 367/390 (94%) 0.17 2 (0%) m 17, 27, 43, 56 0
1 AL 384/390 (98%) 0.16 11 (2%) 51 58 |14, 23,41, 57 0
1 AM 367/390 (94%) 0.22 6 (1%) 72 |77 |17, 25,40, 50 0
1 AN 382/390 (97%) 0.32 10 (2%) 56 63 | 16, 26, 43, 53 0
1 AO 366/390 (93%) 0.39 12 (3%) 46 53 |18, 30, 45, 54 0
1 AP 381/390 (97%) 0.28 18 (4%) 31 38 | 15,23, 39, 56 0
1 AQ 366/390 (93%) 0.15 5(1%) 7501801 |16, 25, 39, 51 0
1 AR 379/390 (97%) 0.18 9 (2%) 59 66 | 15,23, 40, 50 0
1 BA 367/390 (94%) 0.36 8 (2%) 62 69 |18, 30, 47, 54 0
1 BB 388/390 (99%) 0.23 13 (3%) 45 52 | 15,25, 46, 58 0
1 BC 367/390 (94%) 0.17 4 (1%) | 80 m 17, 26, 40, 52 0
1 BD 385/390 (98%) 0.30 11 (2%) 51 58 |16, 27, 46, 59 0
1 BE 367/390 (94%) 0.25 6 (1%) 72 |77 |18, 29,45, 53 0
1 BF 382/390 (97%) 0.14 8 (2%) 63 70 | 13,24,42, 55 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9
1 BG 367/390 (94%) 0.20 4 (1%) | 80 m 16, 27, 42, 54 0
1 BH 382/390 (97%) 0.15 10 (2%) 56 63 15, 23, 41, 55 0
1 BI 367/390 (94%) 0.16 2 (0%) §91 1194 17, 26, 41, 51 0
1 BJ 385/390 (98%) 0.20 10 (2%) 56 63 17, 25, 42, 61 0
1 BK 367/390 (94%) 0.20 4 (1%) | 80 m 17, 26, 42, 50 0
1 BL 381/390 (97%) 0.48 16 (4%) 36 43 | 20, 31, 48, 59 0
1 BM 367/390 (94%) 0.23 6 (1%) 72 |77 17, 26, 41, 51 0
1 BN 382/390 (97%) 0.39 18 (4%) 31 38 18, 27, 44, 52 0
1 BO 367/390 (94%) 0.13 4 (1%) 1801 185) | 16, 25, 40, 51 0
1 BP 382/390 (97%) 0.23 12 (3%) 49 ) 56 15, 24, 41, 50 0
1 BQ 366,/390 (93%) 0.39 6 (1%) 72 |77 19, 30, 44, 53 0
1 BR 381/390 (97%) 0.23 15 (3%) 39 46 15, 24, 40, 51 0
All All 13498,/14040 (96%) 0.25 309 (2%) 60 67 | 13,26, 44, 61 0

The worst 5 of 309 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 BJ 7 ASP 8.5
1 AN 21 | GLU 8.4
1 BJ 6 GLN 7.4
1 BP 22 | SER 7.3
1 BR 22 | SER 7.1

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.

6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
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median, 95" percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
) NO3 BQ 404 4/4 0.78 0.18 25,26,26,27 0
) NO3 AR 404 4/4 0.80 0.22 21,22,27,29 0
4 MG BR 403 1/1 0.84 0.50 37,37,37,37 0
) NO3 AN 404 4/4 0.84 0.32 22,24,25,26 0
2 NMG AN 401 8/8 0.84 0.26 21,24,31,31 0
) NO3 BG 404 4/4 0.84 0.23 21,22,25,27 0
) NO3 BL 404 4/4 0.84 0.32 25,31,33,33 0
2 NMG BM 401 8/8 0.84 0.22 22,24,25,26 0
) NO3 Al 404 4/4 0.85 0.21 22,25,28,28 0
) NO3 AM 404 4/4 0.85 0.18 22,25,26,28 0
) NO3 BB 404 4/4 0.85 0.18 20,21,24,24 0
) NO3 BR 404 4/4 0.85 0.21 14,19,22,22 0
5 | NO3 | AP | 404 | 4/4 | 086 | 025 | 20,21,2427 0
2 | NMG | BD | 401 | 8/8 | 086 | 024 | 20232424 0
) NO3 BA 504 4/4 0.86 0.22 25,27,28,31 0
) NO3 AK 404 4/4 0.86 0.24 24,25,27,28 0
) NO3 AE 404 4/4 0.87 0.16 21,23,23,25 0
5 [ NMG | BE | 401 | 8/8 | 088 | 021 | 25282931 0
) NO3 AF 404 4/4 0.88 0.29 21,22,25,26 0
2 NMG BK 401 8/8 0.88 0.16 21,25,26,29 0
2 NMG AP 401 8/8 0.88 0.27 19,22,24,25 0
4 MG AL 403 1/1 0.88 0.18 22,22,22.22 0
2 NMG AE 401 8/8 0.88 0.21 18,21,23,25 0
5 | NO3 | AC | 404 | 4/4 | 088 | 023 | 22,24,26.27 0
) NO3 BC 404 4/4 0.89 0.20 16,21,24,24 0
) NO3 BD 404 4/4 0.89 0.21 21,23,23,27 0
5 | NO3 | AJ | 404 | 4/4 | 089 | 019 | 18242727 0
) NO3 BK 404 4/4 0.89 0.14 21,21,22,24 0
2 NMG AF 401 8/8 0.89 0.15 17,22,26,27 0
2 NMG BL 401 8/8 0.89 0.19 28,32,34,36 0
2 NMG BH 401 8/8 0.89 0.17 18,22,24,24 0
2 NMG AQ 401 8/8 0.90 0.20 16,20,21,25 0
2 NMG BC 401 8/8 0.90 0.17 16,22,25,25 0
2 | NMG | AC | 401 | 8/8 | 090 | 017 | 22,24,2627 0
) NO3 BF 404 4/4 0.90 0.29 18,21,22,25 0
2 NMG AK 401 8/8 0.90 0.18 20,24,25,29 0
) NO3 AO 404 4/4 0.90 0.28 23,25,28,36 0
2 NMG BN 401 8/8 0.90 0.22 21,22,25,26 0
) NO3 AH 404 4/4 0.90 0.20 21,23,25,26 0
2 NMG BQ 401 8/8 0.90 0.23 25,28,33,33 0
2 NMG AA 501 8/8 0.91 0.20 20,23,25,25 0

Continued on next page...



Page 74

wwPDB X-ray Structure Validation Summary Report

4VTN

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
2 | NMG | AD 401 8/8 0.91 0.14 18,24,26,26 0
2 | NMG | AO 401 8/8 0.91 0.19 22,27,32,32 0
2 | NMG | AH 401 8/8 0.91 0.21 21,23,30,34 0
5 NO3 BH 404 4/4 0.91 0.16 20,21,22,23 0
2 | NMG BF 401 8/8 0.91 0.15 16,19,24,24 0
2 | NMG BP 401 8/8 0.91 0.12 15,17,20,24 0
5 NO3 BO 404 4/4 0.91 0.18 23,23,23,28 0
5 NO3 BP 404 4/4 0.91 0.13 18,20,22,24 0
2 | NMG | BG 401 8/8 0.91 0.18 20,23,25,25 0
3 ADP AO 402 | 27/27 0.91 0.17 19,24,28,31 0
2 | NMG BI 401 8/8 0.92 0.17 23,26,27,27 0
4 MG AO 403 1/1 0.92 0.20 18,18,18,18 0
4 MG BH 403 1/1 0.92 0.33 19,19,19,19 0
2 | NMG | BO 401 8/8 0.92 0.15 21,26,28,29 0
5 NO3 BI 404 4/4 0.92 0.14 19,20,25,25 0
2 | NMG Al 401 8/8 0.92 0.14 18,22,24,27 0
5 NO3 AD 404 4/4 0.92 0.15 24,29,29,30 0
5 NO3 BN 404 4/4 0.92 0.17 23,24,24,26 0
2 | NMG | AB 401 8/8 0.92 0.12 16,23,28,28 0
3 ADP AF 402 | 27/27 0.92 0.16 21,27,30,35 0
2 | NMG BB 401 8/8 0.92 0.21 14,20,22,23 0
3 ADP BL 402 | 27/27 0.92 0.15 23,29,34,38 0
4 MG BQ 403 1/1 0.93 0.21 12,12,12,12 0
3 ADP Al 402 | 27/27 0.93 0.16 18,24,29,33 0
5 NO3 AA 504 4/4 0.93 0.10 25,26,27,28 0
2 | NMG BA 501 8/8 0.93 0.14 21,26,27,28 0
2 | NMG AJ 401 8/8 0.93 0.17 19,24,26,30 0
5 NO3 AQ 404 4/4 0.93 0.20 18,22,22,22 0
4 MG AG 403 1/1 0.93 0.21 18,18,18,18 0
2 | NMG | AR 401 8/8 0.93 0.18 18,21,24,24 0
2 | NMG BJ 401 8/8 0.93 0.12 25,26,28,29 0
4 MG AP 403 1/1 0.93 0.25 25,25,25,25 0
3 ADP AH 402 | 27/27 0.93 0.15 20,26,30,37 0
3 ADP BP 402 | 27/27 0.94 0.14 14,18,21,21 0
5 NO3 AL 404 4/4 0.94 0.27 20,21,22,22 0
4 MG AF 403 1/1 0.94 0.24 12,12,12,12 0
3 ADP AE 402 | 27/27 0.94 0.15 18,21,23,28 0
2 | NMG | AG 401 8/8 0.94 0.15 16,21,22,25 0
4 MG AM | 403 1/1 0.94 0.18 13,13,13,13 0
4 MG AN 403 1/1 0.94 0.18 13,13,13,13 0
2 | NMG AL 401 8/8 0.94 0.15 17,19,21,22 0
2 | NMG BR 401 8/8 0.94 0.14 15,17,22,23 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
4 MG AR 403 1/1 0.94 0.23 11,11,11,11 0
3 ADP AlJ 402 | 27/27 0.94 0.14 15,18,22,25 0
3 ADP AK 402 | 27/27 0.94 0.14 17,22,24,26 0
5 NO3 BE 404 4/4 0.94 0.13 24,25,26,29 0
3 ADP AN 402 | 27/27 0.94 0.14 13,20,23,23 0
3 ADP AA 502 | 27/27 0.94 0.15 23,28,31,35 0
5 NO3 AB 404 4/4 0.94 0.16 16,17,23,23 0
3 ADP AP 402 | 27/27 0.94 0.15 17,21,26,30 0
3 ADP AQ 402 | 27/27 0.94 0.15 14,18,22,23 0
3 ADP BA 502 | 27/27 0.94 0.15 21,25,29,32 0
5 NO3 BM 404 4/4 0.94 0.18 21,22,24,24 0
3 ADP BC 402 | 27/27 0.94 0.15 13,20,22,24 0
5 NO3 AG 404 4/4 0.94 0.11 19,21,25,27 0
3 ADP AC 402 | 27/27 0.94 0.13 24,27,32,33 0
3 ADP BN 402 | 27/27 0.94 0.13 10,20,23,26 0
3 ADP BO 402 | 27/27 0.94 0.14 12,18,21,25 0
4 MG BC 403 1/1 0.95 0.20 11,11,11,11 0
4 MG BD 403 1/1 0.95 0.17 21,21,21,21 0
4 MG BF 403 1/1 0.95 0.22 11,11,11,11 0
2 | NMG | AM | 401 8/8 0.95 0.13 17,20,21,24 0
4 MG BN 403 1/1 0.95 0.34 22,2222 22 0
3 ADP AL 402 | 27/27 0.95 0.12 14,18,21,23 0
3 ADP AM | 402 | 27/27 0.95 0.14 17,20,24,25 0
3 ADP BQ 402 | 27/27 0.95 0.15 16,22,28,29 0
3 ADP BR 402 | 27/27 0.95 0.13 13,17,21,23 0
4 MG AB 403 1/1 0.95 0.25 11,11,11,11 0
4 MG AD 403 1/1 0.95 0.24 13,13,13,13 0
3 ADP BB 402 | 27/27 0.95 0.14 18,21,23,26 0
3 ADP AD 402 | 27/27 0.95 0.14 16,21,24,27 0
5 NO3 BJ 404 4/4 0.95 0.15 22,24,2529 0
4 MG AH 403 1/1 0.95 0.16 16,16,16,16 0
3 ADP BD 402 | 27/27 0.95 0.14 19,25,28,31 0
3 ADP BE 402 | 27/27 0.95 0.14 19,25,29,31 0
3 ADP BF 402 | 27/27 0.95 0.14 13,18,22,24 0
3 ADP BG 402 | 27/27 0.95 0.15 21,27,29,30 0
3 ADP BI 402 | 27/27 0.95 0.13 16,21,25,27 0
3 ADP AG 402 | 27/27 0.95 0.14 17,21,25,27 0
4 MG BB 403 1/1 0.95 0.18 18,18,18,18 0
3 ADP BJ 402 | 27/27 0.96 0.12 12,18,20,21 0
4 MG AQ 403 1/1 0.96 0.25 15,15,15,15 0
4 MG AK 403 1/1 0.96 0.26 12,12,12,12 0
4 MG BA 503 1/1 0.96 0.20 13,13,13,13 0

Continued on next page...
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
4 MG AC 403 1/1 0.96 0.22 16,16,16,16 0
3 ADP BK 402 | 27/27 0.96 0.14 12,19,23,25 0
3 ADP BH 402 | 27/27 0.96 0.12 14,17,21,23 0
3 ADP AR 402 | 27/27 0.96 0.13 11,19,21,24 0
4 MG AE 403 1/1 0.97 0.33 15,15,15,15 0
4 MG BO 403 1/1 0.97 0.23 10,10,10,10 0
4 MG AJ 403 1/1 0.97 0.18 10,10,10,10 0
4 MG BE 403 1/1 0.97 0.16 14,14,14,14 0
3 ADP AB 402 | 27/27 0.97 0.11 14,18,21,22 0
4 MG BG 403 1/1 0.97 0.30 20,20,20,20 0
3 ADP BM 402 | 27/27 0.97 0.11 13,20,23,26 0
4 MG BK 403 1/1 0.97 0.20 11,11,11,11 0
4 MG Al 403 1/1 0.98 0.17 15,15,15,15 0
4 MG BP 403 1/1 0.98 0.20 8,8,8,8 0
4 MG BL 403 1/1 0.98 0.22 18,18,18,18 0
4 MG BM 403 1/1 0.98 0.21 9,999 0
4 MG BJ 403 1/1 0.98 0.22 12,12,12,12 0
4 MG BI 403 1/1 0.99 0.21 10,10,10,10 0
4 MG AA 503 1/1 0.99 0.22 16,16,16,16 0

The following is a graphical depiction of the model fit to experimental electron density of all
instances of the Ligand of Interest. In addition, ligands with molecular weight > 250 and outliers
as shown on the geometry validation Tables will also be included. Each fit is shown from different
orientation to approximate a three-dimensional view.
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Electron density around ADP AO 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AF 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BL 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AI 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AH 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BP 402

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)

and green (positive)

D E

O

R L DWI
PROTEIN DATA BANK

W
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Electron density around ADP AE 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AJ 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AK 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AN 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AA 502:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AP 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AQ 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BA 502:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP BC 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AC 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP BN 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BO 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AL 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP AM 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BQ 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK



Page 90 wwPDB X-ray Structure Validation Summary Report 4VTN

Electron density around ADP BR 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP BB 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AD 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP BD 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF, (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BE 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BF 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BG 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BI 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AG 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BJ 402

and green (positive)

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)

D E

O

R L DWI
PROTEIN DATA BANK

W
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Electron density around ADP BK 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP BH 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AR 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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Electron density around ADP AB 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around ADP BM 402:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

WO RLDWIDE

eP

PROTEIN DATA BANK
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6.5 Other polymers (i)

There are no such residues in this entry.


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