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PDBID : 3VKH
Title : X-ray structure of a functional full-length dynein motor domain
Authors : Kon, T.; Oyama, T.; Shimo-Kon, R.; Suto, K.; Kurisu, G.
Deposited on : 2011-11-16
Resolution : 3.80 A(reported)

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

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

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

Xtriage (Phenix) : 1.13
EDS : 236
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) : 2.36
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:

X-RAY DIFFRACTION

The reported resolution of this entry is 3.80 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
Rfree
Clashscore

Ramachandran outliers

Sidechain outliers NN
RSRZ outliers NN

Percentile Ranks

Value

I D (232
| I 30
| W 3 5%

I 7.3%
I (5%

Worse
I Percentile relative to all X-ray structures

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

Better

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
R ree 130704 1212 (4.00-3.60)
Clashscore 141614 1288 (4.00-3.60)
Ramachandran outliers 138981 1243 (4.00-3.60)
Sidechain outliers 138945 1237 (4.00-3.60)
RSRZ outliers 127900 1121 (4.00-3.60)

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

Mol | Chain | Length Quality of chain
%
1 A 3367 = 42% 42% 6%  10%
%
1 B 3367 : 46% 37% 14%
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 45974 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 Dynein heavy chain, cytoplasmic.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
1 A 3042 23374 14951 3955 4368 100 0 0 0
Total C N O S
1 B 2908 22384 14307 3792 4190 95 0 0 0

There are 48 discrepancies between the modelled and

reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
A 1364 MET expression tag | UNP P34036
A 1365 THR expression tag | UNP P34036
A 1366 ARG expression tag | UNP P34036
A 1367 HIS expression tag | UNP P34036
A 1368 HIS expression tag | UNP P34036
A 1369 HIS expression tag | UNP P34036
A 1370 HIS expression tag | UNP P34036
A 1371 HIS expression tag | UNP P34036
A 1372 HIS expression tag | UNP P34036
A 1373 GLY expression tag | UNP P34036
A 1374 GLY expression tag | UNP P34036
A 1375 GLY expression tag | UNP P34036
A 1376 ASP expression tag | UNP P34036
A 1377 TYR expression tag | UNP P34036
A 1378 LYS expression tag | UNP P34036
A 1379 ASP expression tag | UNP P34036
A 1380 ASP expression tag | UNP P34036
A 1381 ASP expression tag | UNP P34036
A 1382 ASP expression tag | UNP P34036
A 1383 LYS expression tag | UNP P34036
A 1384 GLY expression tag | UNP P34036
A 1385 GLY expression tag | UNP P34036
A 1386 GLY expression tag | UNP P34036
A 1387 LYS expression tag | UNP P34036
B 1364 MET expression tag | UNP P34036

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

Chain | Residue | Modelled | Actual | Comment Reference
B 1365 THR - expression tag | UNP P34036
B 1366 ARG - expression tag | UNP P34036
B 1367 HIS - expression tag | UNP P34036
B 1368 HIS - expression tag | UNP P34036
B 1369 HIS - expression tag | UNP P34036
B 1370 HIS - expression tag | UNP P34036
B 1371 HIS - expression tag | UNP P34036
B 1372 HIS - expression tag | UNP P34036
B 1373 GLY - expression tag | UNP P34036
B 1374 GLY - expression tag | UNP P34036
B 1375 GLY - expression tag | UNP P34036
B 1376 ASP - expression tag | UNP P34036
B 1377 TYR - expression tag | UNP P34036
B 1378 LYS - expression tag | UNP P34036
B 1379 ASP - expression tag | UNP P34036
B 1380 ASP - expression tag | UNP P34036
B 1381 ASP - expression tag | UNP P34036
B 1382 ASP - expression tag | UNP P34036
B 1383 LYS - expression tag | UNP P34036
B 1384 GLY - expression tag | UNP P34036
B 1385 GLY - expression tag | UNP P34036
B 1386 GLY - expression tag | UNP P34036
B 1387 LYS - expression tag | UNP P34036

e Molecule 2 is ADENOSINE-5-DIPHOSPHATE (three-letter code: ADP) (formula:
C10H15N5010P2).
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3 Residue-property plots (i)

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

first graphic for a chain summarises the proportions of the various outlier classes displayed in the

second graphic. The second graphic shows the sequence view annotated by issues in geometry and

electron density. Residues are color-coded according to the number of geometric quality criteria

for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.

A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present

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

e Molecule 1: Dynein heavy chain, cytoplasmic

10%

6%

€918

0€91d
62911
82911

9TITN
GTITI

42%

ET9TA

T19TH

60910
809TA

90971

709TA
€091d

86STA

96STN

42%

CEIRS
€69Td
26STd
T6STM

+
|

6.91d
8.LSTS

+

TLSTS

@® S§9ST1

Chain A: =

YTLIN

cTLTd
TCLTH

8TLTI

STLTI
v1L1a
ETLTN
CILTS

60LTI
80LTI

90411
S0LTT

€0.73

TOL1D

869TA

S69TV

16974
06910

L8911
989TA
S8913
78914

8L9TH

9L9T1
SL9TT
7,910

CTLITT

0,974

S99TI

CT99TI
T99TV

659TA

85913
o L5911 |
@® 99971

SS9TT

LBLTA
wmmﬂm
T6LTd
T6LTH

98.L1S

¥8L11

(42733

08LTL
6LL1S
8LLTN
LLLTW
whmam
mNmﬂ>
onﬁq
L9LTH
99LT1

%9L1d
€9LTD

09LTI

F

SGLTH

CTSLIA
TSLTL
0S.73

8¥.L13

9VLIS
SYLIS
PYLIN
E€VLID
CYLTI
TVL11

6ELTL

LELTH

SeL1d

CTELTT

6CLTT

LTLTY
9CLTd

7,814

T.L8T4

€98TA
298TS

8G8TN

SG8TI

€388T0

+

97810

77810

TH8Th
9811

L€8TH

mmmHH
T€8TT
0€8TY

LTBTA
9z81h

€C8TM
TT8TA
0z8Th

8T8TL

91811
ST8TA
¥1811
€18TH

118Td

LO8TA
908TM

+

008TH

0S6TL
67610
8V6TA

§60C4
76021

2602
16021

68020
8802d
18021

¥802y

F

6.,02d

LLOTH

SL02A
7,024

19021
9902S
§9021

09021
65021
85023
L502A
95023

[4s{okac

6702V

L%02h
9%021

€%0CI
[404)]

9€021
SE0TI

T€0TT
0€02Yd

82024

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

aw
o<
=

wwPDB X-ray Structure Validation Summary Report

Page 7

€912H

LSTCA
95721
SGSTCA

€5TCH

TS1CV

67121

Ly124

SY1CA
44248

6€TTT
8€1TH

9€T2h
SETTD

€ETTH

0€Ted
6CTCA
8¢121
Lered
921D
Serey
vZ121

811cd
S11CS

€1721
(4354
TT1CZA
0T12h

807121
LOTCH
9012d

votea
€072d

6602V
8602

6%2C1

L¥yTeyd

€¥eeI

91€T1
STETY

€T€TH

60€TH
80€cd

S0ETA
Y0ECH

coeed
T0€TS
00€TH
66221

L

S6220

€62CI
[45144

06221
68CCA
88CCA

982CM

yidan
£82CL

L

8.2CS

S.LTTA

€LTTN
cLTTh
|PX443)

692CN

99221
§92C1

T6ETA

L8€TT
98€TY
S8€TT

€8€CH
28€TH
T8€CN
08€2d
6.,€CT

LL€TT
9.€T1
SLETH
TLETT

69€TS
89€TN

99€TN

voezTA

29€Td
T9€2d
09e2a

89€2d
LS€TD

I

2GETM

6vETH
9veTa
E€YETA
ZveETN
T9eCa
0%€CI
6€€CI
8eeTy
SEETL

ceeTd

LgeTh

F

€CETL

VAz%Ai]
)%l

€vvea
(4774l

6EVCA

LEVTH

€EVTL

TEVTT

lazan
{4740

805¢d

90524
G0STA

20521
10521

Leved
96T
S67Ch
Y6vTA

26%C1

06vey
68¥2d

vcoch

61921

91928

60.21
80.23
L0.2d
90.2L

voLey

10L24

66921

L69CA
9692A

16924
0692V
68924
S89CL
8.L9TS
§.92d

0,921

89924

2992V

699CA

LS9CTA

S592Y

¢59za
TS92A

629CN
829¢H
L292h

88.24

98,21
S8LTH

€8.21

18,21

meNH
9.L.28
SL.2L
..2d

thmm
meNx
99.2N
meNa
c¢9ltd
19,21

65LCA

9G.2L

YSLCA

zs.Lea
VXN

6%.2d
8¥.21
L¥.LTN

Svlca
vv.Lca

(42X

ov.LeA
6€LTT
8ELTM

zeLed

0€.21

8C.LTL
Lglea

0TLTA

€T.CL

1121
0T.21

€£€82Y
CTEBTN
1824

6282

128C1

S28TL
8T

6182d

918CA
S18C1
71821
€18C1

F

80821

9082y

00824

86.2V

v6.2d

b
3

16,2V

svecy

€¥621
cY6TN
ﬁ¢MN>
8€6C4
LEGTH

SE6CT
veecy
£E€6CA

0€621

96820
S682H

€68

16820
06821

18821
98821

i

288CM
18824
0882s

1,.824
9.82d

CTL8TA

920€S
S20ET

€20€S
ccoen
120€D

6T0€D
8T0ES
LTOEA

STOEI

€T0€T

TTOEH

600D
800ed

+

S662T
ve6cA
£6621

16624

686CA
88621

986CA
98620

086CA
6.L624

9.6271
Ss.L62d

TL6TA
TLBTA
0L623a
69624
89621

99628

c96ed

99621

CS6TA

08621

8v62y

660€T

960EA
S60€d
¥60€D
€60€D

060€T

L80EN
980€Y
980€d
¥80€1
£€80€4
C80€S

080€d
6.L0€T1

981€S

¥81€A

08TV
6.L1€d

S.1€9

€L1e4d
CLIEM

0LTET

99TEN

9GTEN

vS1Ed
€GTEQ

TGTES
0GTEY
6¥Ted
8YTEN
LYTEN

07TEN

8ETEY
LETEA
9eTED

€EeTEd

T21€T

8TT€Y

9TTEV

vired
€TTEN
211€0

60TEN
80T€T

O

R LDWIDE
PROTEIN DATA BANK

W



aw
o<
=

wwPDB X-ray Structure Validation Summary Report

Page 8

LSged
95TeL
GSTEA

€5TEN

672D

SPCET

E¥CET
(47438

oveed
6€TED
8ETEL
LETEL

veTel
€ETER

0€TES
62CES

9zTEY
§geea
veeed

Teeed
0zeed

LTTEW
91C€ET

TTCEI
0t1zed
moﬂm<
90CET
S0zed

20zed

002€T
66TEA
86T€D
L6T€d

C6TET

06T€Y

18T€d

® T¥eev
oveea

geeeh

9EEET

TeEED
@ oeged

veee
£TeeN

® 67€Ed

STEEA

€T€€T

60€EN

00€EN
66CEN

962€d
£62eYd

26CeT
162eX1

68C€T

S8CET

£€8C€T

18z€d

+

¥ocel
€9zed
29zed

09Z€A
6GCEH

L1%€1
9TvEN
STPEN
vﬁmmu
0TPET
60%€0
womm>
SOPEN
womm<

00%€d

86€€d
L6€€d

g6e€d
wm“ma
Teeel
oeeed
68€€d
88€ET
L8EEH
98€EN
S8EEN
ww“m&
T8EES
ow“m>

9.LEEY

YLEET

89€EN

S9€ed

T9EEN

8seed
LSEEA

€9€eN

0SeeN
67eed

F

SvEED

cveed

18%ev
08YEM

8LYEA
LLYET
9.ved
SL%ED
v.LVED
ELVEY

if
+

0LVEV

89%EN
LOVEA

€9¥%€ed
coved

09ved
65ved
85ved

SS%ED

E€SVEL
[4ci2°98
TSHEY

677ed

9v¥ed
SYvEL
YIPEN
EVVEN
(4747458
Tvved
0¥PEL
6EVEA

LEVEN

SEVET

EEVEL
CEVET

0EFEN

8¢ved

9TYeET
SeTheN

€Thed
2evel

B6TVEM
8Tved

0SS€ES
6¥sed

9¥SET

chSed

0%SET
6€SET

® £esexd

TE€SEL

6CSET
8CSES

§gseT

TCSEL

® 97sed

06%€1
68ved
88Y¥€S
L8VER
98VEA
S8YEL
87ED

T8YEL

vToen
€29€S

0zogy
6T9€1

ST9€Y

CT9ed

0T9gY

909€d

v09€d

TO9EA

665€T
865€d
LBSEY

S6SEV

TBSEA

889EA
L8SEL

S8SEN

185€4d

8.S€S

69S€S

L9S€T

€9G€T
2T98EY
T95€1

6595€Y4

T0LEd

869€S

969€X

769€1
€69EN

T69€d

689€4

989EW

¥89€4

TB9EN
T89EV

8L9€S

9.L9€d
SL9€T
VL9EA
€L9€T
2¢L9ed
TL9ER
0.,9€Yd

899€4
1,99¢€y

Y99EN

299¢eY

6G9€T
8G9€0

S59€d
7S9€S
€99€d
2S9eT

8%9EH
LY9EM

e£v9ed

6€9€S
8€9¢€T

S€9¢ed
YE9EN

0E9ES

829¢ed

99.€1

® V9.1

of £9sed |
@® CT9.21
TOLEW

6GLES

6CLEN

Lglea
9CLET

veLed
E€CLEN

TTLED
0CLEA

® 8T.eT
LTLEd

STLED

CTLET
TTLEV

v0LEd

SE8€ET
ve8eT

L28ET

SC8EN

128€D

618€1
818€Y%

9T8ET

718€S

C18EN

O0T8EH
608€L
808€d
L08€d

T8LEA

6LLES

SL.ed

YLLEL

TLLEV

89.L€d

606EA
806€T
LO6EH

S06€D

€06€T
co6ed

868€4
L68EA

S68€Y4

£68€D

T68€T

688EN
888€d

988€EA

T88EA

6.L8€T

TY8EV

LESEY

696€T

S96€T
vo6eX

T96EN
096€T
656€T

956€EL
GS6EA
v96€Y
E£96EN

TS6EL

876€d

1

€¥6€T

6E6EY

+

0€6ET

LT6EN
9T6EN

vceeT

816€d

916€d
ST6EV

€T6€T
C¢16€S
T16€d

23070

6%07D

L¥07d
9%070

TrovM

L

0707N

L

€e0VT
TEOVN
TE0¥S
0€07d

8207d
LTOVA

STovh
vcovd

(440

020%1

81073

9T0%D

7107l
€T0¥S
¢1071
TT0%1

80071

9007d
S00VI
70071
£00%d

T00VI

266€T
T66€T

CTIVN

11191

60Tva

LSOVI
950%d

%5070

SOTYH
¥02v1

T0C%d

L6171

E6THY

T6TYH
06171
68THN
88THY
L8T%1
98T¥%1
S8TVA
78T7M
€8T7.L
281¥D

B6LTIVY
8LIVY

[R5

69174

€9T%D
@ C91¥I

85TV
LSTVA

45741

9ETYS

YETPT
EETYT
(435748

[ ]
0ETHS

8CT¥S

9TTYA
SC1vd

€TTvd
@® CTTIVA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



wwPDB X-ray Structure Validation Summary Report 3VKH

Page 9

LSTHY
959¢%d

a4
€921

TSChL

6%CY1

LYTYN

Svevi
j4%47)

(4747
19¢vd

LETHS

6VETN
8¥eva
LYEVI

Yvevd
EVEVA
CYeEVI
TVEVL

8EEVT

Seevd

ETTIN

L

80%¥1

90%¥I

YovvlL
€0%¥S
[4vi4728

mm“#q
96€V1
S6ETM

E£6ETIN
26EVA
T6EVH

68€VY

LBEVL

¥8evd
E€8EVA

18€YT

6LEVI

9LEVA
SLEVT
YLe%d
€LEV
TLEVA
TLEVd
0LEVN
69€Vd
89EVY

99€vd
S9EVL

€9€YT

T9EvH

659evd
89EYS

9GEVT

vsevd

CTSEVQ
TSEVA

LSVYS

SS¥YS

EEVVI
[4357472:8

0E€7YT

9THIN

£TYIY
(4474728

0Z¥¥S

8T¥¥1

STV

89574

T9G¥%T

6SSVI

L%S%d

SYSPI

0¥s7s

LESTT
9€S7S
SESTY
YeSYT
EESTA

02s71
B6TSTN
8ISV

€ISVI

H

S67%1
Y67vd

Y2ovs
€CovY
CTOVH
12971

07970
60978

L09%S

7097.L

209%L
TO9VI
00974
6657V

L6S7d

B6LSVS

SLS71
©.S70

TLSTN
TLSPY

S0LYT

€0LYI

TOLPd
00L71
66971

96974

Y6974

069%A
989%1
S897N
¥89¥S
T89¥N

8L9V1
LL9%d

€L9%a
TLIVN

0L9%L
699%1
899%.L
999%1

29971

65971

LS9VL

SS97L
79971
€590

F

Dyne

8Y9%A
LY9%Y

Yvov1

6E9VA

9E9YS

8CTLYS

9TLYM
SCTLYS

heavy chain, cytoplasmic

€TLYI

1m

T1CLYA

6T.L%Y4

LTLYA

e Molecule 1

STLIN

%

€8¥TI

14%

37%

46%

Chain B

8GGTM
LSSTD
95STYd

75911
€5STH

0SSTYH
6%STh
8%STA

8ESTM
LESTA

PESTA

TESTT
0€STA
62514
8Ts1d
LTST1

SCSTI
vesrd

S0STS
¥0S1d

TOSTS
00S8T1H

86¥%TL

€6VTI

06%T.L

SCOTI

8T19TI

91914
ST9T1

TT9TM
119748

60970
809TA
1091a
909TI

709TA
€091d

TO9TT
00978

86STA

T8STA
08STA
6.STd
8LSTS

9LSTH
® S.STW

€L391S
TLSTI
TLSTS
89STH
G9ST1

TOST1

6TLID
CILIS
60LTI
90LTT

L6974
96974

v6914

L8911

€89T1

8L9TH

9L971

¥.910a

CTLITT
1,914

699TI

999TH
S99TI

£€9914
29911
T99TV
09911
699TA

@ 999TI
SG9TT

€591V

ommﬂ>
LY9TT
9%9TI

Y9911
€Y9Td

(4%

O

R LDWIDE
PROTEIN DATA BANK

W



aw
o<
>

wwPDB X-ray Structure Validation Summary Report

Page 10

T081S
mmmﬁn
mmmﬁz
68LTT
wwmﬁm
S8LTT
Y8LTT
T8LIV
T8LTT
ommﬂh
hhmﬁz
mnmﬁ>
0LLTT
69LTM
89.14
L9LTH
99LTI
79L1d
CTILIN
TOLTY
09411
mmmﬂm

YSLTd

CTSLTA
|
8¥.L1a
|
TYLIN
E€VLTD
CYLTI
Ll
0%LTL
6ELTL
|

9€L1d

6CLTT

LTLTIY
9TLTd
STLIN

cTLTd
TCLTH

668T.L
S68TD
26811

688TA
888TA

S88TH
788TH
€88TA
6,811

€L8TH
TL8T1Yd

6981V

€98TA
2¢98TS

65811
S§G8TI

0S8Th
67814

L¥81S
9¥810

7810
811
T€811
LT8TA
928Th
€C8TM
TT8TA

12811
0Z81h

8T8TL

ST8TA
71811
€18T0

T181d
0T8TA
608TN

TLBTN
L9674

T96Th
T96TL
09611
6G6T.L
89611
LS6TA
9G6TD
SG6TY

28611
196Td
0S6TL
67610
8V6TA
LY6T1
V6T

E€V6TI

T¥611
0¥6TA
6€6TH
8€6TA
LEBTD
9€6TA
SE6TA
ve6Td
€E6TL
2TeBTY
TE6TN
0E6TY
6C6TIN
8C6TH

9T6TA

44

2T6T1
TCETA

61674

Y1614

F

OT6TIW
606TH
806TA
L0611
906TM

€0670

006TD

69020

19021

066TH
S86T3

€86TL
28614

086131

8L6TL

cL6Td

6¥1C1

SvICA
Y¥1CH

[44%4V]
1545414

6€TTT

SETTO

oered

LT1TH

serey
vcie1

01Tl

81124

9112h
ST1CS

€T121
(435478

6012V

v012d
€072d

70121
00TZI

8602
L6028

S6024

160271

980CN

¥802H

2808y
T80CA
0802ZH

9.0TL
SL0TA
¥L0c4

b

€eeed

61221

€12ed
(45448

01220

80CCA

902eH
S0zed
¥0TeI
€02

00ZTN
661CI

LBTTN
96121
S61CT
ve1CA

T612d
06TCA

S912H
¥912d
€912

96121

¥s12s
€GTCH

TSTCV

662C1

L6220
96TCA

[4:144

68CCA

wwﬂms
£8CCL
[4:14'8

0822D

8.TTS
L.,z2d
9.2TH
SLTTA

€LTTN
TLTTA
T.L22D
ONMWE
§9¢21
¥92zh
€9CCH

19220

)

[4:[44:

0S8ZZA

vveey
€%CCI

+

j5744)]
0%eCI

8€TTH

6LETT

LL£21

SLETH
v.LECN

clLeed

0L£21
69€TS
89€TN
L9€T1

S9€cd
v9€TA
£9€TM

T19€2d

65ETA

85€eea

TSECH
0secy

eiorac
(474344

6E€ETT
8€€TH

® SeecTl
TEETT
LTETH

€TeTL

STETH

€TETH

11621

60€TH
80ged

S0€TA
® VOETH

TOETS

Twved
ov¥ea

zevea
TEVTT

Lzved
92¥CI

T2
0zyeI

L1928
91¥24
STHCM
4574
ETHCH

(5748

80¥CI
L0velL

[40j2aN
TovTH
00%21

86£Th
LBETA

g6€Td
Y6ETH
€6ECTA
zeecy
T6ETA

L8€T1

F

£8€2Hd

61SCY

L15ca
91521
STSCA
v1gey
€TSCH
(4514

L0S¢d

£092S

70521
0082V

86%2D
Levea

veveA

S6STH

£65C4

16524

6852
88SCA

98S2H
S8SCN
%832s

i
L

€38520

[olsictac
6¥%SCI
8¥STA

L

9¥sTA

2¥STN
TYSCH
0%521

£€9CA
zcesey
1€9CT
0gesey
62SCL
8¢Scd
1,gsea

§eseI

cesey
12520

S99CS
79921

299V
T99CH
09921
659CA

LS9CA

+

95924
¥992L
€99CL

8%9¢1

9Y92A
S¥92a

€¥9Ts
[4474

8€9TL

0€92)

LT9TM

Yzoch
€TITN

1292a

LT9ZA
9192S
ST9CA

T192d
07921

S092A
Y092d

86520
® L6STI

85.2Y
15120
95.2L
¥SLCA

TS.21

i
3

8¥.L21

Tv.LCA

6€.L2T
8ELTM

cgLed

0€L21
6T.LTA

Lglea

vcLed
€gLel

0CLTA
v1.L24
TrL21
90.L2L
S0.2L
voLey

T0L24

66921

969CA

v6924

88921
18921

8921

1192)
9.92d

TL9T1

0L921
6992d

L99CH

S€8C1

2TEYTN
1824

62820
8C8CA

vc8e1
£28CS

TZ8elL
0282s
618¢d
81824
L1820
918CTA
S1821

MANNH
0T8CH
6082Y
80821

womum
€0821
z08zh
T08ZA

66.2D

hmmmo
v6.2d
mmmmz
68LCA
88.LC4
18.2b
wmeH
€8.21
¢8LTH
T8.21
08.LzM
mhmwh

9L.2S

v.LLcd
€LLTH

99.2N

v9.Lcy

65.LCA

O

R LDWIDE
PROTEIN DATA BANK

W



aw
o<
>

wwPDB X-ray Structure Validation Summary Report

Page 11

01621
6062V

LO6CH
9062V

70621

206CA
10621

86821
16821
96820

16820
06821

18821
98821

£€882a
288CM

S98CL
79824
£982Y

19820

95824

v982A
mmﬂw:
08821
6%8C1

F

2¥8C1

0¥82d
6€8CT
8€8C1

866201
L66CH
96620
S6621
766CA
£662d

T6624
06621
686CA
88621

9862ZA

L1681
9,621

TL6TA

89621
L962a
99628
S962Y
962N

S56CM

058621

Ly62
9%621

T¥6CA
o¥v6Ts
6€62d
8€6Cd
LEGTH

SE6CT

EEB6TA

i

Te6ca

8262
L,z620d

Scech
jxd:rec
8T6CA
9162Y
s1620

v162h
€1624

080€3d

8L0EA

CTLOET

690€T
890€X
190€d
990€d
S90€X

€90€D

190€Y

850€T
LSOEW

+

9%0€A

TY0EN

6€0EL
8E0EA
LEOET

S€0€T

0€0EY
620EA

Lzgogd
920€S
S20€T
vCoen
€20ES

LTOEA

STOET

€T0€T

TTOEH
010€D

700EA

200ed
TOOEL

66621

99TEN

€9TEY
291ed

09TEL
6GTEY

TG1ES
Sv1ed
OV TEN
6€TEY
8ETEY
LETEA
9eTED
SETES

621€T

60TEN

S0Ted

760€D
£60€D
C60€EY
160€7T
060€T

880EN

S80€d
¥80€1
£€80€4
280€S

cozed

66TEA

96TEN
S61€d

[4315°91

1,81€d
98TES

Y8TEA

281€4d
18T€1T

sired
vL1€D
€LTEd
TLIEM

0L1€1

vaeed

0SEEN

Sveed

cheed

-

8€EED

zzeed
o1€EN

€1€€T

+

90€eT

20geT

B66CEA

G6CEL

£62€Y
262eT
T62€1

682€1
mw“mo
¢wﬂm=
vLzexd
€Lzed
cLTEN
TLCET

89CEA

$83€b
€8SEL

S.5€d
v.LSEM
€LSEY

TLSEY

L9S€T

798€T

|

098€S
655€Y4

LSSEA

€5SEN
TSSEN

0SS€S

9YSET

® vvSsed

ZhSed

0%SET
6€G€T

9€GER

§egseT

SL9€T
V.L9EA
€L9€T

TL9ER

899€4d
L99¢€d

799EN
€99€1

L99€T

£99ed
C99€T
T99€S
oJﬂmz
hdmms
6E9€ES
8€9€T
LE9EA
S€9€ed
¢Jmm>

829¢e4d

6T9€I
8T9EW
LT9EM

VT9EN

0T9€Y
609€d

L09€b
909€d
S09€4

T09€X
865€4d
S6SEV
T6SEN

885EA
L8SEL

S8SEN

VELET

ceLed
TELEN

6CLEN

veLed
€TLEA
zeLea
6TLET
STLED

T0.Ed

869€S

969€N

769€1

269€)
T69€d

689€X
889l

989EN
S89¢€T
789¢4d

TB9EN
T89EV

L,9€d

CS8ET

o

8¥8€d

978€1
SP8EI

E¥8ED

L]
T¥8EY
]

SE€8ET

€€8ES

LT8ET

€78¢€Y

608€L

€6.LET
CBLES

06.ed
68.LEL
88LEA
L8LEL
98L€4
S8LEN
Y8LEN
€8.Le4
C8LEL
T8LEA
08.e4
6LLES

LLLET

SLLed

€LLEA

TLLEY

69.€d
89.€d

99.LEL

wwmma
09.e4
6S.LES
85LEd

€V6ET
(475198

0¥6€T
6E6€Y

SE6EQA

0€6€ET

626EN
NNMWZ
mﬁqu
€T6€T
CT6€ES
T16€d
ot16ed
606€A
wo“mq
v06€S
€06€T
Nommm
868€4
LB8ER

S68€Y4
768€S
£68€D

168€T

688EN
888€d
L88EN
ww“m»
Z88EN
188€d

6.8€1

148¢€b
9.8EN

CL8EL

698EA

L98€T

S98€1

658€Y

TE07S
0€07d
62078
820%d
L207A
92070

vzovd
€2071
220%0

02071

9T0%D

€004

866€T

¥66€D
£66EX1
266€T
T66€T
066€4

886EM

6L6EL

LL6€X
9.L6EA

€L6ET

L96€4
996€EL

vo6ex
£96€d
296€d
T96EN
096€7T
696€T
8S96€L

SS6EA
vseed

6V6€ES

L¥6€T

85071

950%d

€507A

TS0%a

L7074

YrovM
£70%d

Tv0¥S

9E0VH

25(07
€E07T

R LDWIDE

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 3VKH

Page 12

T6TVH
06T¥I

88TV

78TYM

L9ty
992y
S9TYVY
¥92vd
€920

09ZVI
652y
8GCVL
LSTYY

SS9CYI

314748

TSCvL
147447
6€Tva

8ETVA
LETYS

SETVA

F

TeTHY
0€CY1

8TTHN

92ehd
14474

£€eTvd
(4447

0zeva

902¥s

102
00ZY1

L6TV1

¥61%d

14315741

cTeYS

+

STEVA

ETEVM
CIEVA

OTEVI
60EYS

LOEYT
90ETY

Y0evY
mo“«q
L6Tva
96Cvd
S6Tvd

€621
Nmmws
68Cvd
wwﬂwm
S8CY1
7824

[4:1471]
18CV1
08Z% 1

8LCYH
hhﬂﬂm
YL2v1
€LTYV1

TLCVA
0L2¥1

£TYIY
(4474728

STV

(454
TT9vd
0T#¥1

80%%T
LOTTM

S07vd
Y0¥PL
£07¥S

00%¥d

T6EVH

68€VY
88EVL

18€%T

6LEVI

LLE%d

Y.LE%d

TLEVA
T.E%d

69€Vd

S9EVL

€9€VT
TIETD

09€¥PT
6GEVA

LSEVA

mm“#q
2Seva
15€74

6VEVN

VeV

EVEVA

TvEVL

YovvY

[Si747cs

EETTIH
[4537472'8
TEVHD

627
8TYIN
LTVYI
47478
14747}
vevvd

TLSPY

89574

TOS¥T

9557d

L

SPSYI

EVSTI

® T¥S¥I

0%S¥S

SESTY

TESHL

L

€ISVI

0TS7A
60571

9057

F

20S%d

00S%d
66774

Y6vvd
£677a

(445170

B6E9TVA
8EITN

9E9VS

Y2ovS

CTOVH

L1974

11971

+

v09%L

TO9%I

L6S7d

€657D
26570

06S7M

607D
80,70

90.%d
S0LYT

€0LVI

TOLPd

96974

T697&
069%A
6897d

L89%S
98971
G897

S.9%a

€L9%a
TLOVN
TLOVM
0L97.L

89971
L99%V
99971

79971

T997L
T99%S
099%1
69971
899%a
LS9%L

€59%0

0597N
6797M
8¥97A
LYY

Svova

62.L7a
8CLYS

SCTLYS

€CTLYI
2TLYS
TCLYA

8TLYD

9TLYM
STLYN
YILVD

TTLVL

O

R LDWIDE
PROTEIN DATA BANK

W



Page 13 wwPDB X-ray Structure Validation Summary Report 3VKH
4 Data and refinement statistics (i)
Property Value Source
Space group P 2121 21 Depositor
Cell constants 195.73A  228.96A 201.17A .
Depositor
a, b, c, a, B, 90.00° 90.00° 90.00°
. 48.79 — 3.80 Depositor
Resolution (4) 4878 — 3.79 EDS
% Data completeness 99.3 (48.79-3.80) Depositor
(in resolution range) 99.0 (48.78-3.79) EDS
Rinerge 0.08 Depositor
Reym (Not available) Depositor
<I/o(I)>" 4.52 (at 3.77A) Xtriage
Refinement program CNS Depositor
R R 0.219 , 0.292 Depositor
) Thfree 0.211 , 0.282 DCC
Rree test set 4469 reflections (5.00%) wwPDB-VP
Wilson B-factor (A?) 125.1 Xtriage
Anisotropy 0.144 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.28 , 112.0 EDS
L-test for twinning? <|L] > =050, < L?* > = 0.33 Xtriage
Estimated twinning fraction 0.001 for 1-k,h Xtriage
F,,F. correlation 0.93 EDS
Total number of atoms 45974 wwPDB-VP
Average B, all atoms (A?) 138.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.61% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.

2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,

and 0.375, 0.2 for perfectly twinned datasets.
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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:
ADP

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 | pyigy | 417055 | RMSZ | (7] >5
1 A 0.24 | 0/23866 | 0.44 | 1/32482 (0.0%)
1 B 0.24 | 0/22846 | 0.43 0/31076
All All 0.24 | 0/46712 | 0.44 | 1/63558 (0.0%)

There are no bond length outliers.

All (1) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
1 A 3371 | PRO | N-CA-CB | 5.32 109.68 103.30

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 A 23374 0 22545 1559 0
1 B 22384 0 21550 1149 0
A 108 0 48 7 0
2 B 108 0 48 3 0
All All 45974 0 44191 2704 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 30.

WO RLDWIDE
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The worst 5 of 2704 close contacts within the same asymmetric unit are listed below, sorted by

their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:A:3689:TYR:HB2 | 1:A:3694:1ILE:HD11 1.29 1.14
1:A:3337:LYS:HB3 | 1:A:3525:LEU:HD13 1.35 1.07
1:B:3841:ALA:O 1:B:3842:SER:HB2 1.54 1.04
1:A:4242:PRO:HA | 1:A:4286:ARG:HH12 1.22 1.03
1:A:4109:ASP:HA | 1:A:4112:ASN:HD22 1.22 1.00

There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (i)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 3010/3367 (89%) | 2424 (80%) | 448 (15%) | 138 (5%) 24
1 B 2870/3367 (85%) | 2476 (86%) | 327 (11%) | 67 (2%) 6] 38
All All 5880/6734 (87%) | 4900 (83%) | 775 (13%) | 205 (4%) 31

5 of 205 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 1836 LEU
1 A 2121 ALA
1 A 2409 SER
1 A 2560 | MET
1 A 2617 VAL

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.
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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 2457/3028 (81%) | 2249 (92%) | 208 (8%) 40
1 B 2353/3028 (78%) | 2210 (94%) | 143 (6%) 181 50
All All 4810/6056 (79%) | 4459 (93%) | 351 (7%) 147 45

5 of 351 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 B 2029 ASN
1 B 3050 ASP
1 B 2189 GLN
1 B 2581 LEU
1 B 3620 | ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 198
such sidechains are listed below:

Mol | Chain | Res | Type
1 B 1568 HIS
1 B 2504 GLN
1 B 1690 GLN
1 B 2029 ASN
1 B 2832 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.
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5.6 Ligand geometry (i)

8 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).

Mol | Type | Chain | Res | Link | S0 G801 R iz - o
2 [ ADP | A [oo01| - [242929] 1.26 | 3(12%) | 29,4545 | 1.57 | 5 (17%)
2 [ ADP | B [9010| - [242929| 1.24 | 3 (12%) | 29,4545 | 1.56 | 5 (17%)
2 | ADP | B [9007| - [242029] 123 | 3(12%) | 294545 | 1.54 | 5 (17%)
2 [ ADP | B [9008| - [242929| 1.23 | 3 (12%) | 29,4545 | 1.55 | 5 (17%)
2 [ ADP | A [9003| - [242929| 1.26 | 3 (12%) | 29,4545 | 1.56 | 5 (17%)
2 | ADP | A [9002| - [242929| 1.23 | 2(8%) |29.4545| 1.56 | 5 (17%)
2 [ ADP | B [9009| - [242929| 1.25 | 3 (12%) | 29,4545 | 1.56 | 5 (17%)
2 [ ADP | A [o004| - [242929] 1.23 | 3 (12%) | 29,4545 | 1.56 | 5 (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
2 ADP A 9001 - - 5/12/32/32 | 0/3/3/3
2 ADP B 9010 - - 6/12/32/32 | 0/3/3/3
2 ADP B 9007 - - 4/12/32/32 | 0/3/3/3
2 ADP B 9008 - - 2/12/32/32 | 0/3/3/3
2 ADP A 9003 - - 5/12/32/32 | 0/3/3/3
2 ADP A 9002 - - 3/12/32/32 | 0/3/3/3
2 ADP B 9009 - - 5/12/32/32 | 0/3/3/3
2 ADP A 9004 - - 3/12/32/32 | 0/3/3/3

The worst 5 of 23 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 A 9002 | ADP | C5-C4 | 2.99 1.48 1.40

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

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 B 9008 | ADP | C5-C4 | 2.95 1.48 1.40
2 B 9009 | ADP | C5-C4 | 2.93 1.48 1.40
2 A 9003 | ADP | C5-C4 | 2.93 1.48 1.40
2 A 9004 | ADP | C5-C4 | 2.91 1.48 1.40
The worst 5 of 40 bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(?)
2 A 9004 | ADP | N3-C2-N1 | -4.33 121.91 128.68
2 A 9003 | ADP | N3-C2-N1 | -4.30 121.96 128.68
2 B 9007 | ADP | N3-C2-N1 | -4.29 121.97 128.68
2 B 9010 | ADP | N3-C2-N1 | -4.27 122.00 128.68
2 A 9001 | ADP | N3-C2-N1 | -4.27 122.00 128.68
There are no chirality outliers.
5 of 33 torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
2 A 9001 | ADP | C5’-0O5’-PA-O1A
2 A 9001 | ADP | C5-0O5-PA-O2A
2 A 9003 | ADP | C5'-0O5-PA-O1A
2 A 9003 | ADP | C5-0O5-PA-O2A
2 B 9007 | ADP | C5-0O5-PA-O3A

There are no ring outliers.

5 monomers are involved in 10 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
2 A 9001 | ADP 1 0
2 B 9010 | ADP 2 0
2 A 9002 | ADP 4 0
2 B 9009 | ADP 1 0
2 A 9004 | ADP 2 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

WO RLDWIDE
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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.

Ligand ADP A 9001

Torsions

Rings

Ligand ADP B 9010

Torsions

Rings
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Ligand ADP B 9007
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Ligand ADP A 9003
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Ligand ADP B 9009
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5.7 Other polymers (i)

There are no such residues in this entry.
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

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

Mol | Chain |  Analysed <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9
1 A | 3042/3367 (90%) | -0.14 | 61 (2%) 65 58 | 64, 130,209,322 | 0
1 B | 2908/3367 (86%) | -0.18 |29 (0%) 82| 76 | 72,136,208,335| 0
All | Al | 5950/6734 (88%) | -0.16 |90 (1%) 73 66 |64,133,209,335 | 0

The worst 5 of 90 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 A 1543 | LEU 5.7
1 B 1517 | VAL 4.8
1 A 1652 | GLY 4.7
1 A 4187 | LEU 4.5
1 A 1651 | SER 4.1

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,
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.
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
2 ADP B 9008 | 27/27 0.85 0.40 | 129,129,129,129 0
2 ADP B 9010 | 27/27 0.86 0.31 | 129,129,129,129 0
2 ADP A 9002 | 27/27 0.90 0.30 | 129,129,129,129 0
2 ADP B 9007 | 27/27 0.90 0.37 | 129,129,129,129 0
2 ADP A 9004 | 27/27 0.91 0.30 | 129,129,129,129 0
2 ADP A 9003 | 27/27 0.91 0.33 | 129,129,129,129 0
2 | ADP | A | 90001| 27/27 | 004 | 0.38 | 129,129,120,129| 0
2 ADP B 9009 | 27/27 0.95 0.31 | 129,129,129,129 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.

Electron density around ADP B 9008:

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

mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around ADP B 9010:

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

Electron density around ADP A 9002:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around ADP B 9007:

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

Electron density around ADP A 9004:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around ADP A 9003:

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

Electron density around ADP A 9001:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around ADP B 9009:

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

6.5 Other polymers (i)

There are no such residues in this entry.
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