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This is a wwPDB EM Map/Model Validation Report for a publicly released PDB/EMDB entry.

For rigid body fitted models, validation errors reported here could
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 13.90 A.

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

Metric Percentile Ranks Value
Clashscore | N 38
Ramachandran outliers | D 5.3%
Sidechain outliers I D 10.5%
Worse Better

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 114402 924
Ramachandran outliers 111179 726
Sidechain outliers 111093 686

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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%

Mol | Chain | Length Quality of chain
1 A 513 44% 46% 9%
1 B 513 49% 41% 10%
1 C 513 44% 43% 7% =
1 D 513 43% 46% 10%
1 B 513 48% 41% 10%
1 F 513 45% 44% 10%
1 G 513 46% 46% 8%
1 H 013 45% 41% 10%
1 I 513 46% 44% 9%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
1 J 513 48% 44% 7% .
1 K 513 41% 47% B 7
1 L 513 45% 42% Te% .
1 M 513 49% 43% % .
1 N 513 43% 44% Ton o
1 O 513 42% 44% To% .
1 P 513 47% 44% % -
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2  Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 60649 atoms, of which 0 are
hydrogens and 0 are deuteriums.

In the tables below, 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 T-COMPLEX PROTEIN 1 SUBUNIT BETA.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A o13 3855 2409 679 748 19 0 0

Total C N O S
1 B o13 3855 2409 679 748 19 0 0

Total C N O S
1 C 490 3673 2295 645 714 19 0 0

Total C N 0O S
1 b o13 3855 2409 679 748 19 0 0

Total C N O S
1 b o13 3855 2409 679 748 19 0 0

Total C N O S
1 K o13 3855 2409 679 748 19 0 0

Total C N 0O S
1 G 513 3855 2409 679 748 19 0 0

Total C N 0O S
1 H 192 3693 2308 649 717 19 0 0

Total C N O S
1 I b13 3855 2409 679 748 19 0 0

Total C N O S
1 J o13 3855 2409 679 748 19 0 0

Total C N O S
1 K 191 3681 2299 646 717 19 0 0

Total C N O S
1 L 490 3676 2296 645 716 19 0 0

Total C N @) S
1 M o13 3855 2409 679 748 19 0 0

Total C N O S
1 N 493 3700 2312 650 719 19 0 0

Total C N O S
1 0 490 3676 2296 645 716 19 0 0

Total C N O S
1 P o13 3855 2409 679 748 19 0 0

WO RLDWIDE
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44%

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry. Residues are color-coded according to

the number of geometric quality criteria for which they contain at least one outlier: green = 0,
yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more consecutive residues without

any outlier are shown as a green connector. Residues present in the sample, but not in the model,

are shown in grey.
e Molecule 1: T-COMPLEX PROTEIN 1 SUBUNIT BETA

3 Residue-property plots (i)

Page 5
Chain A:

+
i

6.0

LLA
9.4

20

TLA
TLT

693

&
+

©
I}
12

<+
10
S

TGN
TSL
0GA

%S

6€1

LEX

SEN
YED

2ed
TED
0€1

8¢S
Led

ocI
61V

914

4]
144

0STV
6711

sv1a
910

0%TA

8€T1a

ve1a
EETA

0ETN

6211
8TT11

1CTL

6114
8T1TYH
LTTH
9T1H

TITL
1710

60TH
80TI
LOTY
90T

€071

00TV
664

161

g6d
vev

26T

88S
L8L

3

€80

TE€TH

92TI

%TTI

{444

6121

91ed

j4%4

1A
[414)

0tTey
60CH

021
9021
9024

+

® D ONWOWDNO N M
- RO PYP®O 00O
Sy S S H 00w 0
©w R I A (= e

99¢A
99T
¥9cH
192y
84623

ietacs

192A
08y

9vea
SvTA

LETH

SETH

E€ETL

SLEY

TLER

0LET
69€T
89€h

99€L

79€d
£9€Y

09€I
6GEL

LSEV
9Ged

$9€1

16€D

8YEH

9%€T
SHEN

£v€d

TPEI
0%EW
B6EEA

Legd
9EEI

veey

0geT
62€N

j443:)

12EL

+H

viel
ETEA

0T€T

STHS

ETHW

1147

81%)

91%d

T1%1

60%L
80%A

SO%V

66€D
86€D
L6ED
€6EL

98€eh

78¢€1
E8EA

18€1

6LEQ

LLET

€194
¢T8d

0TSV

80SI
L0SI

06%A

e Molecule 1: T-COMPLEX PROTEIN 1 SUBUNIT BETA

887
1893
98¥A
s8¥vh
$8vd
£8%S
z8vd
T8%L
08¥%I

8L%1

SLYH

TLYL
0L%D

LOYH

G971
v9¥D

10%

41%

49%

Chain B:

L6T

S6d

+
i

684

TLA

+
*

6863

9SL

%90

181

1€D

v91a
€974

0971

LSTH
9618
S618
21
€471

08TV
6711
8%IN
LYTH

S71a
710

3

(478

9ETD

0ETN

8211

9TTh

vy

6112

LTTH
911D

PITL
€171

011d

90T

0TI
€071

ToTE
00TV
6632

E€ETL

TETH

92Tl

[44s

(444

6121

91¢d

214
E€TTA

6023

W

L0271
9021

v0TH
€0ca
coca
T021

861a

3

T61%

88TA
L8TH

S8TV

LLTT
9LTH
QLT
vLIA
ELTV

TLIA

89T

9974

0621

98CTA

¥8TA
€8¢1

vacl

TSTA
0STH

8¥TL

ShTA
444
5448

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

AA0W

wwPDB EM Map/Model Validation Report

Page 6

8G€D

9G€d

YGeT

TSED
0Ges
6%€4

LPEI
oveT

£ved

6EEN

Lged
9EEI

veeN
€€€0

62N
8CEA
LTET

aged
YCEH
£2ed

TTEL

08%I
6.%D

SLYNW

TLYL

69%3

S9%1
v9%D

TOPL
9G%H
€974
[4i
1950
8¥v1
L¥%a
i

8EHY

9EPI

YEPd
E€E€HT

et 4

66€0

L6ED
96€D

26EY

€T9Y

TISY
0TSV
6094
80SI

908N

T0SI

)

1691
06%A

88%Y

98%A

e Molecule 1

¥8vd
€8%S

T-COMPLEX PROTEIN 1 SUBUNIT BETA

.

7%

43%

44%

Chain C

£8D

P
©
[55]

6.0
8.Lh
LLA
9L
SLS
TLA

6931

TSL

4

08TV

LYTH

SP1a

1541

8€Ta
LETS

SETH
veTQ
EETA

8TT'T

9Z10
szTY

TETH
0€TH

92TI

{4444

6121

912d

414\

[414)

0Ty
60CH
80ca
021

£0cd

86T1d
LTV

3

T6TY

88TA

7812
€871

LLTT
9LTH
SLT1
PLTA
ELTV

TLTA

69711
89T
L9TL
9914

¥91a
€914

13

9STS

911

86TV
L6TH
96CA

L9za
99¢A
S9eH
v9cH

ToTH
192)

64GTH

€eCL

TLEH

0.Lg7T
69€I

L9€b
99€L

$9€D

29€1

09€1

8G€D

TSED
08€s

9%€1
Sbed
Phea

[44°0]
TvET

6EEN

LEEH
9€ET

veEN

62eY

i443:5

TZEL

1

L1ed

3

E€TEA

01€71

80€H

voed
£0€ed
20eY

00€x

(43748
1970

8¥¥1

v¥Pa

8ERY

9EVL

YEYd
E€EDT

14728

STYS
4497

TTHA

8THY
LT%D

(45414

6071
80%A

90%H
S0PV

66€0
86€D
L6ED

veeN
£6EL

T6ES

88EA

498ev

¥8€T

T8ET

08eY

LLET

GLeHd

TISY
0TSV

8081

T-COMPLEX PROTEIN 1 SUBUNIT BETA

908N
S08a
$03A
€094

e Molecule 1

10%

46%

43%

Chain D

9.4
S.LS

TLA
TLT

89V

99d

v9a

299
191

6493
89T

981

TSN
TGL

0%1
6€T

LEX

0€T

LTH

STT
bza

Tl
v

o
[
=i

q1s
18

0TL

©
<
b,
@
"

©
5]

8€1a

vera
EETA

0EIN
6211
8C11

9zTh

YTIV

TTIA

0TTV
6112

LTTH
911D

P11
€171

TTID
0T1d

90TH

7071
€071

3

T0oTE

v6Y

06L
68A
88S

8a
€80

6.0
8.Lb
LLA

[414]

0TTH

80ca
L0271

$0ZH

i
+

1021

861d

9611

£67D

T6TH

6811
88TA

€811

181D
0818

LLTT
9LTYH
SLT1
YLIA
ELTY

TLIA

9974

€914

8GT1
LGTH

§a1s8
¥aT11

0GTY

8YIN
LYTH

sy1a
¥910

£8CI

6.2
8.TI
Li2d
920
S.LZN

TLTH

89zH
99ZA
S9TH
jaoracs
1921
89TH

¥s2I
€92

TSCTA
08Ty

8¥TL

i
3

SvTA
j474'

8€TI
LETH

E£ETL

9gTI

1

(444

67CI
8TCH

912d

12N

99€d

$9€T

15€D
0S€S

LYET

TYeED
TPEI
0%EN
6EEN

LEEH

beey

0geT
6TeN
8TEN

YCEH
£Tea

TCEL

9TE€D

vreL

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

ataBank



AA0W

wwPDB EM Map/Model Validation Report

Page 7

0E%'T

8THY
LTHY

SThS
4478
ETHH

TTHA

61%3
8THY

9T%d

4578

TT91

60%L
80%A

SO%Y

£€6€L

06€d

98¢€d

LLET
9.L€eS
SLed

TLEd

0Le7T

TLYI
TLPL

LIV

9991
Y9%D

29%L

9SPH
SGHY

£9%Y
[4:171
1950
08%Y
69%A
89%1

il

8EVY
LEPI
9EVI

YeYd
€EPT

€194

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

10%

41%

o
re}
=

48%

Chain E

6.0
8.LD
LLA
9Ly
SLS

€La
CTLA

89V

99d

v9a

6831

LSI

9D

o
Il
=

Eid

€%
(443

6€1
8€I
LEA
9€a
SEN

2ed

08TV

LYTH

sv1a
441

8€Td
LETS

SETH

EETA

1€18
0ETN

8TT1
STt
eIy
€TTV

LITH

e

€111

17T

+

60TH

LOTH
9074

%071
€071

1012
00TV
664
864
L6

S6d
vev
£6Y
T6'1
T6A
06L
68A

L8L

€80

8%

TETH

9TTI

%eTI

{444

0zeca

414\

[414)

0t1eH

80ca
021

702D

1

3

00Ck

86T1d

9671

T6T1
T6TY

88TA

3

LLTT
9LTH
SLT1
PLTA
ELTV

Ll

TLTA

89T

9914
SOTH

€9TH
COTH

LSTH

PS11

0T€T

LOEA

70ed

CTOEY

00€d

86TV

78Tk
£8CI

1820
6LTN

8.TI
Llcd

Sl

99¢A
S9TY
v9cH
€9y
9T
19Ty

13:148

8Tl

8€TI

SETH

E€ETL

88EN

98¢l

8e1l

LLET

GLe4d

TLEH

0Le7T
69€1

Q9eY
79€d
£9¢gY

09€I

8G€D

TS€ED
08€es
6%€d

LPEI
9%€T

YPed

[44°0)]
eI

8EEH

9€ET

08%I

9L¥S
SLYW

6972

LOYH

9991

9EVI

YEPd

E€EYT

8THA
LTHY

t4 49
vevE
E€TYH

(474

8THY

STPL

T

6071
80%A

i

T0%d

66€0
86€D

v6eN
£€6€L
2684

1

€094

00SA
9673
967V
v6vY

06%A

88%Y
L8%Y
98%A

e Molecule 1

v8%d
£8%S
28%H

T-COMPLEX PROTEIN 1 SUBUNIT BETA

10%

44%

45%

Chain F

6.0
8.0

9.4
S.LS

5

€.a
TLA

3

L9V

€9A

IIII" II‘d II
vl ©
B =1

L
-

951

8D

2ed
T€D

el

€2H
Tl

914
q1s

0TL

8y

-

4]
w

7911

TSTL

0GTV

sv1a
421

8€1a

E€ETA

YTV

(4458

6113

LITH

3

€171

1110

60TH

90T
SOTV
Y011
€071

TOTH

664

161

964

£6Y
261

06L
68A

8L

€89

{44}

(444

6121

L1TH
912d

vicn

021

v02H
f{oracs
coca

1
+

861a
LBTY

88TA
L8TH

T8N
81D

8LTY
LLTT
9LTH
SLT1
YLIA
ELTY

TLIA

89T

9914
S9TH

i

€9TY

LSTH
9G1Ss

0T€T

¥oed

00gd

L6TH
96CZA

TLTH

89zH

99ZA
S9TH
ot
£9T%

6921

ietacs

TSTA
08y
G741
8¥TL

SvTA
bazat

0%ZH
6€Td

LETH

LLET

Slgy
bLeH
eLEV
TLER

69€1

15€D
0S€S
6%€4

9%€1
SYEN
42

TveED
157498

8eed

9€eI
SeeT
veey

0geT
62eN
8TEN
LTET

YCEH
£2ea

T2EL
0Z€eS

3

9T€D

YIEL

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



AA0W

g
Q
o
D

o'
o}

8

+~
<

=

G

-

<

=
]
=

/
o
<

=

=
€2l
as)

A

ol
E
E

Page 8

€97y
[4id
1S90
0SHY

8¥%'1

Eiad

(047474}

8ERY
LEPI
9EPI

vE¥d

STPL

TT%1

60%L
80%A

70SA
€094

TOSI
00SA

867V
LBYY

1691
06%A

88%Y
L8%Y
98%A

¥8%d
£8%S

08%1

T-COMPLEX PROTEIN 1 SUBUNIT BETA

8L%1

SLYH

TLYI

LIV

9991
v9%D

9SPH

e Molecule 1

8%

46%

46%

Chain G

06L
68A

=t 0
Q @
(5] ©

6.0
8.Lh

9.4
S.is

€La
TLA

*

S9N

[
&
1=

GEN
vED

CEd

LoH

Sc1
¥za

(441

0cI
61V

¥ST11

CSTL

08TV

LYTH

S91a
421
£9TH

LETS

3

EETA
CTETV

0ETN

9zTh
azTY
eIV

1CTTL

6114

3

LTTH
911D

€111
TTT0

0T1d
60TH

90TY

%011
€071
Tots
1013
00TV

662

1

S6d
eV

+

26T

£TTH
(444

61CI

912d

j454\8

60Ty
80za
L0271
9021

%0TH
£0CH

1021

86T0d

%610

[41%)
1611

88TA
L8TH

S8TV

181D

9LTH
SLTT
BLTIA
ELTV

TLIA
0LTY

89T

9914

¥91Q
€9TH
COTH
T9TH
09TL

981s

voed

862V
L6TH
96CA
S62CH

262D
1624
0621
L8td

¥8ck

6.l
8.TI
LLT4

SLTN

TLTH
TLTY

89cH
L9za
99zA
efelas
¥9cH
€92y

19TH

69T
TScA
9vea
SvTA
444

474
15443

6€cd
8€TI

9€TI
SETH

€ETL
ceea

L

92TI

0LET
69€T

3

09€I
63EL
8G€D
LGEY

fefeton]
v6e1

8YEH
LYEI
9%€T
Sven

£ved
TveD
15498
0YEW

8€€d
Leged
9E€I
SEET
veey

0geT
62€N

L2€T

LLET

GLe4d

cLed

*

6083

[N
o o o
D D 1O
=

6673

9674
S6%V

1691
0671
687D
88%Y
1873
98¥A
S8%h

€8%S
28%d

T-COMPLEX PROTEIN 1 SUBUNIT BETA

08%I

SLYH

TLYL

LIYH

G971
v9¥D

9S7H

e Molecule 1

10%

41%

45%

Chain H

T8A

SEN
vED

ced

8Ts
LTH
9TA

vea

(443

0ZI
61V

LTI

o
—
5

=
@ -
=

<& !D-
a (5]

o
©

0971

LSTYH

911

TSTL

0GTY

8YIN

g91a
51D

8€1a

EETA

st
Ll

8C11

LTTH

PT1I

CTIL
TTT0
0T1d

L

0TI
€071

T01d

=2
o=
@ =
(S

» O -
0 D D O
= B> a

TETH

9221

€T
(444

6121
81cH

91ed

PICN

[414]

01Ty

802a
L0271
9021

861d

96711

(415

L8TH
9811
S8TV

€811

LLTT

SLT1
YLIA
ELTY

TLIA

89T

9974

€974
C9TH

voed

00€d

862V
LBTH
96CA
S62H

T6TH
T6C4
0621

L8cd
98TA

8Tk
£8CI

6.2N

TLER

69€1

L9€b

SOEY
%9¢€d
£9€Y

09€I
6GEL
8GE€D

felegoics

¥S€T

TGEA

0S€S

8YEH

9veT
SYeEN
e

TveD
TPEI

8€€d
LEET

SeeT

0€eT
62eN
8TEA

Sced
YCEH
£TEQ

TCEL
0TeS

L1€3
9TE€D

vreL
ETEA

60€Y

€974
[4i¢

677N
8Y%1

VvV
Sv¥S

8ERY

9EVI

veVd
€%
{4571

*

STYS
weve
ETHW

13478
0ZHY

8TH)

+

i452)

1191

60%L
80%A

90%H
SO%V

Ll

66€0

L6ED

S6ER
v6EA
€6EL
06€d
98€eh
78€1

18€1
08eY

SLEH

ataBank

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



AA0W

wwPDB EM Map/Model Validation Report

Page 9

908N

008A

L6YY

9SYH

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

9%

44%

46%

Chain I

7911

0GTY

8YIN

§71a
Al

8€1a
LETS

E€ETA

0ETN

8C11

9Z10
SZTY
2431

TCIL
(431

8114
LTTH

Y1l
€111
CTIL
TTT0
0T1d
60TH
80TI

90TH

0TI

T0Td

664

L6T

S632
eV

06L
68A

92T1

[t4as
(444

912d

¥Ten

23

9021
S0T4d

9611

1611

88TA

© N~
© ©
-
= om

LSTH
9G1s
gqeT1s

6TEV

vreL
ETEA

0T€T

v0ed

TOEH
00€d

LB6TH

S6CH

T6TH

16T4

0621

182d

8Tk
£8C1

Y6EA

c6ed

98€l

¥8e1

LLET

SLEY

ELEV
cLEd

0.7
69€1
89¢€l

09€I
6SEL
8G€D

9G€d

v8eT

TS€D

LYEI

44331
£geda

T2eL
0zZes

8L¥%1

SLYW

TLYI

Sv¥S
¥hba

8EHV

9EVI

YEVd
EEPT

{1474

LTHY

ST¥S
i447S
ETHW

13478

Ll

452!

T1%1

60%L
80%A

i

LS

66€D

L6€D

€184

0TSy
6083

$0SA

2081

T-COMPLEX PROTEIN 1 SUBUNIT BETA

00SA

96%3

T6%1
06%A

e Molecule 1

887y
1873
98¥A
S8%h
$8¥d
£87S

08%I

7%

44%

48%

Chain J

888
L8L

S8
¥8a
£8D

6.0

LLA
9.4

22

CTLA

€94

693

961

€80

181
0SA

8¥1

%S

6€T

€9TY

0971

+
i

9618
GSTS
$911

(4

0GTY

LYPTH

S¥1a
710

8€1a

I

8CT1

4441

TTIA

(43
6113

LTTH

PITI
€171

864

961
S6d

444

Twes

LETH

E€ETL

TETH

92el

jX44)
(444
TTTN

6121

91¢d

P1CN

[414]

(24’5
60TH
80ca
L0271
9021

v0TH

6.LTN
8.TI
LLTd

SLTN

*

TLTH

89cH

99¢TA
S9TH

1

9¥za
ShTa

06€d

98¢€b
S8EY

E£8EA

T8€1
08EY
6.LEQ

SLeY

cLed
TLEQ
0LgT
69€1
89€b
L9€b

v9ed
€94

09€I
6GEL

LGEY

feieohi]
G

TSED

6%€d

PAZ
obeT

£ved

THEL

SEET

YEEN

0€€T
62EN

£458:3
£2ea

TZEL

L8941
9871
a8vh
¥8¥d
€875
z8vE

(414}

0S%V
67%A
8¥%'T

el

8EVY

9EVI

¥eVd
€%
[45721)

*

wevE
ETHH

11478

8THY

1191

60%L
80%A

SO%V

i

1072

66€0
86€D

S6EL
veen

€194
2TSd

0TSV

80GI
L0SI

§S08a

i

TOSI

6673

S6%V

1691

88%Y

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



4A0W

wwPDB EM Map/Model Validation Report

Page 10

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

8%

3

47%

41%

Chain K

€La

o
~
B

© I~
© ©
A<

<+
©
a

O
)
B3

Sva
iz

6€T

914

0STV

8YIN

Sv1a
421
£vTH

8€Ta
LETS

1€18

9zTh
aTTY
iZz431

(4458

6174

LITH

¥ITI
€111

11T

60TH
80TI

90T
SOTV
%0TI

1018

(444

61CI

912d

HTTN

[414)

otTey
60Ty
80za
L0271
9021

%02H
£0cH

00TX

8610d

C6T1T
1611

88TA

9811
S8TV

€811
Z8IN

8LTH

9LTH
SLT1
PLTA
ELTV

TLTA
0LTV

89T

9974

910
€91

09TL

1

981Ss
S9TS
$ST1T

.8¢d

78Tk
£8CI

192y

veea
€ecL
zeea
TETH

8ze

92TI

e€eey

09€I
6GEL

LSEY
96ed
96€ed
$5€T

19€D

LYEL
9%€T
SYEN
420
£v€d

TPEI
0%EW

9EeI
SEET
veey

0geT
62N

YCEH
£Tea

T2EL
0z€es
B6IEY

L1ed
91€d

E€IEA

0T€T
60€Y

LOEA

v0ed

TO€H
00€d

862V
L6TH
96CA
S6CH

T6TH
1624
0621

8¥¥1

0%¥N

BETY

9EVI

bEVd
EEVT

214d
TIGY

8081

908N

€094

TOSI
00SA

867V

96%d

SGLYW

TLYI
TLYL

LOYH

T-COMPLEX PROTEIN 1 SUBUNIT BETA

9991
v9%D

9S7H
SSTY

€974
[4si
1890
0SHY

e Molecule 1

8%

42%

45%

Chain L

L6T

76V

3

T6T

£8D

+

6.a

9TA

{443

ZA%
ELTV

TLIA

9974

€97
C9TH
T9TH

68711
84711
LGTH
9618
4618
7911

0GTV
6711

LYTH

§71a
aat)
£7TY

0%IA

8E1a

-

STTY

LTTH

-

€171

1170

LOTY
90TH

7071
€071

TOTH

662
864

ve€ea
€€TL
zgea
TETH
92CI
STT1
(444
6121

912d

414

3

[434]

(24’8
60Ty
80ca

*

9021
S0T4
v0TH
€022

861a

9611

9LTH
SLT1

E€TEA

0T€1

LOEA

voed

€0eda
COEY

00€3

862V

8Tk
£8C1

8.TI
Llcd
9,20
S.LTN

TLTH

892

99CZA
S92
y9cH

ToTH
T9TH

68€4
88EA
L8EL
98¢gd
S8V
¥8€T
E£8EA

18€1

LLET

SLeY

CLET

0Le7T
69€1

%9¢€D
£9¢Y

09€I
69EL

felefohi]

19€D
0GES

8YEH
LYEI
9veT
svex
wvea
£ved

TheT

9EET

veen

3

62EN

3

¥CEH
£2ea

0zes

L1€3
9T€H

vreL

1871
08%I

SLYW

TLYL

69%3

LO%W

S9%1
¥9%D

4N

9G%H

€974
[4i¢
1570
0SHV

8¥%1
L¥%a
ovvY

8ERY
LEVI
9EVI

YeVd
E£E%T

90%H

66€0
96€D
S6€X
veen

o6ea

€194

o
—
e
a

0TSV

908N
S08a
vosA
£09Y

T0SI
008A
6673

T-COMPLEX PROTEIN 1 SUBUNIT BETA

LETY

S6%Y

3

88%Y4

e Molecule 1

9871
i3]
%8vd

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



4A0W

wwPDB EM Map/Model Validation Report

Page 11

7%

43%

49%

Chain M

wm-
< [

€La
TLA

89V

99d

voa
€9A

693

9GL

€40

TSL

L

%S

6€T
8€I

3

veD

(4

0€1

8¢S

& © ~
N o
=] i

I\
3
-

€9TH
C9TH

Ll
i

0STV

8YIN
LYTH

8v1a
a1l

8€Ta

veTa
EETA

0ETN

8TT1

iz4a3 )

0gTV

SOTV
%011
€011
2ots
1012
00TV

864
L6T

261

15743

LETH

veTd

ceea
TETH

92Tl

(444

6121

91¢d

YTCN

[414)

0TTH

80ca

9021

%02D

86T1d
LBTY
9671

T6T1
T6TY

68TI
88TA
L8TH
9811

8LTH
LLTT
9LTH
SLT1
YLIA
ELTV

TLTA

89T

99174

£geda

12EL

6TEV

L1€8

€TEA

LOEA

88cH
L8td
98TA

¥8cCk
€821

08cH

8.TI

9.T0
SLTN

*

9vea

66€D

L6ED

06€d

88EA

98eh

443:5

8874
98¥A
S8%h
$8¥d
£87S
08¥I
8L¥'1
SLYH
L9¥H

9991
v9%D

TOPL
9S7H
€974
2871
jis ]
0SHY
8%¥'1
S¥vS

f440]
TPy

8ETY

9EVI

PeYd
£EYT

0€%1
el4 4
bcva
E€TYN
(4441
8THY
91%d

(4544
TI91

80%A

SOPY
4040

€154
214d

018Y
609)
8081

+

H0SA

1

008A

L6TY

e Molecule 1

S6%Y

T6%1T

T-COMPLEX PROTEIN 1 SUBUNIT BETA

9%

44%

43%

Chain N

78a

79a

9D
191

6G)

LYIH

H10

8ETA

9ETH

vETa
EETA

8CT11
LTIV
9zTTh
STTH

0TTY
6174

LTTH
911D

PT1I
€111

1170

60TH
8071
LOTY
90Ty

%011
€071

T0Td

664
864
161

964

€6V
26T

06L
68A

<89

6121

otzd
s12h

602y
80ca
L0211
9021
S0cd
v0TH

coca
1021
00TA

861d

2611

6871
88TA
L8TH

LLTT
9LTH
S4T1
vLIA
ELTV

TLIA

89T

9974

€9TH

0STV
69711
8YIN

16C4
0621

182¢d

8Tk
£8C1

1820

6.LcN
8.TI
Llcd
9,20
LT

*

TLTH

89CH

99CA
S92
porac
£92Y

1921

68Ty

EETL
ceea
TE€TH

92TI

1

{444 )

L9gb

%9ed
£9€Y
C9eT
TOEA

6GEL

LGEV

feleoh]

i

18€D

67€d

LPEI
9veT
Shex

eved
cved
TheT
0YEN

9EEI

i

veen

0€€T
62EN

LTET

qged
¥CEH
£Tea

T2eL
0zes

L1€8

vIEL
E€TEA

01€1

¥0ed

TOEH
0ogd

L6TH
96CTA
S62H

13441

8EVV

9E¥I

veVd
€€V

1073

66€0

L6ED

S6ER

T6ed

68€Y
88EN

98€el
S8EV
¥8€1

LL€7
9LES

ELEV
TLER

0,7
69€T

018V

LOSI
908N

vosA

T0SI
00SA

L6%Y

i

1691
067
6870

1893
98%A
a8l
¥8vd
€875

18%L
08%I
6.%D

9L%S
SLYW

LO%W

T-COMPLEX PROTEIN 1 SUBUNIT BETA

S9%1
¥9%D

9G¥%H

£9vY
4l

677N
8%¥1T

Sv¥S

e Molecule 1

9%

44%

42%

Chain O

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



4A0W

wwPDB EM Map/Model Validation Report

Page 12

[
~
a

LLA
9LY

€La
CTLA

0LA

89V
L9Y
99d

79a
€9

191

8Y1

Sva

s
07T

0GTY

8YIN

sv1a
Al
£7TY

0EIN
6211
8C11
LTTY
9zTh
aTTY

cTIA

6113
8114
LTTH
911D
STTV
4299
€171

0T1d

€071

T0Td

662

L6'T

+

T6T
T6A

681

1

78a
€80

TETH

92TI

1

(444

6121

91¢d

YTCN

[414]

ot1ey

021

coca
T0CT

861a

9611

T611

6871
88TA
L8TH

98TV

€811

81D

LLTT
9LTH
SLT1
vLIA
ELTY

TLIA

89T

9914
S9TH

€91

8911

9G1Ss
GSeT1s
7911

S62H

T6Cd
0621

L8¢d
98TR

8Tk
€8¢1

8.c1
Lltd
9.2d
SLTN

*

TLTH

6921
892
1,923
99CZA
S9¢H
v9ca
€9¢
29Tl
T9TH

66Ty
84cd

E€ETL

0LET

8GE€D

9G€d

1S€D

LYEI
9veT
avex
whea

TPEI

6EEN
8€€d
LEET

veen

0€eT
62eN
8TEA
LTET

qged
YTEH

iaAl

4474

8EVY
LEVI
9EVYI

YeVd
E£EPT

8THI

474

ETYW

61%3
8T¥Y
LT%D

STHL

1191

60%L
80%A

i

1073
66€£0
86€D
L6€D

Y6EN

T6ed

06ed

98€el

¥8€1
E£8EN

6.L£d

LLET

Sle¥
vLEH

cLed
TLed

£8%S

9GVH

£9%Y
4l
15%0
0SHY

8¥¥1

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

8%

44%

47%

Chain P

06L

8L

£8D

LSTH
981§
SGTs
PST1

0STV

LYTH

g%1a
421
[5ast

157425

8€Td

9ETH

veTa

5

8TT1T

9zTh
E14a't
TTY

6113
81TH
LTTH
911D
STTV

E€TTI

TTT0

60TH

LOTH
90TH

w6V

T6T

cgca
TETH

9¢CI

€Ty
(4444

61¢I

91ed

414

[454]

01ey
60Ty
80¢d

9021

02D
€0cH

861Q

9914

v91a
€9TY
C9TH
T9TH

v0€d

20y

00€d

862V
LBTH

962D

262D
T6cd
0621

L8td
98CTA

78Tk
£8CI

182h

8.TI

9.2d
S.LTN

*

TLTH

€LEV
cLed
TLEA

69€1
89¢€d
L9€b

S9eY

62N

LTET

YCEH
£€2eq

TTEL

L1€d
91€D

€TEN
21el

60€Y

S9%1
v9¥D

9SYH

€974
[4id

0SHY

8Y%1

8EHY

veVd
£EVT

STHS

ETHH

(444
6173

L1%D
9T%d

T1%1

80%A

66€0

S6EX

€6EL

3

88EA

98¢eb

v8e1
E£8EA

SLed

2148d

90SN

70sA

LOPH

O

R LDWIDE

PROTEIN DATA BANK

W



Page 13 wwPDB EM Map/Model Validation Report 4A0W

4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of images Not provided Depositor
Resolution determination method | Not provided Depositor
CTF correction method EACH MICROGRAPH, Not provided Depositor
Microscope OTHER Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 18 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 3000 Depositor
Magnification 50000 Depositor
Image detector KODAK SO163 FILM Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

. Bond lengths Bond angles

Mol | Chain | pyiy 71 29 | RMSZ #|Z| >2

1 A 0.45 0/3896 0.75 1/5249 (0.0%)

1 B 0.44 0/3896 0.74 0/5249

1 C 0.43 0/3711 0.72 0/5000

1 D 0.45 0/3896 0.73 3/5249 (0.1%)

1 E 0.45 0/3896 0.75 0/5249

1 F 0.46 0/3896 0.75 1/5249 (0.0%)

1 G 0.46 0/3896 0.76 1/5249 (0.0%)

1 H 0.45 0/3732 0.72 0/5028

1 I 0.45 0/3896 0.77 1/5249 (0.0%)

1 J 0.44 0/3896 0.71 0/5249

1 K 0.44 0/3719 0.71 0/5011

1 L 0.45 0/3714 0.71 0/5004

1 M 0.45 0/3896 0.73 1/5249 (0.0%)

1 N 0.43 0/3739 0.73 1/5038 (0.0%)

1 ) 0.45 0/3714 0.75 0/5004

1 P 0.43 0/3896 0.76 1/5249 (0.0%)
All All 0.45 | 0/61289 | 0.74 | 10/82575 (0.0%)

There are no bond length outliers.

The worst 5 of 10 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
1 D 512 | PRO | N-CA-CB |-7.85 93.88 103.30
1 N 488 | ARG | CB-CA-C | -6.44 97.51 110.40
1 P 508 | ILE CB-CA-C | -6.11 99.37 111.60
1 I 74 | MET | CA-CB-CG | 6.06 123.60 113.30
1 D 242 | ARG | N-CA-CB | -5.80 100.16 110.60

There are no chirality outliers.

There are no planarity outliers.
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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 3855 0 3970 311 0
1 B 3855 0 3970 315 0
1 C 3673 0 3778 314 0
1 D 3855 0 3970 311 0
1 E 3855 0 3970 285 0
1 F 3855 0 3970 330 0
1 G 3855 0 3970 321 0
1 H 3693 0 3795 306 0
1 I 3855 0 3970 322 0
1 J 3855 0 3970 293 0
1 K 3681 0 3782 313 0
1 L 3676 0 3777 298 0
1 M 3855 0 3970 282 0
1 N 3700 0 3802 303 0
1 O 3676 0 37T 307 0
1 P 3855 0 3970 291 0

All All 60649 0 62411 4706 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 38.

The worst 5 of 4706 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)
1:0:146:LEU:HD12 | 1:0:171:VAL:HG13 1.25 1.16
1:B:146:LEU:HD12 | 1:B:171:VAL:HG13 1.24 1.12
1:L:146:LEU:HD12 | 1:L:171:VAL:HG13 1.31 1.09
1:A:266:VAL:HB 1:A:290:LEU:HD21 1.35 1.08
1:D:266:VAL:HB 1:D:290:LEU:HD21 1.32 1.08

There are no symmetry-related clashes.
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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 PDB entries followed by that with respect to all EM
entries.

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 511/513 (100%) | 459 (90%) | 30 (6%) | 22 (4%) 34
1 B 511/513 (100%) | 455 (89%) | 27 (5%) | 29 (6%) 28
1 C 486/513 (95%) | 442 (91%) | 22 (4%) | 22 (4%) 33
1 D 511/513 (100%) | 456 (89%) | 22 (4%) | 33 (6%) 25
1 E 511/513 (100%) | 445 (87%) | 26 (5%) | 40 (8%) 20
1 F 511/513 (100%) | 461 (90%) | 19 (4%) | 31 (6%) 26
1 G 511/513 (100%) | 462 (90%) | 25 (5%) | 24 (5%) 32
1 H 488/513 (95%) | 437 (90%) | 24 (5%) | 27 (6%) 29
1 I 511/513 (100%) | 453 (89%) | 27 (5%) | 31 (6%) 26
1 J 511/513 (100%) | 462 (90%) | 27 (5%) | 22 (4%) 34
1 K 487/513 (95%) | 444 (91%) | 20 (4%) | 23 (5%) 32
1 L 486/513 (95%) | 435 (90%) | 28 (6%) | 23 (5%) 32
1 M 511/513 (100%) | 455 (89%) | 33 (6%) | 23 (4%) 33
1 N 489/513 (95%) | 435 (89%) | 30 (6%) | 24 (5%) 31
1 O 486/513 (95%) | 445 (92%) | 18 (4%) | 23 (5%) 32
1 P 511/513 (100%) | 465 (91%) | 21 (4%) | 25 (5%) 31

All All 8032/8208 (98%) | 7211 (90%) | 399 (5%) | 422 (5%) 29

5 of 422 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 3 ALA
1 A 82 VAL
1 A 84 ASP
1 A 141 LYS
1 A 234 ASP
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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 PDB entries followed by that with respect to all EM
entries.

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 | 409/409 (100%) | 362 (88%) | 47 (12%) 7| 32
1 B | 409/409 (100%) | 367 (90%) | 42 (10%) 9] 37
1 C 389/409 (95%) | 350 (90%) | 39 (10%) 9] 38
1 D | 409/409 (100%) | 362 (88%) | 47 (12%) 7| 32
1 E | 409/409 (100%) | 370 (90%) | 39 (10%) | |11} 41
1 F | 409/409 (100%) | 364 (89%) | 45 (11%) 8] 34
1 G | 409/409 (100%) | 369 (90%) | 40 (10%) | |10] 39
1 H 391/409 (96%) | 349 (89%) | 42 (11%) 8] 36
1 I 409/409 (100%) | 364 (89%) | 45 (11%) 8] 34
1 J 409/409 (100%) | 372 (91%) | 37 (9%) 12 44
1 K 390/409 (95%) | 349 (90%) | 41 (10%) 8] 36
1 L 390/409 (95%) | 354 (91%) | 36 (9%) 11 43
1 M | 409/409 (100%) | 373 (91%) | 36 (9%) 12| 45
1 N 392/409 (96%) | 344 (88%) | 48 (12%) 6] 31
1 o) 390/409 (95%) | 347 (89%) | 43 (11%) | 8] 34
1 P | 409/409 (100%) | 360 (88%) | 49 (12%) | |6} 31

All | All | 6432/6544 (98%) | 5756 (90%) | 676 (10%) | | 13| 36

5 of 676 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 H 108 ILE
1 1 409 THR
1 0] 431 ARG
1 H 160 THR
1 I 40 LEU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 100 such

sidechains are listed below:
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Mol | Chain | Res | Type
1 H 489 GLN
1 J 130 ASN
1 O 451 GLN
1 1 126 GLN
1 1 410 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

5.5 Carbohydrates (i)

There are no carbohydrates in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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