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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
stem from errors in the original structure(s) used in the fitting.

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
http://wwpdb.org/validation /2016 /EM ValidationReportHelp

MolProbity : 4.02b-467
Mogul : unknown
Percentile statistics : 20151230.v01 (using entries in the PDB archive December 30th 2015)
Ideal geometry (proteins) : Engh & Huber (2001)

Ideal geometry (DNA, RNA) : Parkinson et. al. (1996)
Validation Pipeline (wwPDB-VP) : trunk27241
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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 10.70 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 0 I 46
Ramachandran outliers | I 5.3%
Sidechain outliers | I 11.1%
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 37% 47% 10%
1 B 513 37% 47% 8% - 6%
1 C 513 39% 51% 9%
1 D 513 38% 51% 9%
1 B 513 38% 52% 9%
1 F 513 36% 49% 9% - 5%
1 G 513 38% 52% 9%
1 H 013 34% 51% 9% - 5%
1 I 513 39% 44% 0% 7%

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

Mol | Chain | Length Quality of chain
1 J 513 44% 45% 10%
1 K 013 41% 49% 10%
1 L 513 40% 47% 8% 6%
1 M 013 38% 48% 8% - 5%
1 N 513 43% 44% % e
1 O 513 36% 48% %% - 6%
1 P 513 41% 49% 8% -
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2  Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 59707 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 492 3693 2308 649 717 19 0 0

Total C N O S
1 B 484 3626 2268 638 701 19 0 0

Total C N O S
1 C o13 3855 2409 679 748 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 189 3666 2291 644 712 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 485 3634 2272 639 704 19 0 0

Total C N O S
1 I 476 3555 2224 624 689 18 0 0

Total C N O S
1 J 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 O S
1 L 484 3626 2268 638 701 19 0 0

Total C N @) S
1 M 486 3641 2276 640 706 19 0 0

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

Total C N O S
1 0 482 3608 2255 634 701 18 0 0

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

WO RLDWIDE

PROTEIN DATA BANK
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37%

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:

£8D

4

6.0
8.0
LLA

S.LS

€La
TLA

99d
GON

+

693

€90
TSN

0SA

Sva

%S
0%1

8€1

Ced

LETS

0ETN
6211
8CT1

9zTTh
aTTY
verv
€TTV

0ZTV
6113

LTTH
911D

€111

11T

60TH

90T
SOTV
0TI
€071

L}

1013
00TV
664

161

g6d

261

06L

88S
L8L

0
0
[

PICN
€TCA
[414]

01Ty
60TH

%02H

T6TT

9811

8LTY

9LTH
S4T1
PLTA
ELTV

8GT1
LGTY
9818
g9q9Ts
¥ST1

CSTL

08TV
69711

0THY

L1%D

ST¥L

(4544
1191

60%L
80%A

S0PV

£0%1

66€D

L6ED

S6ER

T6EY

06€d
68€X

¥8e1
E8EA

18€1T
08EY

TOSI

6672

S6%Y

T6%1
0677

88%Y

98%A
g8%h
$8¥d
£8%S

08%I

9L¥S
SLYW

TLYI
TLYL

6973

LOYH
99%a
9991
v9%D

9GYH

€894
[4ci4)
i)
0SPY

8%¥'1

iad
[4740]
8EDY

LEVI
9EVI

YEYd
€EVT
CETH

*

8TYY
LTYY

STYS
i 4474S
E€TYH

6%

8%

+

47%

37%

e Molecule 1: T-COMPLEX PROTEIN 1 SUBUNIT BETA

Chain B:

I
~
=

s
©
=

99d

By
©
a

© O mm
0 0
[~

Sy
Ire
©

o
Ire)
=

0SA
671

II : -.II
N
a

%D
(474
%S

6€T
8€I

9ea
SEN

e
ced

0€T

8Ts
LTH

vea

(443

0ZI

LTI

v1s

© N ©
o<

3

LLTT

SLT1
YLIA
ELTY

TLIA

89T

9974

€91

09TL

8911
LSTH
9G1S
SGT1S

08TV
6911
8YIN

Sv1a

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W


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

4A0V

wwPDB EM Map/Model Validation Report

Page 6

TLTH

6921
89T

99ZA
S9TH
vocH

j£449)

(444

6121

91ed

4348

i

0TTY

80ca
L0211
9021

PAZS
oveT

9EEI
S€ET

98TA

¥8CTA

£8C1

182h

8.TI
LLT4

S.LTN

0THV

STHL

E€T%S

1191

80%A

S0PV

+

66€0

v6en
£6€EL

1

L8EL
98€b

¥8€1

3

08EY
6LEQ

LLET
9L€S
SLeY

cLEd
TLEQ
0Lg1
69€1
89eb
L9gb
99€L

¥9€D
£9€Y

09€1
6GEL

LGEY
feleporcs
aged
$S€T

1S€D

6v€d

00SA

867V

96%3
S6%V

06%A

88%Y

98%A

¥8vd
£8%S

1871
08%I
6.L%D

SLYW

TLYI
TLYL

69%3

LO%W

S9%1
¥9%D

9G¥%H

£8%Y4
[4i¢
1570
0S%V

8Y¥1
L¥%a
ovvY
Sv¥S

(074741

8EVY

9E¥I
SEPL
YeVd
£€%T

STHS
veve
ETHW
cTHY
13478

L

018V

90SN

e Molecule 1

v0sA
€£09Y

T-COMPLEX PROTEIN 1 SUBUNIT BETA

9%

51%

39%

Chain C

BE

S8
¥8a

0SA

o
2!
= |

8TSs
LTH

ST1

<
N
a

el

6TV

LTI
914

0STV
6711
8YTN

S¥Td
421
£YTH

8ETA

CETY

0ETN
6211

9ZTh

weTy
e€TTV
(4458
12TL
0ZTY
6113
8T1TH
LITH
911D

PITL
€111

TTT0
0TTd
60TH

LOTH

SOTV
%0TI
€071

00TV

864
L6

S63
76V

T6'T

06L
681

L8L

9¢TI

1

(444

61CI

912d

414

[454]

(24}
60TY
80ca
L0271
9021

702D

861a

2611

GSTS
811
€9TL
CSTL

L6TH
96TA
S62D

262D
624
0621

6.LTN
8.4TI
LLTd
9420
S.LTN

*

TLTH

892

99¢A
99Ty
v9cH
T9eH
89cd

€924

TG6TA
0821

8¥%TL

eid
444

[444)
Tves

8€CI
LETH

€ETL
zeea
TETH

L9€D

S9EY
v9ed
£9¢€Y
29¢€1

09€I
6GEL

LGEY
felefokcs
feiefoh]
YGeT

TSED
0SES

8%EH
LYET
9%eT
shexd

Ther

LEEH

TOEH
00ed
6621
862V

l444]
13441
(0474748

8EVY
LEPI
9EPI

YeYd
E€EYT

LTHY

(474

8T¥Y
LI%D

TT91

60%L
80%A
LOPY

YOPH
£0%1

66€0

L6ED
96€D

Y6EA

T6eY

06€d
68
88EA

T8ET
08EY
6.LEQ

LLET
9LES
S.gY

eLEY
TLER

0Lg7
69€1

C¢T9d

0TSV

LOSI
908N

¥0SA
£09Y

6673

LB%Y

69%3

T-COMPLEX PROTEIN 1 SUBUNIT BETA

LOYH
99%a
9991
99D

T9%L

99%H
i
9y
£9%Y
{43751
1950
08%Y
697N
89%1

lad
ShPS
¥Pva
5374729

e Molecule 1

9%

® 3 o=
© 0~~~

51%

38%

~
—
-

Chain D

PLH
€La

99d

0
©
=

™
©
=

91

643

TSL

671

[
)
A

8€1

© N
()
A X

<
™
S

9TA

€T
(443

ocI
61V

0
—
©

eics
va

(4]
v

SP1a

£¥1Y

15458
0%TA

8€Ta

SETH

EETA
CETV

8211

iZzaa}

RLDWIDE

911D

P71
€111

TTT0
0TTd
60TH
80TI

90TH
SOTV
%011
€071

1012
00TV
663

L6T

€6V
261

£8D

6.0
8Lb

9.4

67CI

912¢d

j414)

9021
S0cd
%02D

coca
10271

867d

61D

T6TY

L8TH
9811
98TV
¥81d

081S

8LTH
LLTT
9LTH
S4T1
i ZAY
ELTV

TLTA

-

99174

€9TH

09TL

8GT1
LGTH
981§
gy
9711
E€9TL
CSTL

08TV
6711
8YIN

0O
PROTEIN DATA BANK

erpBe

W



4A0V

g
Q
o
D

o'
o}

8

+~
<

=

G

-

<

=
]
=

/
o
<

=

=
€2l
as)

A

ol
E
E

Page 7

S62H
T6TH
T6C4
0621

L8t¢d

SLTN

*

6921

99ZA
S92

€92
T9TH

09zca
66Ty
8GcH
LGTy

TSCA

ShTA
444

(4445

0%cH
6€cd
8€TI
LETA
9€TI
SETH

£€TL

TETH
0€TH

92CI
STT1

(444

09€I
69EL
8G€0
LSEY
99¢ed
g9€ed
¥9e1

CTGEA
TSED

6%€4
8YEH
LYEI

TheT

6EEN

LEEH
9EET

€€€0

3

62EN
8CTEA

aged
YCEH
£2ea

TTEL
0zes

L1€3
YIEL

E€TEA
(4559}

01€1
60€Y

v0€4d

CTOEY

00€d

862V
LBTH
96CA

¥TvE

(4441

(44
6T%d

LT%D

STHL

1191

60%L
80%A

90%H

FOVI

1072

66€0

L6€D
96€D
S6ER
w6EN
€6EL

06€d

88EA

98¢gd
S8EV

T8€D

6.LEd

LLET

SLeY
vLe3

cLed
TLEQ
0LeT
69€1

L9gb
99€L
SOEV
%9€d
£9€Y
29€1

[Tv08sn ]
£09Y
2091
T0SI
00SA

867V
L6%Y
96%3

06%A

88%Y
1893
9871
689l
8%
€875
z8vaE
18%L
0871

8L%1
SLYN

69%3
89%%
LO%NW
99%a
S9%1
¥9%D

1971
99YH
€974
[4i¢
1550
0S%Y
6%%A
8%%1

VvV
S¥¥S

1344

8EVY

9E¥I

vevd
€€V
6093

e Molecule 1

8zo 908N
[ | 50sa

T-COMPLEX PROTEIN 1 SUBUNIT BETA

9%

52%

+

38%

Chain E

ik

6.0
8Lb
LLA
9.4

BLW

CTLA

89V

99d
SON

683

9D

[4°1)
T1SL

Sha

£%D

154

I < © @ o
@ © [52] [
ol (3] a Pk |

0€T

8Ts
pxas
9TA

¥ca

o
o
=51

0ZI

LTI

64
8y

421
E7TY

0%TA

8ETd

*

9ETH

YETA

08a

0T1ey
60TY
80¢d
9021
02D

20za
T0T1

861Q

9611

2611
T61H
0674
6871

L8TH
98TI
<81V

9LTH
QLT
BLIA
€LTY

TLIA
0LTY
6971

9974

€91

T9TH
0971

6.LTN
8.TI
LLTd
9.20
S.LTN

TLTH

6921
89cH

99¢A

T9eH

89cd

eot4cy

€924

T6TA
082y

8¥%cl
L¥%cTS
9%ca
44

£%TA

Tes

6€Td

LETH

GETH

€ETL
ZETa

1

9Tl

[444)
(444

61CI
81cH

I

PICN

[454]

o

£45:5
£2ed

TTEL

3

91€D

PIEL
ETEA

i

8T¥Y
LT%D

STHL

(4544

60%L
80%A

S0PV

T0%E

66€0
86€D
L6ED

1

€6€L
26eY

06ed

98¢€b

v8€1
E£8EA

T8ET
08eY

9LES
Sigy
vLe3

TLYI
TLYL

69%3

LIV

9991
%990

29%L

9GPH
i)

£9%Y
[4:1781
1950
0S%Y

8%%T
L¥%a
4l

9va
5374729
(444
15441

6€%a
8EHY

9E¥PI

¥eVd
E£E€PT

LTHV

e Molecule 1

STYS
wevE
ETYH

(474

L

0TSV

8061

S08a

%0SA

£09Y

00SA

S6%V

06%A

T-COMPLEX PROTEIN 1 SUBUNIT BETA

*« 5%

™
©
=

9%

49%

36%

Chain F

i2hl
£4a

TSL

Q
Il
=

87T

id
sha
4
€%D

TS

0 O O
Mo
H a4

~
™
B

SEN

(VI
M m
X o

0 O O
NN ®
[N S|

~
o
£

STl

61V

~
-
Py

0ETN
6211
8ZT1
LTTY
9zTh

eIV

8T1TYH
LTTH
9TTd
STTV

€111
CTTL

0TTd
60TH

LOTH
90Ty

€071

1013
00TV

L6T

s6d
v6v

26T
T6A

88S
L8L
98L

80
€89

+

6.0
8Ll
LLA

CTLA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4A0V

wwPDB EM Map/Model Validation Report

Page 8

Sv1a
421

6921

99CA
S92

€924
29T
T9ZH

8Gcd

[414]

0TTY

1S€D
0SES

8YEH
LPEI

9veT
avex

9EET
veen
€€€0
TEES

6CEN

YCEH
£Tea
czed
L1€3

ETEA

01€1

¥0e4

TOEH
00€d

862V
L6TH
96CA
S62H

262D
1624
0621

88cH
L8zd

¥8Ck

6.2

8.TI

920
S.LTN

{44741

0THY

8THY
LT%D
9T¥vd

eT¥S
(4344
1191

80%A

[0h7474\8

8EVY

9E¥I
SEPL
YEVd

TEVW

8THA

weve
ETHW

€194
¢18d
TISY
0TSV

LOST

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

9%

52%

38%

Chain G

)
a <

89V

693

© o = am
<+ 0 10 0 19
= =B =A

<
<+
5

-
<+
2

© o
® <+
H =

©
)
a

ced
T€D
0€1

{4y

LTI
914

¥18

- o
&
-1

421
RS
(44X

8€1a

GETH
YETQ
EETA

TEIS
0ETN

8211

921l

4441

TCIL
0zTY
6112
8T11d
LTTH
911D

PITL
€111
CTTL

60TH

£6Y

06L
681

L8L

+ w0
© ©
Qo

80ca
1021

G024
%02d
€023
c0ca
T0T1

861d

96711

T6TH

6871

6.LTN
8.TI
LLTd
9.20
SLTN

*

TLTH

89cH
L9cd
99¢TA
99Ty
v9ca
€92

T9cH

LSTY

€9cd

08Ty

8¥%cl

i

8TTN

92Tl

j{44)

(444

0geH
6121
8TCH

91¢d

4548

9%€T

vhea

TPeT
ObEN
6EEN

Lged
9€EI
SEET
YEEA

TEES

62EN
8TEA
LTET

YCEH
£2ed

TTEL

61EY

L1€d
91€D

YIEL

07€1

LOEA

voed

98TR

8Tk
£8C1

1820

9T¥%d
STV
YIvY

(434
1191

80%A

€0%1

1073

66€0
86€D

SLeY

cLed

99€L
SOEY
%9¢€d
£9€Y
C9€T

09€1
6GEL
8G€0
LGEY
feletorcs
feleoh]
¥S€T

1S€D
0ses
6ved

LYEI

S0Sa
¥0SA
£09Y

00SA

L6YY

1691
0671
6870
8874
1893
9871

£8%S
°8vd
187L
08%I
6.%D
SLYN
69%3

99%a

8THA

wevE
€TV

(474

8THY
LT%D

¢19d

609%
80SI
LOSI
908N

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

« 5%

9%

51%

34%

Chain H

TLA

T€D

1341

61V

914

[4x:

TV
OTL

8y
Ly
9d
et

(4]

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



4A0V

wwPDB EM Map/Model Validation Report

Page 9

LETS
9ETH

veTa

0ETN

8TT1
P4
9zTh
SZTY

€CTV

(414

LTTH
911D

P11l
€111
CTIL
TTT0
0T1d
60TH
8071

T01d
00TV
663

L6T

S63
vev

T6'1

06L
68A

3

*

90T1

v0TH
£02H
coca
T0Z1
00Tk
661S
8610

1415
T61H

6811
88TA

98TV

I

81D

I

LLTT
9LTH
SLT1
YLIA
ELTY

TLIA

9914

v91a
€9TY

LSTH
9G1S
gge1s
Y811

0GTY
6%11
8YIN
LYTH

sv1a
910

TLTH

6921
89CH

99CA
S92
¥9ca

1921

T€TH
0€TH

92T1

egey

(444

6121

91¢d

1N

60TY

YCEH
£2ea

6TEV

9T€D

E€TEA
C1€1

0T€1
60€Y

v0ed

TOEH
00€d

862V
L6TH
96CA
S62CH

262D
16Cd
0621

88cd
18z¢d
98TA

€821

1820

6.Lc
8.TI
LiTd
920
S.ZN

SO%V
470

66€D

L6ED

S6ER
v6EN

06€d

88EN

98€eh

78€1
£8EA

08eV
6.€d

LLET

cLed
T.LEQ
0L€T
69€1

L9€h

T-COMPLEX PROTEIN 1 SUBUNIT BETA

SoEV
79¢ed
£9€Y

T9€A
09€I

8L¥%1

SLYW

TLYI
TLYL

69%3
99%a

S9%1
¥9vD

8YvT
Lv%a
OvHY

¥va

6E%a
8EVY

9EVI

YEVd
£E%T

(1444
8THA

STHS

ETHW
(4444
1347
\1474

81¥%d
L1%D

STPL

1191

80%A

e Molecule 1

90%H

214d

0TSV

80SIT

908N

28%H

6.%D

7%

< © N~ omEEQN M
© © © © ~ o~
a =] = A

Ll

10%

©0 (]
w w
3 x

44%

39%

Chain I

PLN

[4:0)
191

LEN
9€a

vED
€N
ced
T€D
0€T

8TS

©
I
=

Se1

+

€2

0ZI

N~ .
—
=

S18

12314

-
(]
III-‘= =

ey
(4]

S71a
710

0%TA

8CT11
LTTY

gqcTy

(4925

0TIV
6112

LTTH
911D

233+
€111
TITL
TTIh
0T1d
60TH

901X

0TI

*

00TV
6632

L6T

€6V

68A

L8L

§89
¥8a
£8D

*

6.a
8Lb

9.L¥
SLS

9tzd
s12h

[414]

01Ty

802a
1021

g0cd

861a

9618

611
T614

88TA
L8TH

S8TV

€871
Z8IN

8.1
LLTT
9LTYH
QLT
YLIA
ELTV

TLIA

0LTV

89T

9974

S8TN
78Tk
£8C1

6.2N
8.T1
LLTd
9.2)
SLTN
vlcl

(444

6121

£2Ea

T2EL

9T€D

vreL
ETEA

01€1

EEVT

LTHY
9THR
STYS
YTvE

(4444
TThA
0THY

L1%D

TTP1

60%L
80%A

SOvV
YOV
£0%1

1073

66€0
86€D
L6ED
96€D

88EA

5

E£8EA

18€T
08EV
6.LEd

LLET
9LES

vLe0

cLed
TLEQ
0LeT
69€1

%9ed
£9€Y

T9EA

€194
C19d

0TSV

80SI

908N
§S08a

2091
T0SI

66%3
867V
L6%V

1691
06%A
6870

98%A
£8%S

c8va
1871

8.L%1

SL¥W

TLYI
TLYL

S9%1
¥9%D

1991

9GYH

aBY
£9%4
[4:i%¢
1590
08%Y

8%%1
L¥%a

[0h747\8

8EVV

9E¥I

e Molecule 1

vevd

T-COMPLEX PROTEIN 1 SUBUNIT BETA

10%

45%

44%

Chain J

3

3

£8D

+

6.0

LLA
9.4

VLN

€.a
TLA

0%'1

8€1

9€d

€D

ced
6CL
8¢S
Lea

vca

(449

0zI

LTI

A

8y

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




4A0V

wwPDB EM Map/Model Validation Report

Page 10

T€18
0ETN

1
*

8C11

06L
68A
88S

8T

92TI

(444

6121

912d

80ca
021
9021

v0TH
£02H
zoca

8610

88TA
L8TH

i

€811

9LTH
SLT1
YLIA
ELTY

TLIA

89T

9974

v91a
€91
C9TH
TOTH
09TL

8971
LSTH

ggeT1s

00€d

862V
L6TH
96CA
S62H

262D
1624
0621

L8¢d
98TA

¥8Tk
€821

TLTH

89cH
L9za
99ZA
S9TH

€92y
T9TH
1921
¥s2I

TSTA

6%CV

L%TS

ShTA

0%eH

8€TI

E£ETL

Te€TH

99€L

%9€D

1

09€I
6GEL
8GE€D

feleporcy
gged
¥9€1

1S€D

6v€d

LYEI
9%€1
SveEN
42

TPEI

9€EI
See1
veen

0eeT
6TeN
8TEA

YCeH
£TEA

TTEL
0ZEeS
6TEV

91€D

ETEA

0T€1

voed

TOEH

9GYH
9GPy

siac
4l
15%0
0SHY
8%¥%1
SY¥S

8EVY

9E¥I
SEPL
7evd
EEVT

weve

13478
0ZHY

81%d
L1%D

STPL

(4544
1191

60%L
80%A

SOvV

€0%1T

66€D

€6EL
T6eY

88EA

c8vd
18%1
08%1
6.%D
8L¥%1

SLVW

TLYI
TLVL

LOWW

e Molecule 1

S99
79vd

T-COMPLEX PROTEIN 1 SUBUNIT BETA

10%

&
L

49%

41%

Chain K

89V

99d
S9N

€94

693

98L

[4:0¢
181

o
<+
=

©
S
<

<
S
5

£%D

%S
071

8€I
LEN

SEN

ced
1€D
0€T

8Ts
LTH
9TA

{443

0TI
6TV

LTI

S18

0%TA
6€TH

PETA

ZETY

8211
221Y
9zTh
9zTY
2441

6112

LTTM
911D
STTY

€111
TITL
TTIh

60TH

L0TX
901X
S0TY

g6d

T6A
06L

888
L8L

£89

[
~
a

~
~
=

80ca
021
9021

702D

8614a

061X

88TA
L8TH

S8TV

€871

81D

8LTY
LLT1T
9LTH
SLT1
YLIA
ELTY

TLIA

89T

9974

£8C1

8.T1

9.20
SG.LTN
244}

CTLTH
TLTH

892

99TA
S9TH
v9cH

E

8€TI
LETH

SETA

€ETL
zeea
TETH

144

€ceH
(444

6121

91¢d

PICN

[414]

01Ty
602

TSED

6%ed
8YEH
LYEI
obeT
shed
vhea

TVEL

6EEA
8€€d
LEged
9EET

veey

0geT
62eN

00€3

86TV
LBTH

g962H
T6TH
T6C4
0621

L8¢d
98TR

8Tk

j1478
(474

8T¥Y
LT%D

1191

60%L
80%A

SO%Y
FOUI

66€0

L6€D
96€D

6LEQ

LLET

9LES

eLEY
cLed
TLEQ

69€1
89¢€h

SOEY
%9€D

29€T

09€1
69EL
8G€D

99€d

$9€T

TISY

I

¥0SA
£09Y
2081
T0SI
00SA

867V

96%d

1691

8874
1893
9871
a87h
¥8¥d
€87S

08%I

8L%1

SLYW

LIV

S9%T
¥9%D

9G%H

£9%Y
[4i

8Y¥T

Sv¥S

{444

(047473

8EVY

9E¥I
SEPL
¥eVd
€%

8THA

STYS
¥evE
ETHH

e Molecule 1

219d

T-COMPLEX PROTEIN 1 SUBUNIT BETA

6%

8%

47%

40%

Chain L

o ©
(3] <

L8L

S8
80
€80
Z8A

6.0
8Lb

9.4

VLN

TLA

69%

+

693
891

R LDWIDE

991

S
2
[

o
0
-9

8¢S
Lea

6TV

914

+

OTL

O

erbDeBe

PROTEIN DATA BANK

W



4A0V

wwPDB EM Map/Model Validation Report

Page 11

7911
€9TL
TSTL

0GTV

8YIN
LYTH

S¥1a

vera

8Z11
P4a
9zTh
SZTY

YTIv

cTIA
6113
8114
LTTH

Y1l
€111

60TH

LOTH
90TH

0TI
€071

T01d
00TV

864
L6T

G632

261

68A

Prdas
(444

861d

9671

€671D
1419}

L8TH

98TV

T8N
81D

8LTY
LLTT
9LTH
SLT1
YLIA
ELTY

TLIA
0LTY

89T

9974

v91a
€9TY

8971

ggeT1s

3

£8CI

i

6.2
8.TI
Li2d
9,20
S.LTN

CLTH
TLTH

6921
89zH

TE€TH

8T

92TI

09€I
69EL

LSEV

g9€d

2GEA
18€D

LYEL
9%€1

£v€d

TPEI

9EEI

veey

62€N

Lzen
9ozed

YCEH
£TEA

LOEA

voed

TOEH
00€3

86TV
L6TH
96TA
S6CH

T6TH
16C4
0621

88cH
182d

TEVW

+

8THA
LTHY

weve
ETHW

1147
(il44
61%d
81%)

ST%L

66€D
L6ED
v6EN

€6EL
CT6EY

06€d

88EA

6.€d

LLET

80SI
LOSI

887y
L1893
9871
G879l

£8%S
(45748

08%I
6.%D

SL¥W

TLYL

LOTW

S9%1
79vd

1971

9GYH

£9HY
[4:3741
1590
08%Y
697A
891
L9%a

Sv¥S

544

6e%a
8EVV

9E¥I
SEVL
veEVd
eV

218d

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

5%

8%

48%

38%

Chain M

S8
78a

9.4
220
€La
TLA

89V

99d

0GA

6711
8YIN

LYTH

Sy1a

CETY

0EIN
6211
8CT11
LTTY
9zTh
GTTY
4441

TTIA

(/43
6113

LTTH
911D
STTV

€1TI
CIIL
11T

60TH
80TI

SOTY
$0TL

2018

00TV
6634

96T

T6'T

06L
684
885

6121

LTTY

91¢d

214

60TH

8LTY

LLTT
9LTH
SLT1
vLIA
ELTY

TLIA

3

9974

€9TY

3

6411
84T
LSTH
9G1S
GS§1s
7911
€9TL
TSTL

0GTV

78Tk
£8C1

€Tl
ceea
TETH

92TI

449}

(444 )

60€Y

¥0ed

TOEH
00€3

86TV
LB6TH
96CA
S62CH

1624
0621

182d
98Tk

LTHV

STYS
wevE
ETHH

j1478
(474

8T%Y
L1%D

4344
1191

60%L
80%A

SO%V
YOV
£0%T

66€0

S6ER
¥6EN
£6EL

06€a

5

E£8EA

LOSI

S0Sa
v0sA
£09Y

T0SI
00SA

867V
L6%Y
96%a

1691
06%A

88%Y4

9871
G870

£8%S
8va
1871
08%I

SLYW

€L%D

69%3

LO%NW
99%a
S9%1
79vD
E9%V

9GYH

€974
TSH1
1690
08%Y

8Y%1

VvV
S¥S

6E£%a
8EVY

9E¥I
SEVL
vevd
E€EPT
CTEVW

T1SY

e Molecule 1

609%
80SI

T-COMPLEX PROTEIN 1 SUBUNIT BETA

7%

44%

43%

Chain N

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

ataBank



4A0V

wwPDB EM Map/Model Validation Report

Page 12

961
S6d

T6T

684

98L

6.a
8Lb
LLA

SLS
TLW

TLA
99d
SoN
¥oa
€9A

633

0SA

8Y1

9ea

ved
€N

1€D

¥za

0zI

€97

$911

CSTL

0GTY

LYTH

a71a
Al
£71Y

8€1a

GETH
vera
€ETA

8211
Pk4a
9zTh

vTIv

TCIL
0TIV
6112
8T7d
LTTH
911D

2351
€111
TITL
I
0T1d
60TH

€ETL
zeea
TETH
9221
veel
[ 44)
(444
6121

912d

PICN

[414]

01Ty
602y
80ca
L0271
9021
S0cd
v0TH

coca

861d

9611

9974

voed
£0€ea
(494

00€d

862V
LBTH
96CTA
962D

T6TH
T6T4
0621

L8td
98TA

8Tk
£8C1

1820

6.TN
8.T1
LLTd

SLTN

*

TLTH

i
+

89cH

99TA
S9TH

oy

LLET
9LES
Sigd

TLER

0Le1
69€1

%9€D
£9€Y
{429

09€1
69EL
88€D
LSEV

feistoh]

$S€T

18€D

LYEL

9%€1
SYEN

£v€d

6EEA

LeEH
9EEI

beex

0€eT
62€N

-

¥CEH
£TEQ

1

81€I
L1€2
91€d

ETEA

+

60€Y

0S%V

8%%1

k44l

4474

(04741

8EHY

9E¥I

veVd
£€%T

STYS
veve
ETHW

13470

L1%D

+

(4344
1191

60%L
80%A

90%H
SO%V
YOVH

1072

66€D

L6€D

€6€EL
C°6EY

06€a
681

98¢€l

¥8e1

18€1
08eY

€194
¢19d
TISY
0TSV
609%
80SI

908N

€094
2081

T-COMPLEX PROTEIN 1 SUBUNIT BETA

008GA
6673
867V

969
1691
887y
1893
9871
i3]
»8¥d
£8%S
z8vE
08%1
QLTI
[
9991
9%
9SPH

i
28v1

e Molecule 1

6%

9%

48%

36%

Chain O

[
~
a

LLA

€La
CTLA

89V
L9Y
99d

¥9a

683
8G'T

9461

[4°1}
TSL
0SA

8%

E7TH

0%TA

8€Td

9ETH
SETH
YETA
EETA
CETY

OETN

8TT1

9zTh
gcTY
YTV

(4438

0ZTV

LITH

PITL
€111

TTTh
0T1d
60TH

LOTH
90TH
SOTV
70TI
€071

00TV

L6

S6d
w6V

26T

06L
68A

8D
¥8a

08a

802d

9021
G024
02D
€023

00TA

861a

2611

6871
88TA

98TI

1819

3

LLTT
9LTd
QLT
BLIA
ELTY

TLIA

89Ty

9974

v91a
€914
Z9TH
T9TH

8¥IN
PAAN
9%11
Sy1a
421

[434s
TETH

9Tl

€Ty
(444

61CI

91¢d

4148

TSED

8%€H
LYET
9%eT
Shed

£bex
TheD
TVEI
O%EN

9EEI

veeN

0geT
62eN
8TEN
LTET

£458:5
£2ed

TCEL

61EY
81€I

*

YIEL
ETEA

v0ed

20eY

00€d

86TV
LBTH

g962H
2T6TH
1624
0621
18td

78Tk
£8C1

98¢eb

E£8EA

TOSI
00SA
6673

LBYY

06%A
6870
88%Y
L8%)
98%A
fesii}
%8%d
£8%S
z8va
1871
08%I
6L%9

SLYNW
CTLYI
TLPL
0L%D

LOYH

S9%1
v9%D

TOPL

9G%H

i&ia)
€974
[4si
TS50
0SHY

8¥H1

5574729
{440

(0474723

8EVY
LEPI
9E¥I

YeYd

8THY

€194

609X

908N
9080

T-COMPLEX PROTEIN 1 SUBUNIT BETA

e Molecule 1

8%

49%

41%

Chain P

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



4A0V

g
Q
o
D

o'
=}

8

+~
<

=

G

-

<

=
Q
=

/
o
<

=

=
€l
an)

()

ol
E
E

Page 13

T8A

08a
6.0

LLA

0GA

8Y1T

SvQ

1

154

6€T
8€I
LY

7ED

ced

0€T

8Ts
LTH
9TA

€2
{491

61V

LTI
914

0STV
6711

)

sv1a
710

0%TA

8ETQ

+

YETQ

CETY

+

9z10
STTY

€TTY
(4458

6113

LTTH
911D
STTV
429}

CTTL

0T1d

LOTH
90Ty
SOTY

€071
201s

00TV
662
864
L6T

v6v

T6A
88S
§8D

78a
€80

(444

T6TH
T6C4
0621
6820

L8¢d
98TR

8Tk
€8¢1

6.LTN
8.c1
Lltd
9.2d
SLTN

CTLTH
TLTH

99CA
99Ty
y9cd

29Tl
T9TH

66Ty

TSTA

8¥TL

-

9vza
ShTa
444

[444°S

0%cH

8€TI

SETH

€ETL
ceca
TETH

92TI
etda
eel
£€eTy

69EL

LSEV
9ged
49g€d
$9€T

18€D

8YEH
LYEL
9T
SYEN

£veq
Tved
157209
0vEN
6EEA

LEEH
9EET

veen

3

62EN

9zed

¥CEH
£2ea

TCEL

L1€3

ETEA

0T€1
60€Y

LOEA

00€d

862V
L6TH
96CA
S62H

STHS

ETHW
TTHY

0ZHY

8T%Y
L1%D

STPL

1191

80%A

SO%V

66€0

L6€D
96€D

€6EL
C°6EY

06€d

L8EL
98¢€l

18¢€1
08eY
6.ed

cLed
T.LeQ
0Le1
69€1

LOSI

S0Sa
$0SA

2081

008A
66%d

067
687D
88%Y

98%A
a7l
%8vd
€875

1871
08%I

8L¥%1

SLYW
2574

TLYI
TLYL

LO%W

S9%1
79%D

TovL

9GYH

£9HY
[4:3741
1590
0S¥

8%%1
L¥%a
OvvY

(444

(074748

8EVV

9E¥I

vevd
€EPT

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

ataBank



Page 14 wwPDB EM Map/Model Validation Report 4A0V

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 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 0/3732 0.80 2/5028 (0.0%)

1 B 0.46 0/3664 0.75 1/4937 (0.0%)

1 C 0.45 0/3896 0.76 0/5249

1 D 0.46 0/3896 0.78 1/5249 (0.0%)

1 E 0.45 0/3896 0.78 1/5249 (0.0%)

1 F 0.46 0/3704 0.76 1/4990 (0.0%)

1 G 0.47 0/3896 0.78 1/5249 (0.0%)

1 H 0.45 0/3672 0.77 0/4948

1 I 0.46 0/3593 0.77 1/4846 (0.0%)

1 J 0.44 0/3896 0.78 0/5249

1 K 0.46 0/3896 0.77 1/5249 (0.0%)

1 L 0.45 0/3664 0.74 0/4937

1 M 0.44 0/3679 0.75 1/4958 (0.0%)

1 N 0.44 0/3711 0.73 0/5000

1 ) 0.46 0/3646 0.78 1/4916 (0.0%)

1 P 0.45 0/3896 0.81 3/5249 (0.1%)
All All 0.45 | 0/60337 | 0.77 | 14/81303 (0.0%)

There are no bond length outliers.

The worst 5 of 14 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
1 E 44 | ARG | NE-CZ-NH1 | 6.31 123.46 120.30
1 P 44 | ARG | NE-CZ-NHI1 | 6.26 123.43 120.30
1 P 268 | ARG | NE-CZ-NH1 | 6.21 123.41 120.30
1 M 392 | ARG | NE-CZ-NH1 | 6.16 123.38 120.30
1 I 63 VAL CB-CA-C | -5.92 100.16 111.40

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 3693 0 3795 393 0
1 B 3626 0 3737 373 0
1 C 3855 0 3970 369 0
1 D 3855 0 3970 358 0
1 E 3855 0 3970 373 0
1 F 3666 0 3771 378 0
1 G 3855 0 3970 396 0
1 H 3634 0 3741 375 0
1 I 3555 0 3655 334 0
1 J 3855 0 3970 337 0
1 K 3855 0 3970 380 0
1 L 3626 0 3737 337 0
1 M 3641 0 3748 339 0
1 N 3673 0 3778 301 0
1 O 3608 0 3706 379 0
1 P 3855 0 3970 382 0

All All 29707 0 61458 5516 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 46.

The worst 5 of 5516 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:C:450:ALA:HB2 1:L:418:LYS:HG2 1.30 1.13
1:B:146:LEU:HD12 | 1:B:171:VAL:HG13 1.31 1.12
1:K:146:LEU:HD12 | 1:K:171:VAL:HG13 1.30 1.11
1:M:82:VAL:HG21 | 1:M:486:VAL:HG12 1.29 1.10
1:A:159:LEU:HD12 | 1:A:369:ILE:HG23 1.33 1.09

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 488/513 (95%) | 432 (88%) | 24 (5%) | 32 (7%)
1 B 480/513 (94%) | 430 (90%) | 23 (5%) | 27 (6%)
1 C | 511/513 (100%) | 456 (89%) | 25 (5%) | 30 (6%)
1 D | 511/513 (100%) | 456 (89%) | 25 (5%) | 30 (6%)
1 E | 511/513 (100%) | 458 (90%) | 24 (5%) | 29 (6%)
1 F 485/513 (94%) | 429 (88%) | 31 (6%) | 25 (5%)
1 G | 511/513 (100%) | 456 (89%) | 29 (6%) | 26 (5%)
1 H 481/513 (94%) | 427 (89%) | 25 (5%) | 29 (6%)
1 I 472/513 (92%) | 433 (92%) | 15 (3%) | 24 (5%)
1 J 511/513 (100%) | 457 (89%) | 26 (5%) | 28 (6%)
1 K | 511/513 (100%) | 462 (90%) | 23 (4%) | 26 (5%)
1 L 480/513 (94%) | 437 (91%) | 22 (5%) | 21 (4%)
1 M 482/513 (94%) | 437 (91%) | 23 (5%) | 22 (5%)
1 N 486/513 (95%) | 439 (90%) | 27 (6%) | 20 (4%)
1 0O 478/513 (93%) | 427 (89%) | 27 (6%) | 24 (5%)
1 P 511/513 (100%) | 453 (89%) | 29 (6%) | 29 (6%)

Al | Al | 7909/8208 (96%) | 7089 (90%) | 398 (5%) | 422 (5%)

5 of 422 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 8 ALA
1 A 37 LYS
1 A 68 ALA
1 A 84 ASP
1 A 133 VAL
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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 391/409 (96%) | 341 (87%) | 50 (13%)
1 B 384/409 (94%) | 343 (89%) | 41 (11%) 8|
1 C 409/409 (100%) | 362 (88%) | 47 (12%)
1 D 409/409 (100%) | 362 (88%) | 47 (12%)
1 E 409/409 (100%) | 359 (88%) | 50 (12%) | |61
1 F 388/409 (95%) | 338 (87%) | 50 (13%)
1 G 409/409 (100%) | 364 (89%) | 45 (11%) | |8
1 H 385/409 (94%) | 340 (88%) | 45 (12%)
1 I 376,/409 (92%) | 336 (89%) | 40 (11%) | |8
1 J 409/409 (100%) | 363 (89%) | 46 (11%)
1 K 409/409 (100%) | 366 (90%) | 43 (10%) | |8
1 L 384/409 (94%) | 341 (89%) | 43 (11%)
1 M 386,409 (94%) | 347 (90%) | 39 (10%) | |9
1 N 389/409 (95%) | 353 (91%) | 36 (9%)
1 O 382/409 (93%) | 343 (90%) | 39 (10%) | |9
1 P 409/409 (100%) | 366 (90%) | 43 (10%) | |8

All | ALl | 6328/6544 (97%) | 5624 (89%) | 704 (11%)

5 of 704 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 G 326 GLU
1 1 202 ASP
1 O 352 VAL
1 G 485 GLN
1 H 317 GLU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 115 such
sidechains are listed below:
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Mol | Chain | Res | Type
1 H 182 ASN
1 I 489 GLN
1 O 506 ASN
1 H 367 GLN
1 1 285 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 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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