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1 Overall quality at a glance (i)

The reported resolution of this entry is 2.67 A.

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

Metric Percentile Ranks Value
Rfree IS 0 D 0.256
Clashscore I N 04
Ramachandran outliers I [[— 0.4%
Sidechain outliers I I T 8.4%
RSRZ outliers I I D 4.1%
Worse Better

0 Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Riree 66092 2010 (2.70-2.66)
Clashscore 79885 2450 (2.70-2.66)
Ramachandran outliers 78287 2410 (2.70-2.66)
Sidechain outliers 78261 2410 (2.70-2.66)
RSRZ outliers 66119 2013 (2.70-2.66)

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the electron density. The red, orange, yellow and green segments on the lower bar indicate the
fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria.
The upper red bar (where present) indicates the fraction of residues that have poor fit to the
electron density.

Mol | Chain | Length Quality of chain
1 A 389 [ -
1 B 389 [ -
1 C 389 [ -
1 D 389 [ -
1 E 389 [ -
1 F 389 [ -
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 18832 atoms, of which 0
are hydrogen and 0 are deuterium.

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 E3 UBIQUITIN-PROTEIN LIGASE.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
1 A 384 3113 2000 523 565 25 0 0 0

Total C N O S
1 B 385 3121 2006 524 566 25 0 0 0

Total C N O S
1 C 385 3116 2002 524 565 25 0 0 0

Total C N O S
1 b 385 3123 2005 524 569 25 0 0 0

Total C N O S
1 b 383 3106 1996 522 563 25 0 0 0

Total C N O S
1 F 384 3114 2000 523 566 25 0 0 0

e Molecule 2 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
9 D 9 To2tal Z2n 0 0
9 B 9 To2tal Z2n 0 0
9 B 9 To2tal Zzn 0 0
9 C 9 T02tal Zzn 0 0
9 A 9 T02tal Z2n 0 0
9 o 9 T02tal Z2n 0 0

e Molecule 3 is CALCIUM ION (three-letter code: CA) (formula: Ca).
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 D 1 Total Ca 0 0
1 1
Total Ca
3 E 1 1 1 0 0
3 B 1 Total Ca 0 0
1 1
3 C 1 Total Ca 0 0
1 1
3 A 1 Total Ca 0 0
1 1
Total Ca
3 F 1 1 1 0 0
e Molecule 4 is water.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
4 A 32 29 29 0 0
Total O
4 B 23 93 93 0 0
Total O
4 C 27 97 97 0 0
Total O
4 D 17 17 17 0 0
Total O
4 E 12 12 12 0 0
Total O
4 F 10 10 10 0 0
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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 and electron density. Residues are color-

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,

coded according to the number of geometric quality criteria for which they contain at least one
are shown in grey.

3 Residue-property plots (i)

e Molecule 1: E3 UBIQUITIN-PROTEIN LIGASE

Page 5
Chain A: m=

Ly ol - :
9ZTL 8ETA | svel sEva 9TTL

-4 | €2TH vved e ssed | vepd |
2451 ¥€ea 9EN | et izt $3ed £€vd £2TH
| | | ese
£2TH £€TN TZIN zeva (244!
zeT1 1 Nmmc — omﬁm 6€cd mmﬁ TEVA — i
| TeIN 82eT 88T | ogwA
0zTd 1 8EET $ITA | lgTs 6%€1 6271
| BTTH szTy pmﬂ, 4 1 9TTH
8174 $2eT o 119 97EN F
L LTTA | ezey veed v£2a 1 €2V
9TTH zTTH 1 ££CN £vEY 1 °
| | TEED | L even 0zvYe
£11d 6121 | ogea ° mmﬁu mmﬁ THEQ 6170 e L0713
ZTIN 8129 62€1 oved | 8Tpd
ﬂma | oLtes 1 2eva 0078 mmﬁ 1 Fmﬁ -
912S seed 661 62€1
o L01d gTeI 2T I 861 912S 1 HIHD °
yTed | gged 6271 STeI 9zgd TOTA
+ | (4454 | I vied szed I [ tot
0TZH 1 2470 861 £TCH $2eT 1158 0078
0078 1 a2 1 [ | gzed otva 661
[ | 9024 91ed 1 2 T6k 0TZH zzeN 1 ea) [ |
964 1 1 oz o0 161 [ | TZEN L0%S on £6b
mmq mn-vus mﬁ-vﬂ 6170 = | oea ommm | ozeH 1 = m%,
| 8Thd 68d 618d
68d z6TY zogh 1T%d @) 88T 00zA | (4328 (@) 68d
881 1674 1 — 181 [ | £0EM 10%0 — I
181 | 6624 o — 98a L6TH zogh 001 — 181
| esa €8TH | >z, | | | 66€T >z |
98T [£:194 «m«m mﬁ-sa — mmm z6TH mm.mm 1 = mmm
$81 1871 = 1674 g6ed =
€8k 0874 1823 S0%1 [ 8.3 | o6TM wmﬁ | weed | [ S.1
z8d | 6.td 98TH %0%0 11T 6814 £6€1 YL
18d 8LTL q821 ©) |oaw [ | 3821 z6EN © | eud
08s | | ° ~ 51 81T PSeean  weenwm o TLN
6LN SLTY 0824 [alR B3 [ | €823 06£ad [alf 1.0
8.3 | ia | 6Lev 66€1 ! €Ld 9.79 1 68€3 ! 040
121 €LTT 8.L2) 1 m mE SLTh omﬁ_ 1 m [ |
9Ly Lol Leh v6ed pL14 98ed L9
8.1 ﬂmﬁm 9,23 mmﬂ H mﬁ [ | 9.2d 38EY H | oan
01 | siea 7918 5120 | ¥8€d G9)
T9TH $.Tk $8€0 wv 393 [ | (2% €8ET wu | owea
89y | o9TH | eser | wea 98T1 z8e) £91
[] 69TS [ m €91 4TS — | 18ed m | zo1 |
%9a 1 1929 | 1880 291 [ | 6921 08€T 193
S9N 6714 992d 08€1 ) 6714 esea e = 09M
[ | | spTd S9ZH 6.LED o sHTY 1929 8Led o 630
09M L51d | 8184 83 171d 99zd LIEL 83
= i w1 pusm & 3 Wl soe . s
I [ | 9.€8 o SHIS $9CL TLER o 95
153 152N 1 I £92A 1 - SsH
95A €91 | 9geH (25 <2 ° ° 1 39ed < )
[ | zyTd [T = .. THTA LSTN | veel | = . e €39
€9y 1 %521 o M O TH 1 £9EA o QO ® sa
— seTd €92S < o 6e14d zses < o e TeA
1 o .= ° 8eTd T9TH o .= oI
6%9 05ed M < ° [ | o0szd M < °
8vd | eved | = ¢ sud 22T 6v2h = ¢ sud
o lvd getd sved o O omman 745 | o O olman

RLDWIDE

0
PROTEIN DATA BANK

] g ] =

W


http://wwpdb.org/ValidationPDFNotes.html#h.fmehr2ap71lr

2Y1IM

wwPDB X-ray Structure Validation Summary Report

Page 6

¢vea
GETA
veca
€ETN
€Ty
§121
0TCH
6611

TeTH
6748

88Td

T8TL

9STT

7ST1
€STA

(A%
8¥Td
L¥1d

TrIN
A%
{47458
13428
O%TH
6ETYH
8€Td
LETH
9€TD

L

CETT
TETS

62TL

astoxcs
€G€0

9vEN
SvEd

oved
6€€d

veed

62€I

seced
e

{4458

€TEN

60€L

€0EM
zoed

6624

9621
v62d

2621

18T

1

€824

082Y

FemgR R ol
N-NNNNN N-
o BB >A =

S9CH
9Tl

6%2h

igacs

TEVA

6C¥I

e

€6€1
°6eN
T6EA

68€4

S8V
78€0

[4215')

08€1

8.L€4

SEVA

E3 UBIQUITIN-PROTEIN LIGASE

e Molecule 1
Chain D

ST1d
12228
€114
CTIN

@ 6071

Ll

@ LO1d
90TH
SOTH
2OTA

964

2 o
I|«>-.°>II.-
% >

0 © I~
0 0 0
—H a4

0 o = oo
N~ 0 0 0
o= A Ay >

o O AN
O NSNS NS
A0 e = A X

n
©
4

79d

291
o1

[
10
0
=

~
+
%

00TA
66TI

L6TH

7614

18TV

3

7811
0814

L.1d

SLTD
ZA%S
0LTd
89TI
6STS
9STT

1"

1€TS

6CTL
8T

9CTL

a5
€TTH

91Td

61ed

L1eL
97€d

ETEN

T1EQ

80€EA

€0EM

182y
98CH

¥8cd

z8zh
LLTA
j2X88
€LTL
cLTT

B69CN

192D

S9CH

1921

LSTN
952y

€5¢S

0sed
6720

igas

8ETA

veea

86EH

96€0

€6€1

68€N

LBEN

78€0

z8¢eN
18€D

LLEL
9.€S

0Le7T
c9eN

TOEI
® O09€H

® vsed

TseT
Lved
9vEN
Sved

[474°0]

oved

8€€T
LEEK

veed

zceed
T€ED
ogea
62€1

LTEY

sced
el

Yevd
€EVd

8¢¥%d
L2%d

t470]
74728

3

617D

ST9D

+

e Molecule 1
Chain E

80%M

700

66€T

E3 UBIQUITIN-PROTEIN LIGASE

1114

8071
L0Td

68d

o O
I 5
> A

-
[
2%

[
~
=

© N~
NN
<

<
NS
x~

CTLN
LD

LOA

0
©
B4

m
©o
IIII:: II

09M

N~ o
0w
22N

0
w
=

i

000000
o
I
3

Tozd
00ZA
6611

L

T6Td

€814

0814

-

ZAX%S

CTL1D

0L7d
6914
89T1

99T

79138

2911
TOTH

7811

67Td
8¥Td
L¥1d
9vTh
S71S

157299
O%TH

1€18

*

9CTL

12N
0zTa

9TTH

42258

TEED

62€I

sced

(4458

81€I

T1€d

1

26CI
162K

98CH
S§8CI
¥8cd

€ETN

Lgel
6121

§1cI
v1ed

T1cd
0TCH

® S0¥%1
7070

(4929

66€T1

S6€d
veed
€6€1
26EN

79€L

29€N

09€H

O

R LDWIDE
PROTEIN DATA BANK

W



2Y1IM

wwPDB X-ray Structure Validation Summary Report

Ll

Page 7

€€V

814

ot

€1¥%D
® CIvd
T1%S

® 6070
80%M

e Molecule 1

Chain F

90%L

€2
n
<
S
—
Z
€2
=
O
=
A
Z
=
=
=t
/@
=
(e
s

14228
€174

€07

[
o
S mm
o
0

©
Q
"

[
o
I>-

06a
68d
881

980

o)
©
)

o
©
a

T8d

® 6.N

® S.1
25!

b

0TCH

2020
90Td

70TS

6748

98TV

Z8TL

fenr
08Ty
6LTd

€0EM
20ed

00€T

(410
T6CA

682D

082d

8¥cd

€¥CI

Tved
ovea

9€CI
SECTA

T€CL

622
8¢CI

STTH

€eTy

S12I

€6€1

06€d

€8€1
28eN

LLEL

YLEW

TLER

99€d

3

TOET
09€H

SEED

TEED

1]

62€1

gced
#2e1

[44%8

8T€I
LTEL
91ed
S1€71

60€L
80€A
LOEX

SE7A

1

TEVA

Levd

v
€CvI

[asct
1198

S0%T
700

[40AN
T0%D

S6€d

O

R LDWIDE
PROTEIN DATA BANK

W



Page 8 wwPDB X-ray Structure Validation Summary Report 2Y1M
4 Data and refinement statistics (i)
Property Value Source
Space group Cc2221 Depositor
Cell constants 146.80A 148.56A 348.21A .
Depositor
a, b, c,a, 3, 90.00° 90.00° 90.00°
Resoluton (4) sl — 267 s
% Data completeness 94.5 (47.62-2.67) Depositor
(in resolution range) 97.1 (47.61-2.67) EDS
Rinerge 0.07 Depositor
Reym (Not available) Depositor
<I/o(l)>" 3.08 (at 2.69A) Xtriage
Refinement program PHENIX (PHENIX.REFINE) Depositor
R R 0.218 , 0.263 Depositor
» Hifree 0214 , 0.256 DCC
Rree test set 5231 reflections (5.00%) DCC
Wilson B-factor (A2) 51.8 Xtriage
Anisotropy 0.577 Xtriage
Bulk solvent kg (e/A3), By (A?) 0.36 , 39.3 EDS
Estimated twinning fraction 0.035 for -k,-h,-1 Xtriage
L-test for twinning <|L|>=049, < L*>=10.32 Xtriage
Outliers 1 of 104817 reflections (0.001%) Xtriage
F,F. correlation 0.94 EDS
Total number of atoms 18832 wwPDB-VP
Average B, all atoms (A?) 57.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.96% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.
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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: ZN,
CA

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 (47| 55 | RMSZ | #(7] >5
1 A 0.57 0/3192 0.68 0/4310
1 B 0.56 0/3201 0.65 0/4323
1 C 0.53 0/3195 0.65 0/4313
1 D 0.51 0/3202 0.65 0/4322
1 E 0.52 0/3185 0.66 0/4299
1 F 0.50 0/3193 0.65 1/4310 (0.0%)
All All 0.53 | 0/19168 | 0.66 | 1/25877 (0.0%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying
if the center is modelled as a planar moiety or with the opposite hand. A planarity outlier is
detected by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms
of a sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 B 0 1
1 C 0 1
All All 0 2

There are no bond length outliers.

All (1) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(°)
1 F 145 | SER | N-CA-C | -5.12 97.17 111.00

There are no chirality outliers.

All (2) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 B 321 | ASN | Peptide
Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type | Group
1 C 144 | ASN | Peptide

5.2 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 hydrogens
added by MolProbity. The Clashes column lists the number of clashes within the asymmetric unit,
and the number in parentheses is this value normalized per 1000 atoms of the molecule in the
chain. The Symm-Clashes column gives symmetry related clashes, in the same way as for the
Clashes column.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 3113 0 3082 118 0
1 B 3121 0 3091 124 0
1 C 3116 0 3083 152 0
1 D 3123 0 3088 164 0
1 E 3106 0 3079 187 0
1 F 3114 0 3082 161 0
2 A 2 0 0 0 0
2 B 2 0 0 0 0
2 C 2 0 0 0 0
2 D 2 0 0 0 0
2 E 2 0 0 0 0
2 F 2 0 0 0 0
3 A 1 0 0 0 0
3 B 1 0 0 0 0
3 C 1 0 0 0 0
3 D 1 0 0 0 0
3 E 1 0 0 0 0
3 F 1 0 0 0 0
4 A 32 0 0 0 0
4 B 23 0 0 0 0
4 C 27 0 0 1 0
4 D 17 0 0 0 0
4 E 12 0 0 0 0
4 F 10 0 0 0 0

All All 18832 0 18505 879 0

Clashscore is defined as the number of clashes calculated for the entry per 1000 atoms (including
hydrogens) of the entry. The overall clashscore for this entry is 24.

The worst 5 of 879 close contacts within the same asymmetric unit are listed below.


http://wwpdb.org/ValidationPDFNotes.html#h.shu6hrz6hdk9

Page 11 wwPDB X-ray Structure Validation Summary Report 2Y1M

Atom-1 Atom-2 Distance(A) | Clash(A)
1:F:143:GLU:HG2 | 1:F:144:ASN:ND2 1.36 1.38
1:E:145:SER:OG 1:E:147:PRO:HD2 1.43 1.17

1:C:361:1LE:O 1:C:361:ILE:HD12 1.45 1.16
1:D:282:GLN:HE22 | 1:D:285:ILE:HD11 1.08 1.12
1:C:101:ARG:HD3 | 1:C:173:LEU:HD23 1.31 1.11

There are no symmetry-related clashes.

5.3 Torsion angles
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 380/389 (98%) | 356 (94%) | 23 (6%) 1 (0%) 50 |81
1 B 381/389 (98%) | 344 (90%) | 37 (10%) 0 100 | § 100
1 C 381/389 (98%) | 346 (91%) | 32 (8%) 3 (1%) 27 56
1 D 381/389 (98%) | 341 (90%) | 37 (10%) | 3 (1%) 27 56
1 E 379/389 (97%) | 339 (89%) | 39 (10%) | 1 (0%) 50 |81
1 F 380/389 (98%) | 337 (89%) | 43 (11%) 0 100 I 100
All All 2282/2334 (98%) | 2063 (90%) | 211 (9%) | 8 (0%) 43 75

5 of 8 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 C 146 GLN
1 C 101 ARG
1 D 182 THR
1 E 285 ILE
1 D 285 ILE

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all X-ray entries followed by that with respect to entries of
similar resolution. The Analysed column shows the number of residues for which the sidechain

WORLDWIDE
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conformation was analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles

1 A 345/350 (99%) 324 (94%) | 21 (6%) 26 52

1 B 346/350 (99%) 315 (91%) | 31 (9%) 147 29

1 C 344/350 (98%) 315 (92%) | 29 (8%) 16 32

1 D 346/350 (99%) 318 (92%) | 28 (8%) 177 35

1 E 344/350 (98%) 316 (92%) | 28 (8%) 177 35

1 F 345/350 (99%) 308 (89%) | 37 (11%) 100121
All All 2070/2100 (99%) | 1896 (92%) | 174 (8%) 16 32

5 of 174 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 C 421 CYS
1 D 311 ASP
1 F 359 ASP
1 D 64 ASP
1 D 113 GLU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 64 such
sidechains are listed below:

Mol | Chain | Res | Type
1 C 265 HIS
1 D 175 GLN
1 F 265 HIS
1 C 346 ASN
1 D 144 ASN

5.3.3 RNA (D

There are no RNA chains 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.


http://wwpdb.org/ValidationPDFNotes.html#h.m3sb0sf1jf42
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5.5 Carbohydrates (i)

There are no carbohydrates in this entry.

5.6 Ligand geometry (i)

Of 18 ligands modelled in this entry, 18 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues

There are no chain breaks in this entry.


http://wwpdb.org/ValidationPDFNotes.html#h.cdia527f7fwo
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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
A 384/389 (98%) 0.04 8 (2%) 60 65 | 31,46, 79, 109
385/389 (98%) 0.10 |10 (2%) 53 57 | 32,51, 85, 105
385/389 (98%) 0.16 |14 (3%) 41 44 |36, 54, 88, 110
385/389 (98%) 020 |18 (4%) 30 32 |36, 56,89, 112

(98%) )

( )

)

383/389 (98% 0.31 21 24 25 | 34, 58, 93, 126
384/389 (98%) 0.32 24 190 211 | 35, 58, 92, 113
All | ALl | 2306/2334 (98%) 0.19 95 (4%) 35 39 | 31,54, 88, 126

— =]~~~
b " O Q|

o |l oo | o OO O

The worst 5 of 95 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
47 | PRO 5.6
51 | VAL 5.3
49 | GLY 5.2
50 | THR 5.0
51 | VAL 4.9

—| = =] =] =
0| =] =| | =

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 carbohydrates in this entry.
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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. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
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.

Mol | Type | Chain | Res | Atoms | RSR | LLDF | B-factors(A?) | Q<0.9
2 ZN B 1437 1/1 0.17 0.66 49,49,49,49 0
2 ZN D 1436 1/1 0.17 0.57 AT AT, 47 47 0
2 ZN D 1437 1/1 0.18 0.51 46,46,46,46 0
2 | ZN B | 1436 | 1/1 | 0.12 | 027 5151,51,51 0
2 ZN F 1436 1/1 0.15 0.18 52,52,52,52 0
2 ZN C 1437 1/1 0.14 | -0.35 50,50,50,50 0
2 ZN A 1437 1/1 0.14 | -0.47 46,46,46,46 0
2 ZN E 1436 1/1 0.14 | -0.58 70,70,70,70 0
2 ZN F 1437 1/1 0.17 | -0.81 41,41,41,41 0
9 | ZN E (1437 | 1/1 | 0.12 | -0.89 | 56,56,56,56 0
2 | ZN A 1436 | 1/1 | 011 | 097 | 52,52,52,52 0
2 ZN C 1436 1/1 0.13 -1.04 56,56,56,56 0
3 CA F 1438 1/1 0.07 | -2.50 7T 0
3 | CA E | 1438 | 1/1 | 0.06 | 322 | 72,72,72,72 0
3 CA D 1438 1/1 0.07 | -4.11 63,63,63,63 0
3 CA A 1438 1/1 0.07 | -4.29 57,57,57,57 0
3 CA C 1438 1/1 0.05 -5.04 66,66,66,66 0
3 CA B 1438 1/1 0.07 | -6.07 56,56,56,56 0

6.5 Other polymers (i)

There are no such residues in this entry.
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