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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 1.88 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
Rfrec NN | - .237
Ramachandran outliers N 5.3%
Sidechain outliers D (6.2%
RSRZ outliers I 0.2%
Worse Betrer

I Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Ryree 130704 9470 (1.90-1.86)
Ramachandran outliers 138981 10152 (1.90-1.86)
Sidechain outliers 138945 10152 (1.90-1.86)
RSRZ outliers 127900 9303 (1.90-1.86)

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 1-A 306 =5 81% 15%

1 10-A 306 e 80% 16%

1 11-A 306 m— 78% 18%

1 12-A 306 m——— 81% 16% B
1 13-A 306 m——— 83% 15%

1 14-A 306 m— 79% 16% B
1 15-A 306 m—— 82% 15%

Continued on next page...
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Mol | Chain | Length Quality of chain
1 16-A 306 m—— 83% 14% ..
1 17-A 306 e 82% 4% .
1 18-A 306 =5 77% 21% B
1 19-A 306 =5 81% 6% .
1 2-A 306 =5 80% 17% .
1 20-A 306 =5 83% 14% .
1 21-A 306 i 80% 18% B
1 22-A 306 & 81% 18% .
1 23-A 306 m—— 86% 1% .
1 24-A 306 m——— 85% 12% ..
1 25-A 306 m— 83% 4% .
1 26-A 306 —— 82% 4% ..
1 27-A 306 e 80% 18% B
1 28-A 306 =5 85% 12% .
1 29-A 306 =5 84% 12% .-
1 3-A 306 =5 80% 17% .
1 30-A 306 =5 85% 12% -
1 31-A 306 e 80% 16% .
1 32-A 306 i 81% 17% .
1 33-A 306 m—— 84% 13% .
1 34-A 306 m——— 78% 19% o
1 35-A 306 m——— 79% 18% .
1 36-A 306 m—— 81% 17% .
1 37-A 306 e 78% 18%
1 38-A 306 e 78% 19% o

Continued on next page...
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Mol | Chain | Length Quality of chain
1 39-A 306 e 76% 19% 5%
1 4-A 306 e 83% 12% ..
1 40-A 306 =5 81% 15% .
1 41-A 306 =5 79% 18% o
1 42-A 306 =5 78% 18% o
1 43-A 306 =5 77% 19% o
1 44-A 306 i 78% 18% o
1 45-A 306 m— 79% 17% .-
1 46-A 306 & 77% 18% -
1 47-A 306 m——— 81% 15% .
1 48-A 306 m— 82% 13% 5%
1 49-A 306 —— 80% 18% A
1 5-A 306 e 82% 4% .
1 50-A 306 =5 80% 17% .
1 51-A 306 =5 82% 15%
1 52-A 306 =5 83% 15%
1 53-A 306 =5 79% 16% .-
1 54-A 306 e 81% 15%
1 55-A 306 i 81% 16%
1 56-A 306 m—— 80% 15%
1 57-A 306 m——— 79% 16%
1 58-A 306 m——— 83% 16%
1 59-A 306 m—— 80% 17%
1 6-A 306 e 79% 17% .-
1 60-A 306 e 79% 17% .-

Continued on next page...
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Mol | Chain | Length Quality of chain
1 61-A 306 m—— 79% 19% B
1 62-A 306 =5 79% 17% .
1 63-A 306 =5 82% 15% .-
1 64-A 306 =5 80% 6% .
1 65-A 306 =5 82% 15% .
1 66-A 306 =5 82% 14% ..
1 67-A 306 i 79% 18% o
1 68-A 306 & 81% 16% .
1 69-A 306 m—— 82% 15% ..
1 7-A 306 m——— 78% 19% o
1 70-A 306 % 77% 19% -
1 T1-A 306 —— 76% 18% 5% -
1 72-A 306 e 80% 18% A
1 73-A 306 =5 79% 16% ..
1 74-A 306 =5 77% 19%
1 75-A 306 =5 79% 15% 5%,
1 8-A 306 =5 79% 16% . .
1 9-A 306 e 80% 16%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
DMS 1-A 401 - - -
DMS 1-A 402 - - -
DMS | 10-A | 401 - - -
DMS | 10-A | 402 - - -
DMS | 11-A | 401 - - -
DMS | 11-A | 402 - - -
DMS | 12-A | 401 - - -

@

po| bo| bo| po| po| po| o
sikaikaik ik ik alls

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
2 DMS | 12-A | 402 - - - X
2 DMS | 13-A | 401 - - - X
2 DMS | 13-A | 402 - - - X
2 DMS | 14-A | 401 - - - X
2 DMS | 14-A | 402 - - - X
2 DMS | 15-A | 401 - - - X
2 DMS | 15-A | 402 - - - X
2 DMS | 16-A | 401 - - - X
2 DMS | 16-A | 402 - - - X
2 DMS | 17-A | 401 - - - X
2 DMS | 17-A | 402 - - - X
2 DMS | 18-A | 401 - - - X
2 DMS | 18-A | 402 - - - X
2 DMS | 19-A | 401 - - - X
2 DMS | 19-A | 402 - - - X
2 DMS 2-A 401 - - - X
2 DMS 2-A 402 - - - X
2 DMS | 20-A | 401 - - - X
2 DMS | 20-A | 402 - - - X
2 DMS | 21-A | 401 - - - X
2 DMS | 21-A | 402 - - - X
2 DMS | 22-A | 401 - - - X
2 DMS | 22-A | 402 - - - X
2 DMS | 23-A | 401 - - - X
2 DMS | 23-A | 402 - - - X
2 DMS | 24-A | 401 - - - X
2 DMS | 24-A | 402 - - - X
2 DMS | 25-A | 401 - - - X
2 DMS | 25-A | 402 - - - X
2 DMS | 26-A | 401 - - - X
2 DMS | 26-A | 402 - - - X
2 DMS | 27-A | 401 - - - X
2 DMS | 27-A | 402 - - - X
2 DMS | 28-A | 401 - - - X
2 DMS | 28-A | 402 - - - X
2 DMS | 29-A | 401 - - - X
2 DMS | 29-A | 402 - - - X
2 DMS 3-A 401 - - - X
2 DMS 3-A 402 - - - X
2 DMS | 30-A | 401 - - - X
2 DMS | 30-A | 402 - - - X
2 DMS | 31-A | 401 - - - X

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
2 DMS | 31-A | 402 - - - X
2 DMS | 32-A | 401 - - - X
2 DMS | 32-A | 402 - - - X
2 DMS | 33-A | 401 - - - X
2 DMS | 33-A | 402 - - - X
2 DMS | 34-A | 401 - X - X
2 DMS | 34-A | 402 - - - X
2 DMS | 35-A | 401 - - - X
2 DMS | 35-A | 402 - - - X
2 DMS | 36-A | 401 - - - X
2 DMS | 36-A | 402 - - - X
2 DMS | 37-A | 401 - - - X
2 DMS | 37-A | 402 - - - X
2 DMS | 38-A | 401 - - - X
2 DMS | 38-A | 402 - - - X
2 DMS | 39-A | 401 - - - X
2 DMS | 39-A | 402 - - - X
2 DMS 4-A 401 - - - X
2 DMS 4-A 402 - - - X
2 DMS | 40-A | 401 - - - X
2 DMS | 40-A | 402 - - - X
2 DMS | 41-A | 401 - - - X
2 DMS | 41-A | 402 - - - X
2 DMS | 42-A | 401 - - - X
2 DMS | 42-A | 402 - - - X
2 DMS | 43-A | 401 - - - X
2 DMS | 43-A | 402 - - - X
2 DMS | 44-A | 401 - - - X
2 DMS | 44-A | 402 - - - X
2 DMS | 45-A | 401 - - - X
2 DMS | 45-A | 402 - - - X
2 DMS | 46-A | 401 - - - X
2 DMS | 46-A | 402 - - - X
2 DMS | 47-A | 401 - - - X
2 DMS | 47-A | 402 - - - X
2 DMS | 48-A | 401 - - - X
2 DMS | 48-A | 402 - - - X
2 DMS | 49-A | 401 - - - X
2 DMS | 49-A | 402 - - - X
2 DMS 5-A 401 - - - X
2 DMS 5-A 402 - - - X
2 DMS | 50-A | 401 - - - X

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
2 DMS | 50-A | 402 - - - X
2 DMS | 51-A | 401 - - - X
2 DMS | 51-A | 402 - - - X
2 DMS | 52-A | 401 - - - X
2 DMS | 52-A | 402 - - - X
2 DMS | 53-A | 401 - - - X
2 DMS | 53-A | 402 - - - X
2 DMS | 54-A | 401 - - - X
2 DMS | 54-A | 402 - - - X
2 DMS | 55-A | 401 - - - X
2 DMS | 55-A | 402 - - - X
2 DMS | 56-A | 401 - - - X
2 DMS | 56-A | 402 - - - X
2 DMS | 57-A | 401 - - - X
2 DMS | 57-A | 402 - - - X
2 DMS | 58-A | 401 - X - X
2 DMS | 58-A | 402 - - - X
2 DMS | 59-A | 401 - - - X
2 DMS | 59-A | 402 - - - X
2 DMS 6-A 401 - - - X
2 DMS 6-A 402 - - - X
2 DMS | 60-A | 401 - - - X
2 DMS | 60-A | 402 - - - X
2 DMS | 61-A | 401 - - - X
2 DMS | 61-A | 402 - - - X
2 DMS | 62-A | 401 - - - X
2 DMS | 62-A | 402 - - - X
2 DMS | 63-A | 401 - - - X
2 DMS | 63-A | 402 - - - X
2 DMS | 64-A | 401 - - - X
2 DMS | 64-A | 402 - - - X
2 DMS | 65-A | 401 - - - X
2 DMS | 65-A | 402 - - - X
2 DMS | 66-A | 401 - - - X
2 DMS | 66-A | 402 - - - X
2 DMS | 67-A | 401 - - - X
2 DMS | 67-A | 402 - - - X
2 DMS | 68-A | 401 - - - X
2 DMS | 68-A | 402 - - - X
2 DMS | 69-A | 401 - - - X
2 DMS | 69-A | 402 - - - X
2 DMS 7-A 401 - - - X

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
2 DMS 7-A 402 - - - X
2 DMS | 70-A | 401 - - - X
2 DMS | 70-A | 402 - X - X
2 DMS | 71-A | 401 - - - X
2 DMS | 71-A | 402 - - - X
2 DMS | 72-A | 401 - - - X
2 DMS | 72-A | 402 - - - X
2 DMS | 73-A | 401 - - - X
2 DMS | 73-A | 402 - - - X
2 DMS | 74-A | 401 - - - X
2 DMS | 74-A | 402 - - - X
2 DMS | 75-A | 401 - - - X
2 DMS | 75-A | 402 - - - X
2 DMS 8-A 401 - - - X
2 DMS 8-A 402 - - - X
2 DMS 9-A 401 - - - X
2 DMS 9-A 402 - - - X
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 355880 atoms, of which
174375 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 3C-like proteinase.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C H N O S
1 1-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 Z-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 3-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1| 4A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1| 5A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1| 6A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1| ™A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1| 8A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1] %A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1| 10-A 306 4680 1499 2313 402 444 922 0 0 0

Total C H N O S
1 1-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 12-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 13-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 14-A 306 4680 1499 2313 402 444 22 : 0 .

Total C H N O S
1 13-A 306 4680 1499 2313 402 444 22 0 0 0

Total C H N O S
1 16-A 306 4680 1499 2313 402 444 22 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! 17-A 306 Zgg?)l 14599 2:?13 41(\;2 424 282 0 0 0
! 18-A 306 ZZZ%I 14C99 2:?13 4152 424 2S2 0 0 0
1 19-A 306 ZZ’?(L)I 14599 2:?13 41(\)12 451)4 282 0 0 0
! 20-A 306 ZZ;%I 11599 2;{13 41(\)12 424 282 0 0 0
1 21-A 306 Zgg%l 11%9 2;{13 41(\); 424 282 0 0 0
L 24 306 Zggél 14099 2;{13 418]2 424 2S2 0 0 0
L 23-A 306 ZZ;?)I 1599 2:?13 41(\)I2 424 282 0 0 0
L 24-A 306 Zg;%l 12}9 2:?13 41(;]2 424 282 0 0 0
L 25-A 306 Zg;%l 11&)9 2:?13 41(?2 424 282 0 0 0
L 26-A 306 thszl 14099 23{{13 4152 424 282 0 0 0
L 27-A 3U6 thszl 14099 23{{13 41812 424 282 0 0 0
L 28-A 306 thszl 14099 23{{13 41§2 424 282 0 0 0
L 29-A 3U6 thaa%l 14099 2:?13 41812 424 282 0 0 0
L 30-A 306 thaa%l 14599 23I>{13 418]2 451)4 282 0 0 0
L 31-A 306 Zggél 14099 2;{13 418]2 424 282 0 0 0
L 32-A 306 Zggl 14599 2:?13 418]2 451)4 282 0 0 0
L 33-A 306 Zg’té;%l 1599 23{{13 418]2 424 282 0 0 0
L 34-A 3U6 thé;%l 1599 22?13 41(\)12 424 282 0 0 0
L 35-A 306 Z(étzzaol 1599 22?13 41(\)12 424 282 0 0 0
L 36-A 3U6 thz;aol 14599 2??13 41(\)12 424 282 0 0 0
! 3T-A 306 Zggaol 14599 2:’?13 41(\)12 424 282 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! 38-A 306 Zgg?)l 14599 2:?13 41(\;2 424 282 0 0 0
! 39-A 306 ZZZ%I 14C99 2:?13 4152 424 2S2 0 0 0
1 40-A 306 ZZ’?(L)I 14599 2:?13 41(\)12 451)4 282 0 0 0
! 41-A 306 ZZ;%I 11599 2;{13 41(\)12 424 282 0 0 0
1 42-A 306 Zgg%l 11%9 2;{13 41(\); 424 282 0 0 0
L 434 306 Zggél 14099 2;{13 418]2 424 2S2 0 0 0
L A4-A 306 ZZ;?)I 1599 2:?13 41(\)I2 424 282 0 0 0
L 45-A 306 Zg;%l 12}9 2:?13 41(;]2 424 282 0 0 0
L 46-A 306 Zg;%l 11&)9 2:?13 41(?2 424 282 0 0 0
L AT-A 306 thszl 14099 23{{13 4152 424 282 0 0 0
L 18-A 3U6 thszl 14099 23{{13 41812 424 282 0 0 0
L 49-A 306 thszl 14099 23{{13 41§2 424 282 0 0 0
L 50-A 3U6 thaa%l 14099 2:?13 41812 424 282 0 0 0
L S1-A 306 thaa%l 14599 23I>{13 418]2 451)4 282 0 0 0
L 52-A 306 Zggél 14099 2;{13 418]2 424 282 0 0 0
L 53-A 306 Zggl 14599 2:?13 418]2 451)4 282 0 0 0
L b-A 306 Zg’té;%l 1599 23{{13 418]2 424 282 0 0 0
L 55-A 3U6 thé;%l 1599 22?13 41(\)12 424 282 0 0 0
L 56-A 306 Z(étzzaol 1599 22?13 41(\)12 424 282 0 0 0
L ST-A 3U6 thz;aol 14599 2??13 41(\)12 424 282 0 0 0
! p8-A 306 Zggaol 14599 2:’?13 41(\)12 424 282 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! 59-A 306 Zgg?)l 14599 2:?13 41(\;2 424 282 0 0 0
! 60-A 306 ZZZ%I 14C99 2:?13 4152 424 2S2 0 0 0
! 61-A 306 ZZ’?(L)I 14599 2:?13 41(\)12 451)4 282 0 0 0
1 62-A 306 ZZ;%I 11599 2;{13 41(\)12 424 282 0 0 0
1 63-A 306 Zgg%l 1599 2;{13 41(\); 424 2S2 0 0 0
L | 644 306 Zggél 14099 2;{13 418]2 424 2S2 0 0 0
L 65-A 306 ZZ;?)I 1599 2:?13 41(\)I2 424 282 0 0 0
L 66-A 306 Zg;%l 12}9 2:?13 41(;]2 424 282 0 0 0
L 67-A 306 Zg;%l 11&)9 2:?13 41(?2 424 282 0 0 0
L 68-A 306 thszl 14099 23{{13 4152 424 282 0 0 0
L 69-A 3U6 thszl 14099 23{{13 41812 424 282 0 0 0
L 70-A 306 thszl 14099 23{{13 41§2 424 282 0 0 0
L 71-A 3U6 thaa%l 14099 2:?13 41812 424 282 0 0 0
L 72-A 306 thaa%l 14899 23I>{13 418]2 451)4 282 0 0 0
L 73-A 306 Zggél 14099 2;{13 418]2 424 282 0 0 0
L 74-A 306 Zggl 14599 2:?13 418]2 451)4 282 0 0 0
L 75-A 306 Z(éts%l 1599 23{{13 418]2 424 282 0 0 0

e Molecule 2 is DIMETHYL SULFOXIDE (three-letter code: DMS) (formula: CoHgOS).
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DMS

C2
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O

Mol | Chain | Residues Atoms ZeroOcc | AltConf
I
IS S
I A RN
I N R
o e
e e
IS S
e e
IR AR
2 | 10A 1 ol OO0 0 0
2 | 11-A 1 ol O 008 0 0
2 | 12:A 1 forl OO0 0 0
2 | 13A 1 foral O 008 0 0
2 | 14A 1 foral O 0008 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 15-A 1 T‘igal g 1(;1 (1) ? 0 0
2 | 16-A 1 T‘igal g Ig ? f 0 0
2 | 17-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 18A 1 Tcl)gal g Ig (1) ? 0 0
2 | 19A 1 T(l)gal g Ig (1) ? 0 0
2 | 20-A 1 T(l)gal g Ig (1) ? 0 0
2 | 21-A | T(l)gal S Ig (1) ? 0 0
2 | 22A 1 T(l)gal (23 Ig (1) ? 0 0
2 | 23A 1 T(l)gal g I;.I (1) ? 0 0
2 | 24A 1 T(igal g Ig (1) ? 0 0
2 | 25A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 26-A 1 T(l)gal S }61 (1) ? 0 0
2 | 27A 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 28A 1 T(l’gal g Ig (1) ? 0 0
2 | 20.A 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 30-A 1 T‘igal g Ig (1) f 0 0
2 | 31-A 1 T‘igal g Ig (1) f 0 0
2 | 32A 1 T‘igal (23 1;51 (1) f 0 0
2 | 33-A 1 T(igal (23 I;,I (1) ? 0 0
2 | 34-A 1 T(igal g Ig (1) f 0 0
2 | 35-A 1 T(iga‘l g Ig (1) f 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 36-A 1 T‘igal g 1(;1 (1) ? 0 0
2 | 37-A 1 T‘igal g Ig ? f 0 0
2 | 38-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 39-A 1 T‘{gal g Ig (1) f 0 0
2 | 40-A 1 T(igal g Ig (1) f 0 0
2 | 41-A | T(l)gal g Ig (1) ? 0 0
2 | 42-A | T(l)gal S Ig (1) ? 0 0
2 | 43-A 1 T(l)gal (23 Ig (1) ? 0 0
2 | 44A | T(l)gal g I;.I (1) ? 0 0
2 | 45A 1 T(igal S Ig (1) ? 0 0
2 | 46-A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 4TA 1 T(l)gal S }61 (1) ? 0 0
2 | 48A 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 49-A 1 T(l’gal g Ig (1) ? 0 0
2 | 50-A 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 5LA 1 T‘igal g Ig (1) f 0 0
2 | 52A 1 T‘igal g Ig (1) f 0 0
2 | 53A 1 T‘igal (23 1;51 (1) f 0 0
2 | 54-A 1 T(igal (23 I;,I (1) ? 0 0
2 | 55-A 1 T(igal g Ig (1) f 0 0
2 | 56-A 1 T(iga‘l g Ig (1) f 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 57-A 1 T‘igal g 1(;1 (1) ? 0 0
2 | 58-A 1 T‘igal g Ig ? f 0 0
2 | 59-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 60-A 1 T‘{gal g Ig (1) f 0 0
2 | 6L-A 1 T(l)gal g Ig (1) ? 0 0
2 | 62A 1 T(l)gal g Ig (1) ? 0 0
2 | 63A 1 T(l)gal g Ig (1) ? 0 0
2 | 64-A 1 T(l)gal (23 Ig (1) ? 0 0
2 | 65A 1 T(l)gal g I;.I (1) ? 0 0
2 | 66-A 1 T(igal S Ig (1) ? 0 0
2 | 67-A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 68A 1 T(l)gal S }61 (1) ? 0 0
2 | 69-A 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 70-A 1 T(l’gal g Ig (1) ? 0 0
2 | TLA 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 72A 1 T‘igal g Ig (1) f 0 0
2 | 73A 1 T‘igal g Ig (1) f 0 0
2 | T4A 1 T‘igal (23 1;51 (1) f 0 0
2 | 75-A 1 T(igal (23 I;,I (1) ? 0 0
AN
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
IR H R
IR
IR SRR
IR
IR
I T HITEE
AN IR
2 | 10-A 1 T(l)gal (23 Ig (1) ? 0 0
2 | 11-A | T(l)gal g I;.I (1) ? 0 0
2 | 12A 1 T(igal g Ig (1) ? 0 0
2 | 13A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 14A 1 T(l)gal S }61 (1) ? 0 0
2 | 15A 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 16A 1 T(l’gal g Ig (1) ? 0 0
2 | 17A 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 18A 1 T‘igal g Ig (1) f 0 0
2 | 19A 1 T‘igal g Ig (1) f 0 0
2 | 20-A 1 T‘igal (23 1;51 (1) f 0 0
2 | 21-A | T(igal (23 I;,I (1) ? 0 0
2 | 22A | T(igal g Ig (1) f 0 0
2 | 23-A 1 T(iga‘l g Ig (1) f 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 24-A | T‘igal g 1(;1 (1) ? 0 0
2 | 25-A 1 T‘igal g Ig ? f 0 0
2 | 26-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 27A 1 Tcl)gal g Ig (1) ? 0 0
2 | 28A 1 T(l)gal g Ig (1) ? 0 0
2 | 20.A 1 T(l)gal g Ig (1) ? 0 0
2 | 30-A 1 T(l)gal g Ig (1) ? 0 0
2 | 3LA 1 T(l)gal (23 Ig (1) ? 0 0
2 | 32A 1 T(l)gal g I;.I (1) ? 0 0
2 | 33A 1 T(igal S Ig (1) ? 0 0
2 | 34A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 35A 1 T(l)gal S }61 (1) ? 0 0
2 | 36-A 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 37A 1 T(l’gal g Ig (1) ? 0 0
2 | 38A 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 39-A 1 T‘igal g Ig (1) f 0 0
2 | 40-A 1 T‘igal g Ig (1) f 0 0
2 | 41-A 1 T‘igal (23 1;51 (1) f 0 0
2 | 42-A | T(igal (23 I;,I (1) ? 0 0
2 | 43-A 1 T(igal g Ig (1) f 0 0
2 | 44-A 1 T(iga‘l g Ig (1) f 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 45-A 1 T‘igal g 1(;1 (1) ? 0 0
2 | 46-A 1 T‘igal g Ig ? f 0 0
2 | 47-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 48A 1 Tcl)gal g Ig (1) ? 0 0
2 | 49A 1 T(l)gal g Ig (1) ? 0 0
2 | 50-A 1 T(l)gal g Ig (1) ? 0 0
2 | 5LA 1 T(l)gal g Ig (1) ? 0 0
2 | 52A 1 T(l)gal (23 Ig (1) ? 0 0
2 | 53A 1 T(l)gal g I;.I (1) ? 0 0
2 | 54A 1 T(igal S Ig (1) ? 0 0
2 | 55A 1 T(l)(t)al S Ig (1) ? 0 0
2 | 56-A 1 T(l)gal S }61 (1) ? 0 0
2 | 5TA 1 T‘;gal (23 Ig (1) ?’ 0 0
2 | 58A 1 T(l’gal g Ig (1) ? 0 0
2 | 59-A 1 T(l’gal (23 Ig Cl) ? 0 0
2 | 60-A 1 T‘igal g Ig (1) f 0 0
2 | 6L-A 1 T‘igal g Ig (1) f 0 0
2 | 62A 1 T‘igal (23 1;51 (1) f 0 0
2 | 63-A 1 T(igal (23 I;,I (1) ? 0 0
2 | 64-A 1 T(igal g Ig (1) f 0 0
2 | 65-A 1 T(iga‘l g Ig (1) f 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 | 66-A 1 T‘igal g 1(;1 (1) ? 0 0
2 | 67-A 1 T‘igal g Ig ? f 0 0
2 | 68-A 1 T‘ig‘“ g Ig (1) f 0 0
2 | 69-A 1 T‘{gal g Ig (1) f 0 0
2 | 70-A 1 T(igal g Ig (1) f 0 0
2 | TLA 1 T(l)gal g Ig (1) ? 0 0
2 | T2A 1 T(l)gal g Ig (1) ? 0 0
2 | T3A 1 T(l)gal (23 Ig (1) ? 0 0
2 | T4A 1 T(l)gal g I;.I (1) ? 0 0
2 | T5A 1 T(igal S Ig (1) ? 0 0

e Molecule 3 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

3 LA 1 Total Zn 0 0
1 1

3 9 A 1 Total Zn 0 0
1 1

3 3 A 1 Total Zn 0 0
1 1

3 LA 1 Total Zn 0 0
1 1

3 5 A 1 Total Zn 0 0
1 1

3 6A 1 Total Zn 0 0
1 1

3 T A 1 Total Zn 0 0
1 1

3 3 A 1 Total Zn 0 0
1 1

3 9-A 1 Toltal Zln 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf

3 | 10-A 1 total - Zn 0 0
11

3 | 11-A 1 total - Zn 0 0
11

3 | 12A 1 fotal - Zn 0 0
11

3 | 13-A 1 Total ~ Zn 0 0
11

3 | 14-A 1 Total ~ Zn 0 0
11

3 | 15-A 1 Total = Zn 0 0
11

3 | 16-A 1 Total ~ Zn 0 0
11

3 | 17-A 1 Total ~ Zn 0 0
11

3 | 18A 1 Total = Zn 0 0
11

3 | 19-A 1 Total = Zn 0 0
11

3 | 20-A 1 Total ~ Zn 0 0
11

3 | 21-A 1 Total - Zn 0 0
11

3 | 22-A 1 Total = Zn 0 0
11

3 | 923-A 1 Total = Zn 0 0
11

3 | 24-A 1 Total ~ Zn 0 0
11

3 | 25-A 1 Total = Zn 0 0
11

3 | 26-A 1 Total = Zn 0 0
11

3 | 27-A 1 Total = Zn 0 0
11

3 | 28A 1 Total ~ Zn 0 0
11

3 | 20-A 1 Total * Zn 0 0
11

3 | 30A 1 fotal 2 0 0

Continued on next page...



Page 23

Full wwPDB X-ray Structure Validation Report

7TMHO

Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf

3 | 31-A 1 total - Zn 0 0
1 1

3 | 32A 1 total - Zn 0 0
1 1

3 33 A 1 Total Zn 0 0
1 1

3 A 1 Total Zn 0 0
1 1

3 35A 1 Total Zn 0 0
1 1

3 36A 1 Total Zn 0 0
1 1

3 37 A 1 Total Zn 0 0
1 1

3 38 A 1 Total Zn 0 0
1 1

3 30-A 1 Total Zn 0 0
1 1

3 A0-A 1 Total Zn 0 0
1 1

3 | 41-A 1 Total - Zn 0 0
1 1

3 | 42-A 1 Total - Zn 0 0
1 1

3 | 43-A 1 Total - Zn 0 0
1 1

3 AL A 1 Total Zn 0 0
1 1

3 A5 A 1 Total Zn 0 0
1 1

3 A6A 1 Total Zn 0 0
1 1

3 ATA 1 Total Zn 0 0
1 1

3 AS A 1 Total Zn 0 0
1 1

3 49-A 1 Total Zn 0 0
1 1

3 50-A 1 Total Zn 0 0
1 1

3 | 5LA | Toltal Zln 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

3 | 52A 1 total - Zn 0 0
1 1

3 | 53A 1 total - Zn 0 0
1 1

3 SAA 1 Total Zn 0 0
1 1

3 55A 1 Total Zn 0 0
1 1

3 56A 1 Total Zn 0 0
1 1

3 5T A 1 Total Zn 0 0
1 1

3 53 A 1 Total Zn 0 0
1 1

3 50-A 1 Total Zn 0 0
1 1

3 60-A 1 Total Zn 0 0
1 1

3 6LA 1 Total Zn 0 0
1 1

3 | 62-A 1 Total - Zn 0 0
1 1

3 | 63-A 1 Total - Zn 0 0
1 1

3 GAA 1 Total Zn 0 0
1 1

3 65A 1 Total Zn 0 0
1 1

3 66A 1 Total Zn 0 0
1 1

3 6T-A 1 Total Zn 0 0
1 1

3 68A 1 Total Zn 0 0
1 1

3 60-A 1 Total Zn 0 0
1 1

3 70-A 1 Total Zn 0 0
1 1

3 TLA 1 Total Zn 0 0
1 1

3 | 72A | Toltal Zln 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 73 A 1 Total Zn 0 0
1 1
3 TIA 1 Total Zn 0 0
1 1
3 | 75A 1 fotal - Zn 0 0
1 1
e Molecule 4 is water.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
4 1-A 40 A0 A0 0 0
Total O
4 2-A 38 23 23 0 0
Total O
4 3-A 50 50 50 0 0
Total O
4 4-A 44 m m 0 0
Total O
4 5-A 37 37 37 0 0
Total O
4 6-A 41 Al A1 0 0
Total O
4 7-A 37 37 37 0 0
Total O
4 8-A 33 33 33 0 0
Total O
4 9-A 38 23 23 0 0
Total O
4 10-A 38 a3 23 0 0
Total O
4 11-A 43 43 43 0 0
Total O
4 12-A 48 48 48 0 0
Total O
4 13-A 48 48 48 0 0
Total O
4 14-A 49 49 19 0 0
Total O
4 15-A 47 A7 e 0 0
Total O
4 16-A 49 49 49 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
4 | 17-A 39 ngal % 0 0
4| 18A 43 ngal g 0 0
4| 19A 39 T‘;g"‘l ?% 0 0
4 | 20A 48 ngal i; 0 0
4 | 21-A 45 ngal 55 0 0
4 | 22-A 49 ngal g 0 0
4 | 23-A 44 TZZ"I 21 0 0
4 | 24-A 51 Tgtlal ?1 0 0
4 | 25-A 52 Tg;al ?2 0 0
4 | 26-A 48 thgal ;)8 0 0
4 | 27-A 43 ngal fg 0 0
4 | 28-A 41 thlal ﬁ 0 0
4 | 29-A 43 ngal fg 0 0
4 | 30-A 43 ngal fg 0 0
4 | 31-A 44 TZTI 4(1 0 0
4 | 32-A 46 TZ?I 2; 0 0
4 | 33-A 47 ngal 57 0 0
4 | 34-A 39 ngal ??9 0 0
4 | 35A 41 thlal 4?1 0 0
4 | 36-A 41 thlal 4?1 0 0
4 | 37A 43 ngal fg 0 0

Continued on next page...



Page 27

Full wwPDB X-ray Structure Validation Report

7TMHO

Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
4 | 33A 44 TZTI 4(1 0 0
4| 39:A 45 ngal ;)5 0 0
4| 40A 11 thlal 4?1 0 0
4| 41-A 43 ngal f?) 0 0
4 | 42-A 39 Tgtgal ?% 0 0
4 | 43-A 49 ngal g 0 0
4 | 44-A 47 TZ;{"I f? 0 0
4 | 45-A 51 Tgtlal ?1 0 0
4 | 46-A 54 Tgial 5(21 0 0
4 | 47-A A7 th;‘l 57 0 0
4 | 48-A 44 TZTI f4 0 0
4 | 49-A 39 ngal ?% 0 0
4 | 50A 46 ngal 25 0 0
4 | 51-A 41 thlal ﬁ 0 0
4 | 52-A 43 ngal f?) 0 0
4 | 53-A 42 ngal fQ 0 0
4 | 54-A 56 ngal ?6 0 0
4 | 55-A 52 Tgt;‘l ?2 0 0
4 | 56-A 46 ngal 25 0 0
4 | 57-A 46 ngal ﬁj 0 0
4| 53A 39 ngal ??9 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
4 | 59:-A 39 ngal % 0 0
4 | 60-A 37 Tg;al :?7 0 0
4 | 61-A 11 thlal 4?1 0 0
4| 62A 14 TZZal 4(31 0 0
4 | 63A 40 ngal ﬁ) 0 0
4 | 64-A 43 ngal f:,) 0 0
4 | 65A 37 Tg;al ?7 0 0
4 | 66-A 44 TZZ’“ 21 0 0
4 | 67-A 44 TZZ“ 21 0 0
4 | 68-A 42 ngal fQ 0 0
4 | 69-A 44 TZTI 21 0 0
4 | 70-A 45 th;‘l 2,) 0 0
4 | 71-A 50 ngal 5% 0 0
4 | 72-A 50 ngal 5% 0 0
4 | 73-A 50 ngal % 0 0
4 | 74-A 48 TZ?I fg 0 0
4 | 75-A 44 TZTI 21 0 0
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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: 3C-like proteinase
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