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-\ ALargest and most populous
| N continent

-\ ADiverse and dynamic
| research cultures

AAsia-Pacific research
cultures add to this diversity

«<——  More around the corner
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Please consider the following
"harmonised”
research from Asia
and Asia-Pacific



Which of the following published X-ray crystallography data are
reported by researchers based in Asia and Asia-Pacific?

a b) C

Table 1. Crystallographic data collection and refinement Table 1. Data collection and refinement statistics Table 1. Data collection and refi s
StatiSﬁCS Dataset 1 Data set 2 Merged DQ2.5-CLIP | DQ2.5-CLIF2
. Data collection
HLA-DP5-Cry j 1(9-mer) Data collection
Space group Cl121 123
D Ject Space group P3,21 P321 P3;21
Sam collection P1 Cell dimensions Cell dimension
pace group a, b, c (A) 157.5, 157.5, 61.8 157.2, 157.2, 61.8 157.3, 157.3, 61.8
Cell dimensions whr® 90, 90, 120 90, 90, 120 20, %0, 120 a,b,c(A) 128.86, 69.21, 146.69  137.01, 137.01, 137.01
a b, c(A) 61.2,64.4, 130.4 Resolution (A) 50-35 50-3.25 50-3.25 a, B,v(°) 90, 110.3, 90 90, 90, 90
a,B.y() 93.0,97.5, 109.4 (3.69-3.5) (3.43-3.25) (3.43-3.25) ; 553 -
Resolution (A) 64-2.4 (2.49-2.40)° Ry (%) 135 (51.3) 6.9 (33.5) 12 335) Resolution (A) 2.73 220
Reym 0.116 (0.563) Rmerge (%) 185 (99.3) 13.9 (988) Runcrse 10.0 12.9
1230309 COUR 11 S N o
10, .ompleteness . A B
Completeness (%) 97.4 (95.6) Redundancy 7.1(7.3) 6.0 (6.0) 12.3 (6.0) Completeness % 93.7 99.65
Redundancy 3.5(3.4) Refinement
Refinement ! L Redundancy 35 6.5
; A Resolution (A) 50-3.25
nesoliutn?:'\( ) $82;§4 (3.33-3.25) Refinement
0. of reflections ) No. reflections 12,130 soluti 39.2 2 2-2.2
ol Bireo 0.201/0.237 pyiver Resolution (A) 39.26102.73 36.62-2.20
No. of atoms RuworiRiree™ 22.6/25.1 (2.80-2.73) (2.30-2.20)
Protein 12,380 (33.1535.2) Number of reflections 29676 21938
Ligand 56 No. molecules in ASU 1
Water 267 No. atoms Ruork / Riree 0.187/0.247 0.171/0.208
B-factors Protein 3115 (0.29-0.37) (0.231-0.296)
; Carbohydrat 42
Erolelgl g?’é v:art:r yerate 0 Number of atoms 6144 3176
igan i .
B f: e
Water 29.8 g:;Or;S" 1028 Protein 6027 3003
rmsd Peptide 101.1 Water 17 173
gong Ienglths(g,;k) (13325 Carbohydrates 1163 B-factors 45.0 28.1
ond angles B Rmsd .
. - - Bond lengths (A) 0.007 Protein 36.6 28.1
. One cr;{stal was used for data collepnon and rehr)emenL Bond angles () 115 Water 28.1 293
Values in parentheses are for the highest-resolution shell. e
Rgim, redundancy-independent merging R factor; ASU, asymmetric units. r.m.s deviations
Data for outer shell shown in parentheses. Bond length (A) 0.01 0.01
* ize 50
Riree test set size 5%, 704. Bond angle (°) 1.24 112
Ramachandran 96.3 98.1

Values in parentheses are for highest resolution shell.




Which of the following published X-ray crystallography data are
reported by researchers based in Asia and Asia-Pacific?

d

Table 1. Crystallographic data collection and refinement

statistics

Data collection
Space group
Cell dimensions
a b, c(A)
a,B.y()
Resolution (A)
Rsym
Val
Completeness (%)
Redundancy
Refinement
Resolution (A)
No. of reflections
HWOIK',F‘freE
No. of atoms
Protein
Ligand
Water
B-factors
Protein
Ligand
Water
rmsd )
Bond lengths (A)
Bond angles (°)

HLA-DP5-Cry j 1(9-mer)

P1

61.2,64.4, 130.4
93.0, 97.5, 109.4
64-2.4 (2.49-2.40)*°
0.116 (0.563)

12.3 (3.05)

97.4 (95.6)

3.5 (3.4)

64.0-2.4
70,445
0.201/0.237

12,380
56
267

29.1
276
29.8

0.005
1.07

® One crystal was used for data collection and refinement.
® Values in parentheses are for the highest-resolution shell.

Japan

b

Table 1. Data collection and refinement statistics

Dataset 1 Data set 2 Merged
Data collection

Space group P3,21 P3,21 P3,21

Cell dimensions
a, b, c(A) 157.5, 157.5, 61.8 157.2, 157.2, 61.8 157.3, 157.3, 61.8

a, B,y () 90, 90, 120 90, 90, 120 90, 90, 120

Resolution (A) 50-3.5 50-3.25 50-3.25

(3.69-3.5) (3.43-3.25) (3.43-3.25)

Rim (%) 13.5 (51.3) 6.9 (33.5) 11.2 (33.5)

Rmerge (%) 18.5 (99.3) 13.9 (98.8)

Ul 83 (1.9 11.2(23) 123 (2.3)
Completeness (%) 100 (100) 87.1(89.1) 100 (89.1)
Redundancy 7.1(7.3) 6.0 (6.0) 12.3 (6.0)

Refinement
Resolution (A) 50-3.25
(3.33-3.25)
No. reflections 12,130
(1,940)
RuvoriRiree™ 22.6/25.1
(33.1135.2)
No. molecules in ASU 1
No. atoms
Protein 3,115
Carbohydrate 42
Water 1]
B factors
Overall 102.8
Peptide 101.1
Carbohydrates 116.3
Rmsd
Bond lengths (A) 0.007
Bond angles (°) 1.15

Rgim. redundancy-independent merging R factor; ASU, asymmetric units.
Data for outer shell shown in parentheses.
*Riree test set size 5%, 704.

USA

C

Table 1. Data collection and refinement

DQ2.5-CLIP 1

DQ2.5-CLIP 2

Data collection
Space group
Cell dimension
a,b,c(A)
a, B,y (°)
Resolution (A)
Rumcrse
Vol
Completeness %
Redundancy
Refinement
Resolution (A)

Number of reflections
Ruork / Reree

Number of atoms
Protein

Water

B-factors
Protein

Water

r.m.s deviations
Bond length (A)

Bond angle (°)

Ramachandran

Ci21

128.86, 69.21, 146.69
90, 110.3, 90
273
10.0
11.7
93.7

35

39.26102.73
(2.80-2.73)
29676
0.187/0.247
(0.29-0.37)
6144
6027
117
45.0
36.6
28.1

0.01
1.24
96.3

137.01, 137.01, 137.01
90, 90, 90
220
129
12.7
99.65
6.5

36.62-2.20
(2.30-2.20)
21938
0.171/0.208
(0.231-0.296)
3176
3003
173
28.1
28.1
293

0.01
1.12
98.1

Values in parentheses are for highest resolution shell.

Singapore



Which of the following authorship contribution statements for
articles recently published in the open access journal PLoS ONE
are reported by researchers based in Asia and Asia-Pacific?

a) b) C)

Conceptualization: HIK MYK YSS JHK.
Data curation: HJK YSS JHK.

Formal analysis: C-MC HJK.

Funding acquisition: MYK.
Investigation: HIK MYK YSS JHK.
Methodology: JJ HJK.

Project administration: MYK.
Resources: JJ S-HK C-MC.

Software: YSS JHK HJK.

Supervision: MYK.

Validation: JJ S-HK.

Visualization: HJK.

Writing — original draft: HIK MYK C-MC.
Writing — review & editing: HJK MYK YSS S-HK C-MC.



