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@ Long unit-cell & High resolution

Calmodulin & binding-protein Complex

_3 : Crystallized by E.Yamauchi (RIKEN/MD/Taniguchi-Team)
. F] $ Unit cell a=b=40.54, c=343.5A (Space Group P6122)
: H Resolution limit ~ Higher than 2.0 A
/
- .
! :
; H

Osc. Angle=1.2degree& Exp. Time= 20 Sec.
Cameralength = 350 mm & Wavelength = 1.02 A

Resol ution (A) No. of ref. I/sigma Rmer ge
/ Comp. (%

50.00 - 4.31 1117 | 74.8% 22.3 0. 053
4.31 - 3.42 1136 / 88.0% 21.5 0. 063
3.42 - 2.99 1198 / 94. 1% 18.8 0. 069
2.99 - 2.71 1174 / 95.6% 16. 6 0.074
2.71 - 2.52 1171 / 97.8% 15.1 0. 085
2.52 - 2.37 1194 / 98. 1% 11.1 0. 103
2.37 - 2.25 1175 / 97.8% 9.8 0.117
2.25 - 2.15 1196 / 98.2% 8.1 0. 144
2.15 - 2.07 1154 / 98. 2% 6.1 0.193
2.07 - 2.00 1148 / 98. 0% 5.2 0. 243
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00 — 2.00 11663 / 93.6% 18.
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Electron Density at 1.3 A Resolution

Stereum purpureum
Endopolygalacturonase | ‘

by T.Shimizu (RIKEN/MD/Kato-Team)

Space Group P1
Unitcell a=37.2A,b=465A, c=52.1 A
a=70.4, b=72.5, c=69.0
Camera length = 200 mm, Wavelength = 1.02 A
Osc. Angle=15degree, Exp. Time= 15 sec.
Total. Exp. 240 images

Resolution limit  1.3A ( Rmerge = 5.6%)

MR with MolRep
i
Rigid body refinement with Refmac
!
Refinement and auto-model building
with ARP./.WARP
R-factor =0.178 Rfree=0.211
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The PDZ2 Domain of Syntenin at Utra-high
Resolution: Bridging the Gap Between
Macromolecular and Small Molecule Crystallography

Beam 33k Kang, Tancho Deved]iey, Uraula Derewenda and
Zypmunt 5. Derewencda
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X8C beamline of the NSLS (Brookhaven)

Hydrogenatom
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Diffraction Pattern
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C=>» RIKEN Structural Genomics Beamline

(BL26B1& B2)
RIGAKU R-AXISV

«Detector area : 400x 400 mm?2 Exposure Position of IP Basing La:1mpr“ Erasing Position of IP
i x Reading Position
«CCD size : 4000% 4000 pixel N ? orP
o c PMTs
*Pixel size : 100 x 100 pm? R I_r Double-Beam
A i HHeIicaI-Scanner
*ADC : 20 bit S
*Readout-time 50 Sec. SR s i 1 AT,
E— = | — _— = [ e
— . 1 3 IPs Transport ﬁ
5y [;:j (Steel-Belt) 50mW laser
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@ Mosaic CCD
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CCD&FOT Single Module

2x2 Mosaic Module

RIGAKU/MSC Jupiter210
*Detector area : 210x 210 mm?2
*CCD size : 4096x%x 4096 pixel
«Data size : 32MB
*Pixel size : 51 x 51 um?
*ADC : 16 bit



3x3 Mosaic Module

Spec

Detector area: 315x 315 mm?2
CCD size : 6072x 6072 pixel
3036x 3036 pixel (2x 2Bin)
Data size : 72MB(Full)/18MB(2x 2Bin)
Pixel size: 0.051 x 0.051 mm?
0.102 x 0.102 mm?2 (2x 2Bin)

ADC : 16 bit
Read-out time : 1.2 sec.
Turn-over time : 3 sec.

(without exposure time)

Camera length: 155 900 mm
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CCD

BL41XU

1/10

180
1L
i B
10Hz &

or >100Hz &

<1013 photons/sec/mm?

180

16 Bit

16bit
14bit



>100Hz

Shad-o-Box " 1024
N-Ray Camarn

14bit

Rad-1con
Shad-o-Box 1024

Hamamatsu
(7942

ADSC
Quantum 41

Number of pixels

1024= 1024

2240% 2368

2304=23041

(1 CCD)
Pixel size (pm) 18 50 82
teadout time (=ec) 0141 (2 channels) 0.11 (8 channels) 9
Dark current 1000 3900 0.03
le—/pixel/sec)
leadout noize (RMS, = 500 1100 10@ 150kH
o )
AD converter (hits) 12 12 105

Maximum
le~/pixel)

charge

ca. 2,000,000

2,200,000

440,000

Flectrons/ADU 500 500 i
Flectrons/x-rav photon 1254 15keVE 16512 4ke\V* 8.5a@12 4keV
Resolution 10 8 90 pm (FWHM)
(line-pairs/mm)

Phosphor GidaOeSTh (=l (id2025Th

Operating
temperature

Room temp.

Room temp.

=50 "C

Size (mm)

124x127=23

200x1898x25

330 > 356 = 610
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> 250% 250 mm?
< 50x 50 um?
> 5000 % 5000 pixels

>100Hz
> 14 bits

Image Silze 50MB

Data Rate 5GB/Sec.???
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