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96 x 5 = 480 conditions

* Hampton:
Crystal Screen (48),
Crystal Screen 2 (48),
Index (96),
SaltRX (96),
Peg/lon Screen (48),
MembFac (48)
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* Emerald BioStructures:

Cryo | (48) TERA HTS80
Cryo Il (48) e o Do pu-663 Success rate of crystallization is very high.
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RAXIS VII diffractometer with the mounter robot
el ¥ 1

KERIH 2006/05~2007/03
Inhouse Robot check 7853
BL check 1118
Dataset* 455
Single 274
MAD 181
Dataset / Day** 9
5 ¥ 1 | *  MAD dataset was counted as “one dataset”.
‘Automatic measurement Liquid N, auto-supplying machine *  MAD dataset was counted as “three datasets”.
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Crystal size : 25X 25X 40um Data collection : 0~180° sy Uy, ‘ 1
Data collection : 0~350° Oscillation : 1* - Jﬁ -
Oscillation : 1° Exposed time : 1sec ¥ =

Beam size : 25X 25um

Exposed time : Isec

Beam size : 253 25pm 60 frame/point X 6 point a / s ]
Shankar P. K. etal. (2007) 'f :é.'- ) ﬁ'
Acta Cryst. 3, 446.443 - i ¢ s vk
o
Max resolution =1.9 A Max resolution =2.25 A . S o i : gt
single Data Collection (Se-SAD) § ‘\HE - F;,.‘.
MW.:36,084 . ‘r‘h 4
No of residues: 331 & ey o
Space Group:P212121 ‘ﬁ- o g%;’ b+ i
Unit Cell parameters: i -ﬁ\&
& & o ke

a=08.4 A, b=117.4 A, C=15L5 A,
a=p=y=90"

Nmol in the asym:4 IERIERITICHINT S, BiERMIL N VBD
Resolution:2.25 A #160%DHERESE R ASAIBEIE o1z,

Collaborated with Dr. N. Shimizu (BL41XU) Phase determination: ShelxC/D/E

single Data Collection

M.W. : 38830

No of residues:352

Apace Group:P2,

Unit Cell parameters:

a=36.90 A, b=132.96 A, c=60.78 A,
p=07.2°

Nmol in the asym:1
Resolution:1.9 A

Phase determination:CNS v.1.1

Collaborated with Dr. N. Shimizu (BL41XU)
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so0f] DS eson (1) Plasmid construction 2059
450? o Organism Protein Structure Ratio (%)

5 400/ aor (2) Protein overexpression 1450
5 350/ :;ﬂ'ﬂft’”em’" Thermus thermophilus HB8 2213 466 21
5 e (3) Purification 944 Escherichia coli K-12 4537 896 20
_E 200 (T Thermotoga maritima 1876 263 14
Z Saccharomyces cerevisiae 5855 397 7
Bacillus subtilis 4106 257 6

Methanocaldococcus

jannaschii 1803 67 4

+106 (other groups) = 466




