guoodooobgboogon
Protein Preparation/NMR Facilities

ooo o 0O O 0O
YOKOYAMA, Shigeyuki

O000OO0O0O0OPCROOOODNAOODODODDOOOOOOOODOOODOOOOOOOOON
000000000000 ¢DNADODOOOO DNAODOODOODODOODOODODOODOOOOO
000000000000000000000000000000000000GSCcO0000
0000000000000 00000000000000000000000000000
¢cDNAOFANTOMOOODO 200000000O0ORFOOOODOOO 7500000000000
00000000000000000000000000000MI0 1500000000000
0000000000000 DDDO0O000000D0DD0OD100000DD00000OO
00000000000 00000000000000000001lmg00000000000
00000000O000O0O0ONMROOOOOOOOOOOOOOOOOOOOOOOOOOO
Jo00000oOoOoOoOoob¥N/®cOo00000000000000000o0oooooooo
NMROOOOOOOOOOOOODOOOOOOOOOO

00000000000O0ONMROOOOOOOOOOOOOOODOOOOOOOOOOOO
0000000000000 000D0O00D0O00D0000D0O0DOoO0O0DoooooO
0000000000000 00000000DD00000000000000o0oo0ooo

gboboooooboobooboobobooon

gboooooob11ob400000000 14040 1000000000000DOO
gboobooooobooooboobooboooooboo

1. Joooooooobooooboooooooog
gboooooog

goooobooboboboobobooooooooo1oooa
goooooooboooboobobooobooboooogo
gbooooooobooobooboboooboboooooon
O000ooOo0ooooUoooooooog 2-000-6-(2-
0000)00o00osgoogoo-2-00dyoooooo
g-ooboooobooooboobooobooobooooo
gbooboooobooboooobooboboooboboooooon
Os00000000000ttRNAODODOOOOOODDO
OO0 tRNAODOUODOOOOooooooooboooobogoo
gbooooooobooobooboboooboboooooon
gboooooooobooboobooooboobooogon
gbooooobooboobooboobooooboboooon
gooooooobooobooboboobobooobogo

2. 000O0OO0OOOOOOOO
010000000000000000000000000
0000000000000 MO0000moooooon
O00mMOo000mMO000000onoomoonooon
000000000000000000000000000
0D pgooooo®™pooo "ooo Ploooooooo
0oO0o0oOoooom
0000000000000000000000000
00000000000 000000000000000
00000000000 000000000000000
00000000000 00000O000000D000O0
00000000000 000000000000000

oooooo

000000000000 000DOO0OoO0DoooO
000000000000000000000000n
0000000000000 0Do000ooooooon
00000000000000000000000ONMR
0 HSQCOOOOOOOOOOODODOOOOoODO0o0o0oO
00000000000000000000000000
00000000000 000000000000000
0000O00O00o0DDDoDoODoOooooOOooDoDooDo
000000000000 000D0000O0Dooog
00000000000000000000000000
00000000000 Phasel 00O 0000 FANTOM
0000000000000000000000000 7,500
0000000000000 0000000000 His-tag
000 GST-tag 000000000 OODOOOOODDOO
O00000000000000 ¢DNAD 5000000000
000000 150000000000000010,00000
0000000000000 00000000000o0n
300000000000 NMROOOODOOOOOOOO
00o0D0O000O00ooooo
00000000000 0000D0000000000
00000000000000000000000000
000000000000 000D0O0000Dooog
0200000000000000000D000000DOO
OO0 NMROODOOODOOOODOOOOODOOODOOOO
000000000000000000MMmO000®200
0000 0o0oDooooooononoo
0000000000000000000000000
00000000000000000000000000



00000o0o00oooooooooooooooooon
gbodboobooooobouooouoobooobboooooo
0000000000000 0D000D000000 ¢cDNA
O0OOOORAFL cloneOO0O NMROOODOOODO 578
0000000 000oooo0oOoooooo 2880000
goooooboooobouooobuooobobboooono
000000000000 PCROO Authentic protein O
GST fusion protein 0 2000000000 DNAOOO
gooooooO0o0oooooooooDOoooooooooo
000 20000000000000000CBBOOOO
00000000o0oooooooooooooooooon
0 70%08%0000000000000000 50%00
00000000000 50%08% 000000 GSTO
00oo0ooooooooooooooooooo
000 288000000000 GST fusion protein O O
oo0oD00o0ooooDoOooooooooooooooo
goooobooooooobol1gooooboooono
00000o0oooonD 6%0000050%0000000
0ooooogdoeonooood
godoooooooooooooooooouoooo
00000000oooooooooooooooooon
00000o000oooooooooooooooooon

3. boobooboooooboo
giogooboooooooooooooooomooboo
gooooooooboooboboobboboboobboobobooon

O0000O00moooooooooooo "ooo "o

oo ®oooPooo oo ®ooo Ptooo Ptoo
0O°goo 'oooooo®oooooo®ooooooo
00000000000000000 NMRODOOOO
00oo0ooooo¥co®Nooooooooooooo
000000000000000000000NiOO0OO
00000000000 00000O000000O0000
0ooooooooooo

XO0O0O0O0OOOOOOOOOooooooooO Thermus
thermophilus HBS OO OO OO0 O0O0OO0O000O0OOOO
00000000000 000000000000000
00000000000 0000000000ooooo
000000000000000000000000000
00000000000 00000O000000O0000
000000000000000000000SeMet OO
00000000000 000000000000000

goboboooboooobooboobobooooboboboooboo

gboooooobooboobooboooobobooobooon
goboboooooboooobooooobooooobboooo
gboooooooboooboobobooobooboooooon
0000000000 SeMetOODODODOOOCODOOODO
gboooooogn

gbpoooooobooooboobooboobobooog

gboooooboobooooboboo
gboboooooboooobobooobooboooo
gbooooboooboboobuoboobooboooboooo
gbooooooboobooobooboboooboboooooon
gboooooooboobooboobobooobooboooon
gbooooobooboboobooboooobobooooon

gboooooobooobooboboooboobooobooon
goboooboobooobooobouooboobooog
gobooobooooooboooboobooboooobobooo
gbooooooboooooboboooboobooooon
goboobooooboooboobooobooboobooo
gboboooooboboooooboboog

4. NMROOOOOOOOOOOOOOO
NMROOOOOOOOODOODOOOOooOOooOoooOo
gbobooooboobooooobobooobobooooon
gooboooooooNMROOOOOOODOOOOOO
gboooooo NMROOOOOOOOOODOOOOOO
goooooooboooooboboobobooobogo
gboboooooboooooboboooboobooooon
gbobooboboooboooobooooooboobooona
gboooooboobooooobobooobobooobooon
gooooooobooooobobooboobooogo
gboboooooboooboobobooobooboooon
gbooooboi10obooooboooboobooobogon
goooooi1ooobooooboobooboooogo
gbobooooboobooooobobooobobooooon
gboboooooboooooboobooboooon
NMROOOOOODOOOOOooOOOOoOoOooooooo
gooooooobooooobobooboobooogo
gboboooooboooooboboooboobooooon
gbooooobooboooobobooobobooooon
goooooooboooboobobooboboooogo
gbobooooobooobooboboooboobooogoon
gboooooboobooooobobooobooboooon
gboooooobooooobobooooboobooobogon

Clopoof?ooo0o0fooooooon

Research Subjects and Members of Protein
Preparation/NMR Facilities

1. Protein Synthesis Technology
2. Protein Preparation Screening
3. Large-scale Protein Preparation
4. NMR Spectroscopy
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