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Genome-wide analysis of BNII interaction genes using a 96-well
transformation method
O Kaoji Ueno, Hirotake Fujiwara, Hisashi Hoshida, Rinji Akada
(Dept. Appl. Chem. and Chem. Eng., Fac. Eng., Yamaguchi Univ.)
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[BMIRES > NV HEERBIE 5L DBEE—RIY—ROEET B8
EDROBSODY NNV BERREHTEHEIBS AL, BB, Ran
HEIEFE Pycnoporus coccineus 6 70— 7 L 15 v h—tH#inF
(lccl) % 3 BERE Saccharomyces cerevisiae THHWVEE S ® & ZOEMIT
T, RESCNITHECBNTRESERONE S PHEREOREEE
BBOBZITI0 Y NVAEESNMF SN TO S AEENNH B, 20
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[FiEBLURRIHIFBRTIING 000 DBETFE | DT DBEL @
THERT Y bAMERINTHED., RAZZOBEKE v - 28RBS
HERTEZL2HEEMRE L, 2T, ZOMEKtY b0 S BREARET
BB ERR < 4,800 KI5 v H—VY B TZEAL, T h—PiEdzEk
SHBTE DRI FHRIBHREERL /2. lecl cDNA 283588 cupl 70
E—F—DTWICIHEAL /= CENARS BT 5 A I RZ AV THEER ST
W, B ETEMERED S T A7 - N ESDEM TS v h—-HiENEH
N BREIN-BETFIIRES v W —CAEBICEERGHERRS, WE
ETHRANE TH > REY NV7HEOEEEN NS OKTHIHFTE S
LEBIZ, INGOBIRFOREEMITIC LD REEHEBEOMETE S,

Genome-wide analysis of heterologous production of laccase in
yeast using 96-well transformation method
O Hisashi Hoshida, Miyuki Sugano, Hiroshi Yamamura, Rinji Akada
(Dept. Appl. Chem. Chem. Eng., Yamaguchi Univ.)
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T/ —REOLOOBBEMIIBIEEZSNS, HESIT. B
DRAREEEHRI WL, IZROEMELTIEMNFBRBL TEr-,
ZOEMEREIT, YAC KK 7 O At XN MR ek B Es s, B
FEIREREI A AT RE 72 A THREBKIZ L T & 288 YAC MR 5. %
BEL, TORIMZRHAT DA, 201 XFXFE 5 BRMAMAHK
D 590kb WTFr 2D YAC 70— &5t & L. FhIZEEh D 50kb I
DN TRA KA 2 A 7.
[FERUEERIVAC DLHN S 100kb DI T 1 HIH DM 2T o7 B
RO THIRRE D 590kb BTH A5 100kb & 490kb ICHMF XN 7= | ¥k
ER, 490kb 7 FREAR O LD S 50kb DAL T 2 B H DM AT > 7%,
TOFER, 26 RO HEE Bk 3 BRIC BT, 50kb D4 B SN
Teo KT, TOHME IS IEBELT S0, PCRT I A7 —I2, BiEF
O X7 BEFE 43 W D BERIED 5 & A0 L T 53 M B W - % 344 5 PCS 1
(PCR-mediated Chromosome Splitting) 2L /=& 25, [AEICIEEES
DANTREEKNATETH o2, NS ORERLD . MYHRE kO EE
HAEMEICATRERIETED Z EMRE N,

Efficient conversion of desired region of plant chromosome into
artificial chromosome in yeast
O YeonHee Kim', Minetaka Sugiyama?, Machiko Ikeda!, Yoshinobu Kneko',
Kiichi Fukui', Akio Kobayashi'-, Satoshi Harashima'
(‘Dept. Biotech., Grad. Sch. Eng., Osaka Univ., 2NEDO, *BRAIN)
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[BMIRLIET7 7y —UF 1+ 27 L 1ikE 0D EERERE T ORBRYER
BETOTHD, HEEREREEDNA T17 5 1) -5 BEE SR RN
TR YBREITRRTH L 72 (Hagiwara et al. J. Biochem. 132, 975, 2002), LL. 5
175U — R AL 55 A DNA T H OBIRFA O ThRm E o
BIRRIE. ARNICRIHFERELAZVWRTFROBREFER L, affinity
selection DEFM L EL <EFa D, £IT. TS %2HERT 2200
positive selection & DREEZE KA 7=,

[FERUER] KBBE Y5 X3 ROED colicin B3 13U R Y — L& %kig X
T THOKRBEERTH. EEFHIHERTH S immunity ¥ > N7 H %
TE>TRENT Do imm BIETIRIE LIED col BIZTFEIELTH, 4t
BHNZFEREG AL (translational coupling) XN B ulREMEATH B, 7 2 TH kK
DNA & col BIAT DT R 215 imm BAGT £ TESOWH % pUCI9 X
D9 —O lacZ & GHRFE FHIC in-frame THIFET 2L, CH TREERL
e RBBEIE 3 U 2 itk % R U, translational coupling 12 & % imm BIEF®
RBEHHEBE SN e B imm BAG T O LRIBICBRFEA RN R D EHO
HILOR D EBATHILIZED, T147 ) —HEERIZHE A DNA B
WELWHRARTEIM NGNS/ 00 2RETELY—H—BIEFR
DRI 72,

A novel expression vector for positive selection based on the
translational coupling
O Sumiko Kunihiro'?, Haruhiko Masaki’, Hiroko Hagiwara', Masafumi
Yohda?, Masayuki Machida'
('AIST, *Tokyo Univ. Agric. Technol., *Dept. Biotech., Univ. Tokyo)
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