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Construction of yeast cell-surface system based on FLO1 anchor
using Pichia pastoris as the host strain
OTakanori TANINO', Hideki FUKUDA!, Akihtko KONDO?
(Grad. Sch. Sci. Tech., Kobe Univ., 2Dcpt‘ Chem. Sci. Eng., Kobe
Univ.)

Key words cell surface display, Pichia pastoris, lipase

2115-5 Magnetospirillum magneticum AMB-11Z31+ 5245
J LB R U HENF S REEEEFOBRR

OmE ek BN #H+, ML &7 Bk £
CERBITRRE - T)

[ B 891 Magnetospirillum magneticum AMB-1 BRIZEENIZT ) H A XD
A, BMEMERF 2 AR T A ERMAED Th D, AMB-LIZAAL FIXT Y
B a VOEFAMRER E NI IRT TR, TOART DREMMER T
Y VBEE, EHMEEERZETAZ LIV BB L RS
bo TRV, BEREAEL LTER TS, I OAREEOME %M - ik
AOFEAEICSWTHEERPENEESh, 40, 25/ LARFIORE
RO 24TV, BB T A REERETFOBRREITo T,

[k - #ER] AMB-1477/ 51X, 4967148 ER A 5720 . 45590 ORFAS
FHENT, Bfle-bd LT/ F—vafhitic kv, 43%DORFAHEE
RERHEE Sz, REMMBERL TSR O & L TId, ()5 AEFIH
B &AL TN 5 69 D ProteobacteriaBEIZ X4 54— 0 7 L~ TOHEE
R R ON2) 28 ET 'y MO LRMEMBER FEEARL 5 2V AT LADE
BWRICLV1TFo77,

HESEITOFER, 517DAMB- 1B REEGFRRHENT, “hbothiz
W T A ARETIC LY FE SN BIENER T IERES v B
2= R ABETFR, TN E TSR T ARICERET 2 L RESHh
REEFPEENTN, Z0IEE A EBERERMMMLICEREO R bn s
WEBEBEFE T, ThbOEETIES /) A LICHEL TW NG 20 0R
EHEELFE L, TN LIRISHFRT 7 — VBEBEF OFEIALE LTV,

Whole genome analysis of Magnetospirillum magneticum AMB-1 and
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Ligand screening system with signal transduction in Saccharomyces
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Transcriptome analysis of iron responsive genes in Magnetospiril-
lum magneticum AMB-1
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(Dept. of Biotech., Tokyo Univ. Agri. Tech.)
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