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Yeast transcription factors and its binding DNA sequences - Focusing on

mating-type expressionft

Tomoo Ogata™

In adopting the author's priority research fund, I will explain the transcription

factors and binding DNA sequences of yeast. This article describes transcription factors and

binding DNA sequences in yeast mating-type expression control. The yeast Saccharomyces

cerevisiae 1s repressively regulated by the transcription factor Mata2 to regulate

mating-type expression. The pathogenic yeast Candida albicansis actively regulated by the

transcription factor Mata2 to regulate mating-type expression. In the common ancestor of

yeast strains, it is presumed that the control of mating-type expression is actively

regulated.
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W53, EERE S, cerevisiae TiX. A& T MAT O
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(MADTI1E, FENHZLN2D > 7= DNA FEAfEIKIC
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WRER 11X, A a fFROEE T OREEMEIT 55
T, AR EHBE L CRY, B S cerevisiae &
TR D CHEAMERBZHIH LTI EEHED

W2 L7, S50, AR &RIFEMERER: C albicans
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2003 £ Tsong b DO LIRE, BEREAFLO/EYitE
b & BEEVER BRI EHERE O RIC O T, EHTHRE
ERFEER SN TND. 2012 4, Baker HiE, BERE4S
HMOEASELTEICa— RIN TS Mata2, Mata2
HOWEBEHIAT- &, M a D W0IE, HELMaleR
FIBAR T BE O FE BLHI A 2 at L72 %) o R,
Ancestral state, Hybrid state, Derived state ® 3 -2®
BB MERE R R 7 HEOBE T R B EBEE O F1E 4 32
Z LT3 (Fig. 3).
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SN, DNAFEAR KA A & LTHMG-box #H 7 D5
TEMAEIR 1 Mata2 (2 X 23R OSSR ch -
TmEHEL TS, Z0%, DNA G RAAL LT
homeodomain % A 3 2 85 G- # ] [K 7 Mata2 (& L 2 #1iil
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W& DI A A Y, [R—FEN T3 F L T 5 Hybrid
state OFENHBL L7 EHELTWD., S biZ, #4568
fEFENS, DNAFEAR R A A > & LT HMG-box A
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S. cerevisiae ® X 9 7% Derived state OFE2 HHEL L 7=
EHEZR LTV 5 (Fig. 4).
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