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Fig.1 Restriction analysis of pHSS6-Mtn—3HA/GFP
Lane 1: A-HindIIl DNA ladder; Lane 2: pHSS6-Mtn—3HA-GFP/Not I
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Fig.2 Yeast mutants growing on the SC-ura plate

2.3 GFPRENMIFEIL
25 [A) 5 B A 4 N B IR S5 A L DR A e i MEAR DT E, LA A s B AT 5 0 s sh v, I m) = AR i vk
MIGFP. 7E488 nmig (AT N, WL %L AN Z2 RISk (08 e . &l 3 m] WL AR SIZEG i 2 H IR GF PR IR 1)



BEREPRITA o

K3 i H I GFPRIA B RE R R (JRJBORAS 2 X 400)
Fig.3 GFP expressions in mutant yeast cells in the same visual field(Original
magnification: X400)
A: Visible light; B: Fluorescent light
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