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The use of a tetracycline-regulated bimolecular fluorescence complementation
(BiFC) assay to verify the interaction between Jhd2 and Not4 in Candida
albicans
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# — Strains used in this study (including control)

Strain Plasmid 1 Plasmid 2
CaNOT4-RN/RC-JHD2 | pWTN1-6H-NOT4-N pPNIN1-C-JHD2
CaRN/RC-JHD2 PWTN1-6H-N pNIN1-C-JHD2
CaRC-JHD2 X pNIN1-C-JHD2
CaNOT4-RN/RC PWTN1-6H-NOT4-N pPNIN1-C
CaNOT4-RN PWTN1-6H-NOT4-N X
CaJHD2-RN/RC-NOT4 | pWTN1-6H-JHD2-N pNIM1-C-NOT4
CaRN/RC-NOT4 PWTN1-6H-N pNIM1-C-NOT4
CaRC-NOT4 X pNIM1-C-NOT4
CaJHD2-RN/RC pWTN1-6H-JHD2-N pNIM1-C
CaJHD2-RN pWTN1-6H-JHD2-N X
Ca-RN/RC PWTN1-6H-N pPNIN1-C
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Strain plasmids protein DIC fluorescent image
expressed

WCL102 | pWTN1 GFPmut2

WCL103 | pWTN2 mCherry

WCL108 | pWTN1-6H- Cdc42-
CDC42- RN&RC-
RN&pNIM1-RC- | Rdil
RDI1

WCL111 | pWTN1- RN&RC
RN&pNIM1-RC

WCL112 | pWTN1- RN&RC-
RN&pNIM1-RC- | Rdil

RDI1




WCL113 | pWTN1-6H- Cdc42-

CDC42- RN&RC
RN&pNIM1-RC
WCL118 | pWTN1-RN- RN-

CDC42&pNIM1- | Cdc42&RC-

RC-RDI1 Rdil

WCL125 | pWTN1-RN- RN-
CDC42&pNIM1- | Cdc42&RC
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fig.1 PCR amplifeid NOT4-EB(EcoRV ~ BglIl) ~ NOT4-SS(Spel ~ Stul) ~ JHD2(EcoRV -~
BglIl) ~ JHD2(Spel ~ Stul)

A.
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35b5kb —
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NOT4-SS JHD2-EB JHD2-SS
B. —— | 1 | I I |
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fig.2 Colony PCR check(NOT4=1731bp/JHD2=2172bp) (A)NOT4-EB 1-10 (B)NOT4-SS
1-5 ~ JHD2-EB 1-5 ~ JHD2 1-5

A
500kb
(2%DNA gel)
B.
880bp
500kb
(2%DNA gel)

fig.3 DNA electrophoresis (A) 2 M13 % + T #3513 i FPCR » £ 2 4p 4 2. *H| 5 i
T BT AR ) 0 4 % 100bp (B) FAE 1 LA ASE 0 B R AR ] 0 4 3
880bp
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