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Sarikaya-Bayram S(2014)0f| o|SHH, Y2H £20t OfL|2} coimmunoprecipitation(colP),
bimolecular fluorescence complementation(BIFC)0f| 2|S{A = VipC-VeA
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VipC-VapB heterodimer7t VapAZ£E &2|L|0f

dol0| SFE F=X| LOLE7| 25t VapA =AHHO[O|M H 7HX|
HAHE ZQ3t A 2@ OjHZ HLSE(}=0, Ol VapAZt
=HUHO|M M= VipC-VapB heterodimerZt EW [ <H0f EO| =0{7t
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T M2
M| = QI F0f| A 2f S8 4= (0F%] HX K= UK
VapA-VipC-VapB heterotrimerZ} &22|k|0{ VipC-VapB heterodimer?} sio
O|S5tA E|H VelB-VeAo| dliLff O|z= <AX[StL SHLHOAM VipC-VeA-VapB
heterotrimerE JYWH&CEN {KHE2}E A=t SA|0| VipC-VapB
heterodimer= H3K9me3 ZHE KXSIA|Z|HA FHESIE =X 7|5
sllsiCt 1 AT O RICHSarikaya-Bayram et al, 2014; 11l 5).

signals

Plasma  EESLUNTLES
membrane

Cytoplasm

A8 5 VapA-VipC-VapB =gtM|e| [0 Ciet w3dstd ZE. 0|2
MEQIE0o| AlSE  dio}  VipC-VapB7} 3oz O|ZstHA  £3f,
O|XICHAMALE M A 2|1 epigenetic ZH7|ES +8dl= HOZ HQtg|

QU Ct(Sarikaya-Bayram et al., 2014).

AEXozg, XZ9| 2|HE #1135 H(Sarikaya-Bayram et al, 2015), &}LtQ|
SAH CHHAQOI VeA of x[ATh 4749 M= CHE MTase CHEEE '%OI 212t 9|
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2l 6. VeA CHERXIQL ZBtst= 4749 methyltransferases (LaeA, VipB,
VipC, VapB)2| ML ZZ&7|%f(Sarikaya-Bayram et al., 2015).
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