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1. PIP5K HLUPI(4,5)P, T FIUIC L HEMpHERE TS RE TS R I 11

RATPFIINA )Y b= 4,5-EAVVEE[PI(4,5)P, ]I FEKIZEER T REE N FTHY. MBEREL OV FIELTHRIENEREECSVTLEEL KRB ERRLET,
PI4,5)P,DEREER THIRATFF IIA Y =)L 4-)VEES-F+—HE (PIPSK) [E, Y04 XFXF TIRENKIHICMORNEF — %2834 7 (PIPSK1~PIPS5K9) EMORNEF — %%
72I3LARA T (PIPSK10, PIPSK11) [CH EENET , FATHIE . BAM TPIPSKEGF DHIHEI R EIEEEFH. MIALYMEN . SLUD FEYZRICHERTL. BYICHT
PI(4,5)P, VT F VB EHIED D FRBOMBAE B IRULTWET, @ PIP5K7, PIP5KS, PIPSK9 BInFER K UESEEERERAVLEGEMEBMAITICLD. PIPSKGERFD
HRETEDBPIA,5)P, YT TN GRBEAMNATICEWTIYV FYA =Y AR RESEIETEROBRICBEINZ CEZBHLNCLELR (Kuroda et al., Plant J., 2021) ,
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Fig. 3. Endocytic recycling of PIN2-GFP in root meristem epidermal cells of
Fig. 2. Root growth of pip5k7, pip5k8, and pip5k9 g 5k 7pil Sk; N 5k9y dg itol st P
and their multiple mutants under the stressed PIp>k7pipSk8pip: under mannitol stress.
(a—f) Seedlings expressing PIN2-GFP in the wild-type (WT; a-c) and pip5k7pip5k8pip5k9 (d-f) backgrounds were
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Fig. 1. Phylogenetic tree of Arabidopsis PIP5Ks. conditions with mannitol.
& vios P Root growth was examined in wild-type (WT), and single treated with MS liquid medium containing 25 um BFA (a and d) or 25 um BFA and 75 mm mannitol (b, ¢, e, and f)
(pip5k7, pip5k8, and pip5ks), double (pip5k7pipSks, for 30 min (a, b, d, and e) or 1 h (c and f). The localization patterns of BFA bodies with the GFP fluorescence in
Pip5k7pip5ke, and pipSk8pip5k9), and triple root meristem epidermal cells were observed. Arrows indicate representative fluorescence signals of BFA bodies
(pipSk7pip5k8pip5k9) mutant plants. Bars = 1 cm. Bars =10 um.
Kuroda et al., Plant J., 2021
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RATPFIVES (PA) (FEFEEBRBA M AGEOFIHICENZEBEZONTNET A 5IEPAOE R EE R THS R AR/t D (PLD) (TEE L. MBI DR E
IR RIBEEE . BLUENLICLBEENREDFIEICOVTEMITLTWET, (USAPLDIREREMICHEE L TRFSNTHN. phox and pleckstrin homology domain (PX-PH FA{ )
FEFOIENRIONTONET A, S E. Y04 RFZXFOPLDCL HLUPLDOITDWVT, ZNODHIRE N BN REL AR T EFMIICERER LE U, 2O R YHRICBLTEZAEN MY

AN Iy RI=DBLURBIRICBIELETH. ChoDBTEDFIEICIEPX-PH KA U EBE THS ZEEBALMILELRE (Shimamura et al., Plant Mol. Biol., 2021) .
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Fig. 1. Expression analyses of PLD{1p-PLD{1-mCherry and PLD{2p-PLD{2- (
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GFP in the root tip region.
Fig.3. Model for subcellular localizations of PLD71 and PLDZ2.

Mature lateral root cap cells harboring both PLDZ1p-PLDZ1-mCherry and PLDZ2p-PLDZ2-GFP
were observed to compare the subcellular localization patterns of PLO{1-mCherry and Fig.2. Comp analysis of sut [ PLDZ1-mCherry and Hyathesized subeclular localization pattems of PLOCL and PLOC? are

::"f‘f;fh’:'z‘v’x’;:f;I‘c"S‘;‘:ﬂji’:ﬁ;mﬁ:”{fi;ﬁ;ﬁ:SI"T'\‘:;i‘:d“’c‘;i’:fy‘;“’cgl“s;f;i;‘:e NPXPH1-mCitrine, and between PLD{1- GFP and NPXPH2-tdTomato. (s, b) Subcellular schematically illustrated.
structures containing both mCherry and GFP fluorescence signals. localization patterns were compared between PLDZ1 promoter-driven PLDZ1-mCherry and NPXPH1-mCitrine ()
and between PLDZ2 promoter-driven PLD{2-GFP and NPXPH2-tdTomato (b) in mature lateral root cap cells. (c, d)
The results of quantitative coincidence analysis of punctate structures containing different fluorescence signals.
The % values (mean==SD, n=3) of coincident puncta with the distance no more than 0.42 um. Bar = 10 um. Shimamura et al., Plant Mol. Biol., 2021
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Fig. 1. The two CFI 25 in Arabidopsis thaliana. Fig. 2. AtCFI 25 L y ops VC-AtCFI 256 ] <
Comparison of amino acids of CFI 25 from Arabidopsis thaliana and Semi-quantitative RT-PCR analysis of CF/ 25 genes shows ubiquitous WT atcfi 25a atcfi 25b a% &%
Homo sapiens shows high conservation among species. of in thaliana _(right). 20 ym
Black box: conserved residue, grey box: homologous residue, black Promoter activity of AtCFI 25a,,:GUS and AtCFI 25b,,:GUS was . .

detected in the meristem and distinct floral organs (left). Fig. 3. Loss of function of AtCFI 25 plants. . : .

Loss of function of AtCFI 25a but not AtCFI 25b function was essential Fig. a._AtCFI 25a and AtCFI 25b co-localizes with AtCFI 68
and with each other.

solid line, NUDIX domain.
for plant development.
BIFC visualization of AtCFI 25a, AtCFI 25b, and AtCFI 68 was transiently

transfected to Arabidopsis thaliana cell cultured protoplasts.



