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In this study, we observed cellular localization of the malaria parasite
specific transcription factor PREBP, which has an RNA-binding domain characteristically, and Pfl, a
protein of unknown function with a similar character. The difference in timing of nuclear
localization of them was observed, suggesting their different working timing. Subsequently,
candidate target genes of PREBP regulation were identified by ChIP-Seq analyses. Of the
approximately 80 target gene candidates identified, approximately 40% were surface antigen proteins
such as PfEMP1 and rifin. In the future, by clarifying how PREBP regulates the expression timing of
these surface antigens, it can be expected that one part of the mechanism of parasitic adaptation in

the host cell becomes clear.
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SMRFERITEZ D, E R NEMEN LD = X T v 7 REBHIERE IOV T
E. v 7 U T RBICE W T HAFEAEY & FEROBIENFET 5 2 E 0N 620 D
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[A]7€ L. PREBP &4 L7=, ®IZ PREBP I pfl-cys—prx ® 7' 1 E—#% —|Z cis—element
EFIAER L, BIa T ORBEZTLET 2EIER T THDH Z L 2R Lz,

PREBP ®7 X / FRELH L 0 FRISH HHE EOFRH#EE LT, K homology (KH) KA A
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1) PREBP B L O'KH K F#ED GFP # {7 & # L 7 BB DOIER

PREBP % & p 4 -2 KH K FEEEAS 7 D N KA Y53 & D L C R 255 DBELSI D
—#B & GFP B DOEH| ks L, BV~ 7 U 7RI CIH S T 5, EBis &
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GFP & PREBP D7 2 —¥ 3 VEEHOLERBLE R M 2 28~ Z U 7 R h % H]
W, HLGFP FURIC K D 7 v~ F ik ds X ORI S — & o 2 g (ChIP-Seq)
ERB IR ER, 2 BIOMNL U CHBMEZF > TR SN D580 e —7
VAT Z LN TEZ, ZNHDOE—27 O 7EIN, FRIMERNEGAESCHE L TV
LHIBIET-0 5 FEICALE L, PREBP X2 U5 Os T OREERICHE ST 2 2 & T,
BETFHRBEOMAG 2B R>oT0nDH EE XL, ChiP-Seq IZ X » THE I L7z
PREBP OFfHi # — 7 v MBI Mo 9 6. K 4 FNIE PEMPL, rifin 72 EOREHUR
BURTEREL EEN T (K3), FFIZ PEEMPL iX, RS 7 AFICFEET DK
60 DAL —DIH L, ODEONERMICHIETHZ LT, BEOREICLIDIEEL D
THEEZFOZLENMONLTEY . TOHMMBIHEI I =T 4 v 7727
n~FUEHNEDL ZERMLENTND,

Surface antigen 33 Kinase/phospatase 5
rifin 9 adenosine—diphosphatase, putative 1
PfEMP1 9 cyclin—dependent kinases regulatory subunit,putative 1
erythrocyte membrane-associated antigen 1 protein tyrosine phosphatase 1
exported protein family1 1 serine/threonine protein kinase, FIKK family 1
exported protein family4 1 serine/threonine protein kinase, putative 1
Pfmc—2TM Maurer's cleft two transmembrane protein 1
Plasmodium exported protein (hyp13), unknown function 1
Plasmodium exported protein (hyp15), unknown function 1 L|p|d metabolism 4
Plasmodium exported protein (hyp6), unknown function 1
Plasmodium exported protein (hyp9), unknown function 1 ?C,VI_COA synthetase 2
. . . lipid/sterol:H+ symporter 1
odium exported protein (PHIST), unknown function 1 | Fospholi tati 1
Plasmodium exported protein (PHISTa), unknown function 2 ysophospholipase, putative
Plasmodium exported protein (PHISTb), unknown function 1
Plasmodium exported protein, unknown function 1
merozoite surface protein8 1 Others 13
histidine—rich protein IlI 1
alpha tubulin 2 1
Conserved protein unknown function 16 alPha/beta hydrolase, putative !
] . ) CUGBP Elav-like family member 1 1
Conserved Plasqulum protein, unknpwn function 15 EMP1-trafficking protein 2
conserved Plasmodium membrane protein, unknown function 1 golgi protein 1 1
heat shock protein 40, type II 1
DNA/RNA b|nd|ng protein 6 liver stage associated protein 2 1
methyltransferase, putative 1
RNA-binding protein, putative 1 mitochondrial carrier protein, putative 1
U4/U6.U5 tri-snRNP-associated protein 2,putative 1 multidrug resistance protein 1 1
zinc finger protein, putative 1 nuclear movement protein, putative 1
ATP-dependent RNA helicase DHH1, putative 1 S-adenosylmethionine-dependent methyltransferase, putative 1
eukaryotic translation initiation factor 3 subunit L, putative 1
pre-mRNA-splicing factor BUD31, putative 1 TOtaI 77 geneS
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TWL Z e 5,
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