Bk &S 160354

MEBRLRBEE
(EFEHRFAEMOREEARARREBET —4N—R - BHER)

Eﬁ%"’ﬂégg) o | PIRNA ED—AEH RNA L2 XIS HEHEAZRE T 5B R

Eﬁ%?—ﬂ;;) az Elucidation of mechanisms that discriminate piRNAs from other single-stranded RNAs
g& hoht cc | #)Y A+ BVI=T* WM s 2016 ~ 20174

| BEF cs | Bk A BEFE 2017 &

g% A-v= cz | Kuniaki Saito SRR ELERFHIRAR
BROET 0 | 8o R 7 AFEMHME RS- 402

BIE ea (600 F~800 FREEICELHTZELY,)

PiRNA XL RARMSU AR U DBEA LT / L% FH—ARERNA THY , ETEMADFEELE DR ERERICL
BREFTH5.piRNA [FRVETERALL TEESN IOV VT RISIZE>TH H LS BE T %, AR TIE.
piRNA £ & RRREEZEL NIV, SBERL AN TERTL, SERETEB<EFHORTE EHEEAZBIZE ST piRNA &t
D 1 A8 RNA EOV RN TIRIICL TR BISN B DA, ZDIEHHEAEBASHNZT S,

BRIFS a0 aoNINEHROEEMZMII L. 0SC a4 L1= (Saito et al. Nature 2009) , 0SC
TIE piRNA X Piwi ARBL., FEREICOVTIVGEBRRTHRERITATE S, SHICEMERNAIGEDO LS
VRI7T O aVICKBHBEHFEBEREEIL Lz, 0SCIZBEWWTPiwi 2/ v 95809 %E., piRNA EDHE
LE LMAOMSUVRARYUDORRER (BRG] AEZ S, L A SRR Y 2 mRNA (E RT-gPCR j%(<
FOTHENMNOBRERKRHETRETHD, #>T. CORBREFAL. LA LSRRV OB
HICEELEGCFOREZRAAT-. TODFER. F1=(2# 350kDa D2 /Ny &E% 21— K9 5 0614438 :E{=F
MOSCIZHEVWTL FA RS VRRYUVOMFIICEETHS L EZR IV Lz, BE. 20071 F4BICAIB E
F-ESOMREICEVWTIDEGTFOEERBPEZED TS,

F—T—F ra piRNA PIWI aylayNT ==y

(UTFIFEALGWTSES, )

BhRBA -8 Ta

MEREES an

MREEES Ac

&S

_1_




REXE (COMBERRLFHME - IECODWVTRAL TS, )

Epr et
M
L | EEE o MEEE oo
R—T GF ~ FITE cE &5 6D
Fpg s dle
M
L | BB o Wik oo
STy
R— o ~ ST oF %8 e
M iEREcs
M
. | EEE #it4 oo
Rty
R— o ~ ST oF #E e
EHBAH HA
=
= £ HC
HhRE HB FATHE HO A=Y HE
EHBAH HA
= E4L Hc
HR#E He FEATE ro A - HE
PRXEE ez

piRNA is a single-stranded RNA that protects the genome from the threat of retrotransposons and is an
essential factor for the generation of germ cells and the production of the next generation of animals.
piRNA is transcribed as a long precursor transcript, fragmented and maturated by a processing reaction.
In this study, we analyze the piRNA biogenesis pathway at the transcriptional level and the
posttranscriptional level, and how the piRNA and other single-stranded RNA are distinguished by
elucidating molecular functions of factors

We established a cultured cell line, 0SC from Drosophila ovary (Saito et al. Nature 2009). In 0SC, both
piRNA and Piwi are expressed. We also established a highly efficient RNAi method and an overexpression
system by transfection. When Piwi is knocked down in 0SC, a decrease of piRNA and an increase of
retrotransposon are observed. Retrotransposon mRNA can be easily and sensitively detected by RT-gPCR
method. Therefore, using this experimental system, we attempted to identify genes important for
suppression of retrotransposon expression. As a result, we discovered that CG14438 gene encoding a
protein of approximately 350 kDa is essential for repression of retrotransposon in 0SC. Currently, we
are engaged in elucidating the function of this gene in our laboratory, which was launched in April
2017.




