Bim &S 130085 5— 2
MEBRLRBEE
(B FEREARTORBUEAREARBET —4X—R - B RIER)
Eﬁ%"i?'*gg) - HEMNTFEHERORXELIERKEBEET 501 IILAD L AR
Eﬁ%?_ﬂ;;) r Ecology of novel virus related to mating system of Hymenopteran host
g& haht cc | #)av= B) by WM s 2013 ~ 2014 %
K |EF cs |/ 2 WEFE 2014 &
? A—vF cz | KOYAMA SATOSHI HFEHEE 4 RREIKE
T ooy | AR By

BIE ea (600 F~800 FREEICELHTZELY,)

NETOMRIZKY, ¥IIVRIAF TV ESXFAFTI EAT), FEATIIZ, DML AAEEEZONDZ
A$H RNA & F (dsRNA) MR D> TV =, ZETHERIAMILADEBERELMEIAT 50, FITRE-ABTODBESH
YIIVRIFAATIVERNT, JMILAD RNA O — O RERE LTz, TDRER. B IMILRIE2 DD 0RF #H9
% 5707bp MSREBY / LEEFEDZENHIBALT-. DY/ LIEREREIZHD FRIAMBIETo-HER . UZIMIILRIE
FFOAIRBEO—FETHAREENE N EAHIBAL -, AT, H5& A JLRX% Camponotus yamaokai virus(CYV)
LT BHIEET D,

RIZ,NIIVRAATIEETIEHERILTIHEZRYEL., BEUHRZ/ERL T, CYV OEFEMBEIREET
ofz, ZDFER . R DMAZAIZERE 30nm DA ILRABFRRFHERESINT-, E-FHRD AL AHHFH B
RIZHEREREIN T, dsSRNA BNESNEWNFTIVRSFF T DIREIZIE, ZDKIE I A IV RERALF (FERER SN H
ofz CNLDFERMNG., NERAIZREINI=D A IILARFIFIL CYV THHRIEEENIEEICE LY,

AR A L R F IR INT 0. OV [FEERE(ICKYTIO—ATHEBFEIN TS EEZ LN
%, ZZTHA®D YA B RETHIZFSNDINRILT A=6. YIIAVRIAATUMNEF VYR AA7)a0=—
(:?JKLA BRFEFTEESE.OW S/ LOFEEMBITLIz, TOFER. INAD CYV IR RETHIFINSI LA H|EA
L=,

HIETVIZHITE M IVADBIEITo>I=ECAH ESXFAFT7IIZNET HdsRNA (X CYV RIZERET LT 51~ —%
FAULM= PCR TIXIENELAE M DTz, Tl  EXAT FIATIHLD DA LAY / LB ITBERENZ UL, F-EEREEIC
KBEMNELTWAAIREEAE M o=, TN, BT VIZEITEIAIILARERRIZEL TIX, BASRIEL
EThDHEEZDND,

F—T—Fr |CW TR FFYAILR RIVRIA AT

(UTFIFEALGWTSESL, )

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

We previously found double-stranded RNA elements (dsRNA), presumably originated from virus, in
Camponotus yamaokai, C. nipponicus, Monomorium intrudens and Pristomyrmex punctatus. In this study,
we sequenced dsRNA in C yamaokai to study the fundamental ecology of the virus. The viral genome consists
of 5,707 bp in length with two ORFs. Based on the phylogenetic analysis with the viral genome, the virus
is most likely a novel member of family Totiviridae. We designated the virus as Camponotus yamaokai
virus(GYV).

Next, we performed electron microscopic analysis on ovary of C yamaoka/ queen. Virus particles with
approximately 30 nm in diameter were observed in cytoplasm of C yamaoka/ ovary and egg cell, while no
such particles were seen in C nawa/ in which no dsRNA elements were observed. These results suggest
that the virus particle in C yamaokai is CYV.

Virus particles were observed in egg cells. Thus, CYV is likely to propagate through vertical
transmission. To examine whether CYV propagates through vertical transmission, we transferred
C yamaokai eggs into C. nawai colony. The transferred C yamaoka/ grew up into adult, still possessing
CYV genome. These results strongly suggest that CYV is maintained in C yamaoka/ ant through vertical
transmission.

To analyze the dsRNA elements in other ant species, we performed RT-PCR with the dsRNA element in
C. nipponicus using primer pairs designed on CYV sequence. However, the RT-PCR did not amplify nucleic
acids. Extraction of the dsRNA elements in Monomorium intrudens and Pristomyrmex punctatus show |ow
repeatability, suggesting the variation in virus among ant populations. Thus, further studies are needed
on the virus in other ant species than C. yamaokai.




