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F1SRBSDV &40 jz

OE OARLE T fREE' AA4LT REET AT
(1. AR L AR RE A ot , AR YR #2506 %, 1) SR F A A S
FEZ S S0, R 3500025 2. 48 @8 Rl BL2EBe KRS, #mH 350002)

TE: A IR OsAGO Kk A KAG IR A8 B P 69 T 8k, 3 KA OsAGO B @ e A R 48454 | &
YR H & BRI F) BOKAG 9 4 9% 7 (rice gall dwarf virus, RGDV) A= d 77 K45 2 & 45 45 7 7
(southern rice black streaked dwarf virus, SRBSDV ) 4% 4« & 04 4% 3¢ 20 4 38 34T - #7, B SR A 52 i 52
% % PCR(quantitative real-time PCR, qPCR) £ R a4 i% 2 #5442 4 J& OsAGO H | w9 4 xt £ ik &
THATIRIE, R AW, 19N KAEOsAGOZ G I ETHE AL THER SR KE ALK
X £ 5, HiX 19/ OsAGO & & ¥ 4 4 H 43 /N4 I 7 ;0sAGO % & PAZ 2 #3%F 5 s RNA £ 4
H0 % 0 YF (B4 5088 - 3K 73 28R ) B /2 OsAGO2 . 0sAGO3 #2 OSAGOS5 F % . T Y'Y (B4 R B2 — B4 &
B ),0sAGO & & PIWI £ #13% F 5 OsAGO & & 7% 7% A8 % 69 DDX (XX A H R D, Bp X A & B -
AR BR R BRI R AR B ) A2 OsAGO13 ¥ % 4 LDH( 72 2B - R A R B~ 28 ) A A, ™
£ OsAGO17 ¥ R .4 YF 2L 5 B DDX 3 5% 3 5 HDR (4L 2088 - R A R BR -4 2058 ) & 5. RGDV
123 )6 OsAGOS Fo OsAGOI2 K R w45 T M4 R 5 qPCR AR — 5, L ¥ 0s4GO5 LR & ik,
OsAGOI12 Fifi %% ;SRBSDV 12 £ J& 0sAGOla.0sAGOIb., OsAGOlc.0sAGOId = OsAGO4b A
A RAMHITLERE QPCRER—3, ¥ LiAAA . AKX % # 0sAGO ¥ 47 & RGDV #= SRBSDV
EOPEE N

F 4RI KAG; RNAWLEK; AGOE & 5 KGR H; &5 RS L EB%H A

Characteristics of argonaute protein family members and their responses to rice gall
dwarf virus and southern rice black-streaked dwarf virus infections in rice
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Abstract: To explore the function of the rice argonaute protein (AGO) family in the rice antiviral path-
way, we analyzed the genomic structure, phylogenetic relationships, amino acid sequences of OsAGO
proteins, as well as transcriptome data after infection with rice gall dwarf virus (RGDV) and southern
rice black streaked dwarf virus (SRBSDV). Quantitative real-time PCR (qPCR) was used to verify the
changes in relative expression levels after infection with RGDV and SRBSDV. The results showed that

there were significant differences in the number of exons, introns, and coding regions among the 19
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0OsAGO transcripts, and these protein-coding sequences were evenly distributed among three branches.
The tyrosine-phenylalanine (YF) motif related to small RNA binding in the PAZ domain of OsAGO pro-
teins was changed to tyrosine-tyrosine (YY) motif in OsAGO2, OsAGO3, and OsAGOS5. The aspartic
acid-aspartic acid-histidine/aspartic acid (DDX) motif related to the cleavage activity of OsAGO pro-
teins in the PIWI domain was replaced with LDH (leucine-aspartic acid-histidine) motif in OsAGO13,
while in OsAGO17 which did not contain YF motif and the DDX motif was replaced with histidine-
aspartic acid-arginine (HDR) motif. The transcriptome analysis results of OsAGOS5 and OsAGOI12
genes after RGDV infection were consistent with the qPCR results, with upregulated expression of
OsAGOS5 and downregulated expression of OsAGOI2. After SRBSDV infection, the transcriptome
analysis results of OsAGOla, OsAGO1b, OsAGOIc, OsAGOId, and OsAGO4b genes were consistent
with those of qPCR results, all showing upregulated expression. These results indicate that most
0OsAGO genes can respond to the infection of RGDV and SRBSDV.

Key words: rice; RNA silencing; AGO protein; rice gall dwarf virus; southern rice black streaked dwarf

virus

IKFE Oryza sativa J2=3% H EE AR EBIEY Z —
(EZZ5%,2023) K AT D2 3% Fh
Yyl aa FAEAE YA Forh oK R B A 2 LR LA
IARE HUMABRR IR, AT’k R A TRl |
1675 7™ TR BT PR M R ARE R, ™ S e KR 1
FEL T, /KA L A 2 T (BT 45, 20205 5K &
2155 ,2022) . K FE IR %% TF (rice gall dwarf virus,
RGDV) T 1981—1982 AEFE K [F | AR 44 T IZ AT
J& T WF i P95 B2 B Reoviridae FE.9) W g 91005 75 &
Phytoreovirus J, 51 , 75 3¢ [E A 1K B 4t DL H S -
Maiestas dorsalis A £ (B4 5L,2017) , H ML L
SR Ry K R AR AR ™ B R A, /N A L, iRk Ak,
A E A KNS — IR R G (A 4
1983) . FE /7 /KR HE 45024594 2 (southern rice black
streaked dwarf virus, SRBSDV) B X & ¥ T3k [~
KA IR R R E TR EE R Fijivirus G 38
1 H3 K E Sogatella furcifera #1754 . SRBSDV
1R SR K FEREAR IR AL I VR S TT AR A ARG A
R (ZERE,2019) . 2017 4E SRBSDV 7E) FitL i H
B TRIFRTPE) & A, A3 a e, ™ B EE 2 24
WL, 1 ™ E Y e AR R (A5 ,2018) .

T EX AR B R C A S0 R4F, T
Y 55 EEAERNFR M EOR S Z , i AGO &
HZ 5% 590 509 AR CBR BT 5 24,
2014) . 124 RNA JUERIE B R0, AGO
H LB ST, L gmtit 4 A S5 A0 3, BN A vy 235 #4) 4
PAZ (PIWI-ARGONAUTE-ZWILLE) £% #4 18 . MID
SEF IR PIWT 2544 555, Horh N AR i 45 A 38 B 1708
RNA XU%E (1) fift JF (Kwak & Tomari, 2012) , Jf- X

AGO & A THEYIFIDIfE (Hur et al.,2013) ; PAZ 4514
IR AE L IF45 A /)N RNA (small RNA, sSRNA ) 3/ i
(Song & Joshua-Tor, 2006) , PAZ % 4 3k (1) % 2
2 — 75 TN & iR (tyrosine-phenylalanine, YF) i 1 J&
sRNA 45 & it 075 B9 47 5 (Wu et al., 2015) ; MID %%
PSR AETEUN I E 45 G SRNA 19 5" A bty s PIWT 45 #4) 3l £
A IRSE B =0 R AR MR- KA R R -H AR K
4 % R (aspartic acid-aspartic acid-histidine/aspartic
acid, DDXO)MEALIEPEH L, 30 T PIWIL 45 #4585 )
| 35 1 % 56 5 Z (Tolia & Joshua-Tor, 2007; Wu et
al.,2015) . LA4LEG I+ Arabidopsis thaliana } ), JT
AEFEPI AGO  H ] RN 34 2433, 70 3 1A
5 AGO1.,AGO5 FIAGO10, 43 3 11U AGO2 . AGO3
FAGO7,5 3 145 AGO4.AGO6,. AGO8 F1AGO9,
EA BITEAE T 7 B A b A H A AR L
PLFE IF H AGO1 Hl AGO2 J2 = ZLHi RNA i 2 1)
AGO % 4 (Morel et al., 2002; Harvey et al., 2011;
Carbonell & Carrington,2015) ; AGO3 5 AGO4 9 I
REAAMLL, YIRELE A 24 nt /) sSRNA, IR ML ik 1e
& #5411 (Zhang et al., 2016) , H AN [7] AGO & M
TE AN [F) 4 ) 2 21 rh % 45 36 AN 6] 19 Bt A 2 ) RE
(Garcia-Ruiz et al., 2015) . KFHH 194 AGO &
I (Zhang et al.,2015) , "B AT TZEAK R0 75 B 1 s
K5 EEAE, 41 OsAGO18 B /K 7 2% U 1
(rice stripe virus, RSV )15 35 (Yang et al., 2020),
HE AT 5T 5 DI RE (Wu et al., 2017) ; Wang et al.
(2021) e H I 5% 2% B OsAGO2 3 13 3¢ W 18t 15 4 45
I OsHXKI W9 3% 3k, 310 40 1 1% P % (reactive
oxygen species, ROS) FL 2 , FEfI7K FF X SRBSDV Fl
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IK R BA 55 02 45 995 77 (rice black streaked dwarf virus,
RBSDV) B4k, & F7KF OsAGO & B 8 Ui he
I HAARGE .

ST H TG T /KRS OsAGO & [ Hi 75 I BF 9%
B AR ST X KRG 19 1> OsAGO 2 I 4546 S,
SR R L R AT 4r M B4, IF BLTE % AT RGDV M
SRBSDV {7 44 J& 2 15 15 £ 40 1) 5L il L 23 Jx B A=
RIKAEHAE 11(Zhonghua 11, ZH11)4%Fhi% 2 Fk #5
55 , B UE RGDV il SRBSDV 17 44 & A 7] OsAGO
FER B IR GO, I ST OsAGO TE/K Fi 5
BEAAE BT RES BE SR
1 MREFRE
1.1 ##

MR P RS KRS SRR ZHLL, FR AR 525G
BRAE KRR T AMO42 10 ecm  F 8.3 em U F 1
R 4R, BT R 28~30 °C AR EE
60% JEJEIA 14 L: 10 DR E AR R 14 d
B R A A KRR SR TN, AR SC R = AR A7
M BR %00 1 HH ] b e 3R B 5 RGDV #l SRBSDV
1YL e R ALY K REAE AR , 28 LI 986 58 7 PCR
(quantitative real-time PCR, qPCR) ¥ J5 i) B Bk AF
HEEIR, A SIS S AR AE . FOBIH IR 75 R EUK
AT KRS R AE , TR 26~29 °C A XTI B
50%~60% G 12 L 12 D 35 d1 % o TN 33
AP TR B2 i 4 HU it

IRF F{L S : AG RNAex Pro Reagent AG21102
RNA $EHUA ] Trizol, 1 rg SR B A= T RE A7 BR A
F] ; All-in-One First-Strand Synthesis MasterMix i ¥%
SR &, 22 TR AR (R ) A= 0 R A BR S ] 5 2%
RealStar Green Fast Mixture Fll 2x7ag PCR StarMix
with Loading Dye, 3t 5% B Ol A= PR A R A
5 HAt ) 24 8 B 7=/ Mr4li . Tetrad2 Peltier Ther-
mal Cycler 3& [ 4 H4{Y  GelDoc XR+%¢ i i i PCR
XA SR AR R G AR SR A R i ()
PR W] 5 IX820D-1 fH #5200 2, 1 vfg 3y & g PRy 7
i /NI
1.2 7k
1.2.1  KAEOsAGOR B #4 45 4y 5-H7

AR AR 3 PR 2 3 B 1 2 (hittp://rice.uga.edu/) T
K AT OsAGO 1Y Jk I 4544, I xof ik R 4 i [X 42 K
K& F RSN B I T4
1.2.2 KAGOsAGOK Gt Z Lt X & o7

K HI MEGA 7.0 54 ClustalW 72 ¢ X 0L Fg 7+

UK AGO H [T F AT 25 Lexd, IR SR
MR G, KL 1000 7K o
1.2.3  KAEOsAGO% & b9 BB 77 451

53 5 R & 1458 U8R 7 SMART (http:/
smart. embl-heidelberg. de/) Fl & [H %4 45 J&£ UniProt
(https://www.uniprot.org/) X} OsAGO %5 ¥4 3 1 17 Tl
M, IR AR Z LR 741, FIH GeneDoc
2.7 AT ST UK FE T A AGO 2 11 1Y) PAZ 25
Fa 38R PTW 25 K4 350 S R F 3 1) R4 7 XS
1.2.4 2Fr R 12 3 )5 OsAGO ) 4 F L0 5 M7

M NCBI M 31f; 1Y) GEO %45 J72 T 5 RGDV f= ¢
I ORGP 21 2 1301 1) H A K RS
S L BER 1 d R EE B B 5 EE 28 d R IR K
Rt ) K A I 2 s 28R | 95 ol GSE34264, it
F & 4“5 A GPL7252; SRBSDV 12 YL i Ji7 CHf 7
TP REUER R4 K 14 d 9 H AR KRS B,
FERh 3 d Jeokeag BBk, 25 28 d S IR /K e b 3
W) KAF I e A E R A TAL R % . B 5ex)
FEB R 5 L BE HEAT logx IH—AL AL BR, FHA> 7 %K
J5 it AT AR AL, (i F R 0 limma 1T 22 5% k4%
Brf-Lehil A
1.2.5 2Fb9%m#312 4 )5 OsAGO# qPCRA& M

W OB 2 #5401 HUE F RGDV #8_F3K7 3 d,
BT KA I 4 HLUE T SRBSDV 2 F3k#3 d,
BEah B T IR U BAGI 7 d, sERHE R AR E
B, 05 24 Sk HUE T 8 Bk ZH11 KR4 _E R TR
BEREA, 301 3 d, FE A0 ] A R R R A DU
AT LT A, ARSI R AR LLBERR G
B U ZH1T KRGS 6 BE (Mock ) | HUR L B Ak
PRI b $285 4 85 SRRk ZH 1L K F 08T
B — A H T 75% 2 B 2 05 BT
RAPETR, LARETRD LB, BB 8 AW~
G-

FIH Trizol J7 ¥ R U 4 5 1Y B RNA, 122 1|
All-in-One First-Strand Synthesis MasterMix i%i §% 5%
A &5 i cDNA, #]H Beacon Designer 7.0
AR R 51 9 RGDV-S9 Al SRBSDV-S8
(F D), IFEFEAE TAY TR RO A RA A
Bl LA B cDNA SRR , A 05 | 9 1
FTPCREZM . 10 uL PCR WK ZR : cDNAHR 1 uL .
2xTag PCR StarMix with Loading Dye 5 uL,10 umol/L
RGDV-S9/SRBSDV-S8 4 0.15 pL. ddH,0 3.7 pL.
PCR X W 2 : 95 C TSI 5 min; 95 CAEPE 30 s,
56 CiE &k 30's,72 CHEMI20 5,30 PMEFR; 72 CCLAE
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{15 min, 12 CHFE 2 min, R &5H T, 1.5%
WEHATHIKBUR , 73 /K R 5447 8 , #7 H RGDV-S9
5, SRBSDV-S8 ik #5457 57 M 57 | T RE 5 47 3 1 iy )
TR R )

F FH Beacon Designer 7.0 # F 5 i 4% OsAGO
RHEMGIY (R D JFREAETAY TR (E) K
WA RA R G FE U cDNA R S A, Lhitt
SRR LA EFIa NS EE N, R85 | Y0k T
qPCR Al . 10 uL i 1A & : cDNA BEAR 1 pL ., 2x

RealStar Green Fast Mixture 5 uL .10 umol/L 1F J% [7]
51444 0.15 pL . ddH,0 3.7 pL., W FERE: 95 C T
5P 1 min; 95 CAEME 205,62 CiE Kk 20 5,72 CHE
130 s, H 40 MGIE s HEATIE MR Z AT, B 65 CHB
JEFHR 295 °C,5:0.5 CietR 1 k. AR IrgRA5 1)
6 ¥R 54 (cycle threshold, Ct) , 5% FH 272 7 g it4
A B B L R BRI  Rak it . RS AbEE
SV EE BN EY¥EEZREINEAR
Cig-I

x1 AHRFASY
Table 1 Primers used in the study

CIL/EL S IEm G Y5 (5'-3") B il |95 (5'-3")

Primer name Forward primer sequence (5'-3") Reverse primer sequence (5'-3")
EFlo ACATTGCCGTCAAGTTTGCTG AACAGCCACCGTTTGCCTC
RGDV-59 CGATAAGTATATTGGAAGAGGAT ACTGCTAATGTGGTCAAC
SRBSDV-S8 GAGCTTCAGTGAATTGGAAAC AGAGCCACACAATTATTTAAAATATGT
0sAGOla-gPCR TTGGTCTCGCAATGCTGTCT TCGTTGGCCTATCACTCACA
0sAGOI1b-gPCR GTCCAGAAGCGGCATCACAC TAATGAGCAGGACGGCTTGTTC
0sAGOIc-qPCR TAGCCATGCTGGCATTAAGG GAAGGCAGCCAGATGAGCATAA
0sAGO1d-gPCR CGCCACCACACGAGATTATT GCATGGCTGCACAAGAAGAA
0sAGO2-qPCR ACCAGCAGCAGACCAAGAAC GCTCGTCCAGAAGGCTGTAG
0sAGO3-qPCR CTAACCGGGGAAGAGACGGGCA GACCACCAGCACCAGCAGTAGTCC
0sAG0O4a-qPCR CGTTGCACCCATTTGCTACGC AGGTATGGCCACCATGGCTC
0sAG0O4b-qPCR GTGGGCACATTCCTCAAGTT GTATGACCTCCTTGGCTGGA
0sAGO5-qPCR GAACCACTTCCTCGTCAATGT GTCTTCCCGTGCAACTTGAT
0sAGO7-qPCR GTTATGTGGTGAGGACTTG TGGAGGTAATCTTGTGGAA
0sAGO10-gPCR GCCTGTAAGATTGTTGAG ACTGTCTGTAGAATATCCAT
0sAGO12-gPCR ATCACTCCAGAATCAACTTATC CTTCCATCATAGACAGGTAAC
0sAGO13-gPCR CATAGACAGGAGATAATAGAAGA GGAATGCGATAAGGAACT
0sAGO17-gPCR TACTTGTGTAGCCACCGCAG CACAGGCCACAACTGATA
0sAGO18-gPCR TGTTCGTCCAGGCACAGTAG GCGGTGAAGTTGTTGTCGTC

1.3 HEST
¥ J] GraphPad Prism 8.0 4% {h: X i 36 B4 04 7
ST, B IR STREAR (K B0 vk I A7 22 5 W

WV o

2 BERE5HM

2.1 7KFBOsAGORIE FEZH &+

19 7K F8 OsAGO i 4h b 4 i N & T4
R I 2 TR, 250 Os AGO FERI 75 2 1~23 4>
HNEF{HOsAGO16 HA 11 MMEF, 1 OsAGO2,
OsAGO3 1 OsAGO7 XA 3 HMNE T . i fcdd g
LX) AGO TR N OsAGO16, X K24 1 092 bp,
YA B K A% X B AGO 114 OsAGO15, Zifith X
KBEER6 711 bp(F£2),

2.2 KTEOSAGOEHMERFHILKXE

OsAGOla, OsAGOI1b, OsAGOlc, OsAGO1d,
OsAGO5., O0sAGO10~0sAGO14 Hl OsAGO17~
OsAGO18% N/ 37 1;0sAGO2 . 0sAGO3 Fl0OsAGO7
B R 41 3 11; 0sAGO4a, OsAGO4b, OsAGO15 Fl
OsAGO16 ¥4 k53 S (K[ 1) o
2.3 KIBOsAGOZKHZEEBHSERF 55

ZHUKFE OsAGO & 1M PAZ 5 M3 h & 5 5
sRNA 455 01 YF (BE R - R N &R ) 27 0
£ OsAGO2 ,OsAGO3 Hl OsAGO15 - #L i T YY
(M 2 MR - I 2R ) FE T , T OsAGO17 AL 1% YF
FI7 s Z80KHE OsAGO & H 1Y PIWT 254 38 h &
5 AGO E AT HIDIEER DDX (X b D/H) L7,
{H7E OsAGO13 &4 i, T LDH (AR - K& &
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MR —2H 2 2 ) He % , T AE OsAGO17 4 i, T HDR  F| RGDV 19 89 Fr B (K 3-A) ; [AlkE , 3% SRBSDV

(HE - RE& A R-K =) R (K2). A 8 FR/K AE AR 4 EAS I £ SRBSDV ) S8 A B,
2.4 RGDVFASRBSDVi#&il T 7 ) Mock ZK FEAELRE T IF A Kz 1) SRBSDV 1Y

F: Fh RGDV A9 8 BRK FE A Bk ¥ se kil 2] S8 B (&1 3-B) , = I Bt HIR IS A4 R 47 75
RGDV 1) 89 i Bt , X} ) Mock 7K FEAE IR HH I A6

&2 k%8 0sAGO HKixEE LN
Table 2 Structure of genes of OsAGO family in rice

B 24K HE P ity XA B N TR A K
Gene name Locus Coding sequence length/bp No. of introns No. of extrons
OsAGOla LOC 0s02g45070 3429 22 23
OsAGO1b LOC_0s04g47870 3357 22 23
OsAGOlc LOC 0s02g58490 3036 22 23
0OsAGO1d LOC_0s06g51310 3117 22 23
0sAGO?2 LOC_0s04g52540 3105 2 3
OsAGO3 LOC _Os04g52550 3330 2
0sAGO4a LOC Os01g16870 2715 21 22
OsAGO4b LOC_0s04g06770 2736 21 22
OsAGOS LOC_0s03g58600 3177 21 22
OsAGO7 LOC 0s03g33650 3147 2 3
OsAGO10 LOC _0s06g39640 2922 21 22
0OsAGOI11 LOC 0Os03g47830 2679 20 21
OsAGO12 LOC Os03g47820 3177 21 22
0OsAGO13 LOC 0Os03g57560 3183 21 22
0OsAGO14 LOC _0s07g09020 3159 21 22
OsAGO15 LOC Os01g16850 6711 21 22
0OsAGO16 LOC 0Os07g16224 1092 10 11
OsAGO17 LOC 0s02g07310 2631 21 22
OsAGO18 LOC 0s07g28850 3267 20 21
0.10 OsAGOla (LOC 0s02g45070)
b 0sAGO1b (LOC_Os04g47870)

0sAGOlc (LOC_0s02g58490)
0sAGO1d (LOC_Os06g51310)
AtAGO1 (AT1G48410)

AtAGO10 (AT5G43810)
0sAGO10 (LOC_Os06g39640)
0sAGO17 (LOC_0s02g07310) I
AtAGO5 (AT2G27880)

0sAGO12 (LOC_0s03g47820)

0sAGO14 (LOC_0s07209020)
= [ 0sAGOS5 (LOC_0s03g58600)
0sAGO13 (LOC_0s03g57560)
— 0sAGO18 (LOC_0s07g28850)
AtAGO6 (AT2G32940)
r(: 0sAGO16 (LOC 0s07g16224)
0sAGO15 (LOC_Os01g16850)
AtAGOS (AT5G21030) Il

AtAGO9 (AT5G21150)
AtAGO4 (AT2G27040)

OsAGO4a (LOC_0Os01g16870)
OsAGO4b (LOC_0Os04g06770)

AtAGO7 (AT1G69440)

— 0sAGO7(LOC_0s03g33650)

L ———— ATAGO2 (AT1G31280)

4‘—|‘:—AtAGO3 (AT1G31290)
0sAGO2 (LOC_0s04g52540)
0sAGO3 (LOC_0s04g52550)

AtAGO F10sAGO: fARFSFAIKFE AGO H 1. AtAGO and OsAGO: AGO proteins of 4. thaliana and O. sativa, respectively.

E1 RAMEEMEMEITKEAGO EAF TN RS
Fig. 1 Phylogenetic tree of AGO protein sequences in Arabidopsis thaliana and Oryza sativa used by neighbor-joining method

I
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YF D
AtAGO1 f
AtAGO2
AtAGO3
AtAGO4
AtAGO5
AtAGO6
AtAGO7
AtAGO8
AtAGO9 1\
AtAGO10 =)\
OsAGOla [V O
OsAGO1b i
OsAGOlc SV O
OsAGO1d ENY
0sAGO2
0OsAGO3
0OsAGO4a
OsAGO4b 1Y
0sAGO5
OsAGO7 MW
OsAGO10 SN
OsAGO11 S\
OsAGO12 ENY
OsAGO13 11\
OsAGO14 i

Z(;JWWUIEWZWNE<<WU)OOt‘OONHWW3’TJWWE

LTHE : YF 5%, DDX LT A0 8 i 5

LV AN IO IV AEE B VAL VA v A v I VAN B T v A v B VA VA VA VI s A A I B I B s A A I v B

IR R BRI , 00 A U R TR e 91 AL FEE AR

Red boxes: Locations of YF and DDX motifs; background indicates the similarity of amino acid sequences,

and the lighter the background color is, the lower similarity of amino acid sequence.

E 2 7K7EOsAGO RikZE B RERF I 04T

Fig. 2 Amino acid sequence analysis of OsAGO family proteins in rice

REEFH
A Mock Inoculated RGDV

1 2 3 45 6 781 2 3 45 6 78

EFla

BFh RGDV

1~8: 8 MRk FAERL . 1-8: Eight rice plants.

REFW 8
B Mock

1 2 3 45 67 8 1

#:Fh SRBSDV
Inoculated SRBSDV

2 3 45 6 78

SRBSDV-S8

&3 RGDV(A)F1SRBSDV (B) % fwia il
Fig. 3 Detection of RGDV (A) and SRBSDV (B)

2.5 2R EELFOSAGONERANER
OsAGO Fik T Hr 45 - 7R , RGDV 1R 47
IKFEH OsAGOS 1 OsAGO7 FL[H ) Fe ik i & F i,
OsAGOI12 3 A ) 32 3k & 2 T 9, HAth OsAGO 3
IR 2635 0 B A fL (K1 4-A) . SRBSDV 2 44)7,
JKFEH 0sAGOla.0sAGOIb . 0sAGOIc.0sAGO1d.,
OsAGO4a Fl OsAGO4b F£ IR 1) ik i & L,
OsAGOS HE K ) 23K 1 2T I, HoAth OsAGO A 1y
TRV T EZ(E4-B).
2.6 2FEEELFEOSAGOHqPCRA TR
qPCR KM 25 5 7R , RGDV {2445 0sAGOI ¢,
OsAGO1d 1 OsAGOS %&£ [H () A XF 32 3k 1 W I 3
I 3 (P<0.01) , 0sAGOla. OsAGO10. OsAGOI2,
OsAGOI13,0sAGO17 Fl OsAGO18 FH [H i A % 22 3145
T (P<0.01, B 5-A) , H i 0s4GO35 Fii

OsAGO12 B RIB T 5 s A a5 R — 3
SRBSDV 12 %4 J5 0sAGOla.0sAGOIb . OsAGOIc.
OsAGOI1d.0sAGO4b . OsAGO7 Fl OsAGO18 3 [H 1)
XA R B FiH(P<0.058; P<0.01),0s4GO10.
OsAGOI12,0sAGO13 F1 OsAGO17 F& K i A X} 2 35
W E F i ((P<0.05 5 P<0.01, & 5-B) , H: h
0sAGOla, OsAGOIb, OsAGOlc. OsAGOld i
OsAGO4b A K IR a5 5 S o Hr i 2R — 30

OsAGO ZK % K 2 B3k A #7525 i i RGDV Fl
SRBSDV iX 2 Ff #i§ B W =7 4% , o oK
OsAGOI10., OsAGO12 . OsAGOI13 Fl OsAGO17 &
(9 FH X 22 3k B 2 3% R 9 (P<0.05 B P<0.01) , 1fij
OsAGOI1c M OsAGO1dFEN FIAX Rk I & T
(P<0.055%P<0.01) ,0sAGO1a F1 OsAGO18 %}3x 2 Fil
I B 11 e 107 52 BR A SE 4 M B 5 OsAGOID
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