PEARF3.1 L EDE..... IIESSGSLSSPSS?QSPAEhLEhSGS LPDLP........LG 85
PtARF3.2 MVGMIDENTIBELCE.....TTPSCGSLSSPSSSSRASALEASGS 1 I LEDLP..ccsssalB 8s
MGGLIDENVMITEECETCTCIPSEASGSVSETESSSASVSVVSS! - Lyt -

ACLARF3 a0
LtARFS . .MMASESCVBDEMETSCLVNGEGTITTTTSOSTLLEEMELLED : VAVSTRRSATTOVEN 98
PtARFS.1  ......MGSABERIKTGGIING.....AGINLLEEMKLLREECD VAVSTRRSATSGIEN 88
PLtARF3.1 . fes SEEIECRLREGVEEGDGEEEDVERTVRTTTE 185
PtARF3.2 g E SEETECKLREGIEEGDGEEEDGEATVEMTTEH 185
AtARF3 1 SEBIERKVREGIEDVDGGEEDYEVLKRSNTE 190
AtARES ] E =V HSE VEEVEDEGM. . . LRGSEHETEE]S ERMEEELL 189
FtARFS.1 / TMET: «....VEPVFLFG. ...LEPSKHFSE 178
FLARF3.1 GEDGEHR & MOVECGFTE FALWNCCLNGSSIAD 15 285
PtARF3.2 GEDGEME AGVRCGETFEAGWNHCLNGISEGD IS 285
ACARF3 GODGHRL SGIEGIAALEAGYNONMNENNES IS 280
AtARFS DEESCHM NRGCIALPSSVLSADSMEIGVIAR 1A 289
PLARFS. 1 NEES iy I NRQCTILPSSVLSADSMEIGVLAR G 278
PLARF3.1 5t Fi 4 P 383
PtARF3.2 EMSE 3 383
AtARF3 =R EELEVVD . YPECT P 380
AtARES LASVERATCGSCLEVS T 389
FLARFS.1 LIERRTVEGTCVS T 378
PtARF3.1 SGESVSGSGSGSIESSNNSMAPE. .LERSRSELFS Li].EEPI.!CG ....... IGRASCERVSSRFQEVLOGHEIMR. . « o v v vvaesnnssssansansass 448
PtARF3.2 SG...... SGSIESSNNEMAFG. . LRRSRSELPSSRAEEFTEDG. .. .. .. ICAPGERESSRSQEVLGGUEIMSERN ALYDGVDGONQHESEIRSCEEGYH 468
AtARF3 ] SIENSGSFVITE. . FRRSRIEFSSGRPCIEVSEG. . . .. .. IRATDEEESLREQRVLOGEETFE . .« .o vavanssnrssnnsssnss 446
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PtARF3.2 55GIRALGSGIRDSIATSHANSYRGIGEN. ... . ESYRFHERVEGGCEIFRSSPYGRIFN . ANEARENCSEGESOGVORSSSRNGWSTLMGGYNTCIREEAC 562
AtARF3 «+.GEINTCSCGCACARRGRERGIEEG. .... E!__!:GFHRVLQ‘GGETUE o BBES . .eaa ITEH_RLCCHG{_IE ......... EGRNIWCGPECNESTPILPESV 521
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PtARF5.1 RAINCTECLNCGSGITFIENCNYSCICLDCSKAMNSYESSPANVAGESLSLSEVENCASVGGVDGEFFARFEHLEDCLSCETSTGECIVOEFISCEMTOCKA 575

PtARF3.1 VSSESSVLMFQERSNQVSNET........ T TGSWEY .|
PEARF3.2 V_SSPSSVI.HEGEASNPVPKES. TTRSWEC

E':HGGK!TI(LSSH&EPGIRGBSCCSTNFY‘JLﬁEH LQH 613
EMCGGNERLE AHSEPSVKRDGQWSNSPFGLSHBERLQH 642

BtARF3 SSSPSSVLLTNSNS . . .ENG . .RLEDHHGGSG .RCRLEGE JELTCETIAVAS ATAVECYEGNSMECASAVCSNEHESCS 503
ALARFS 35 VCADCCLOITHCIYCPCS. .EFINGF&ELEIEELISGVSA R =R AR SFOSILAGSYFR(QSFILS... .SCES?RVVIPES?NSPIFHS‘JH:ICINGL E64
PtARFS.1 HLVEONCNGCCECLCASLWEMC AL TESSLINSGO IR AST ALAT TENCSLEFLL AGEW I SHEMSTO SMCRSGELEMEGLODESLEEMHGT AWDHOMSNL £75
PtARF3.1 GIS...... OIS «scasewiiianissaian AFRSBCOMVLCRSSCR. ... . LEGFSLTECREVVNREBNIASITSPENE. .ESSFLERVGEGLH €20
PtARF3.2 GVS...... ORTNBS : o s s s TR AFRGSCOLVSCKSSCR. . ... LEGFSLTEDRCLVNKENNMTLITSPENE . . GSSFLERAGEHFH 709
AERRPD  spesusiiy BTERME o e B e S s DMEBDIRE it i e p e s e Db ysanasl S o so g e 608
ALARFS RFC....GFSELMCBC............000e0 ... LYASQNICHSNSTISHILDPPLSNTVLEDECA IR THECNAPSGCEVENNNTEEACDVCSQIT 730

PtARFS.1 RILSEANCI_I'_ELAQGEECSFNSER‘JEDSSDESNEGSGIYG&LNI]:ASNGGGS .VYDRSVSSAILDEECTLRCABLON.ASDCEVG. .NLESSCOVOSQIT 711

BLARF3.]l  PEERETHNMVGSSCTER FROBBBEIYIREY «au warssarersarsressss]s s m s s ts s s o mcacio o oo, o T T 700
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BtARFS.1  SASIACSCAFSRCOFEDNSG. .GTSSSNIEEDNSNLLCNN. ..SWGGVA.ERVRTYTRVORTGSVGRSIDVSSERNYEELCEATECMFGLOGLINNERGS 865
Domain ITI
PERREOUN.  ufeiin o i n e e R e N B B i A R B B i A 3 i 708
L e L s 714
BERARS isiidoobehinhe dn i e d s g e il s i £08
AtARFS GWELVYVLYESCVLLVGLLPREEFVGCVRCIRILSPTEVOCGMSEEGMRLLNS AGINCLETISVS. .. . 202
PLtARFS.1 GWELVYVDLYENDVLLIGDDFWEEEVGCVRCIRILSPFSEVOCMSEEGMELLNIANICGINTFITEGIH 932
Domain IV

Fig. S1 Sequence alignment of PagARF3.1, PagARF3.2, PagARF5.1, Arabidopsis

ARF3 and ARFS. PagARF3.1, PagARF3.2 and ARF3 are lack of the C-terminal
dimerization domain (domain III and IV).





