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HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

HopO1-1 Pta 11528
HopO1-1 Pto DC3000
Consensus

Section 1

@1 10 20 30 46
(1) MGNICGTSGSNHVYSPPISPQHASGSSTPVP SASGTMLSLSHEQIL
(1) MGNICGTSGSNHVYSPPISPQHASGSITPVPSASGTMLSLSHEQIL
(1) MGNICGTSGSNHVYSPPISPQHASGS3TPVP SASGTMLSLSHEQIL
Section 2

@7) 47 60 70 80 92
(47) SQNYASNIKGKYRTNPRKGPSPRLSDTLMKQALSSVITQEKKRLKS
(47) SQNYASNIKGKYRTNPRKGPSPRLSDTLMRQALSSVITQEKKRLKS
(47) SQNYASNIKGKYRTNPRKGPSPRLSDTLMKQALSSVITQEKKRLKS
Section 3

(03) 93 100 110 120 138
(93) QPRSIAQDIQPPNSMIKNALDERD SHPFGDCFSDDEFLAIHLYTSC
(93) QPKSTAQDIQPPNSMIKNALDEKD SHPFGDCFSDDEFLATIHLYTSC
(93) QPRKSIAQDIQPPNSMIKNALDERDSHPFGDCFSDDEFLAIHLYTSC

Section 4

(139) 139 150 160 170 184
(139) LYRPINHHLRYAPKNDVAPVVEAMKSGLAKLAQYPDYQVSGQLHRG
(139) LYRPINHHLRYAPKNDVAPVVEAMNSGLAKLAQYPDYQVSGQLHRG
(139) LYRPINHHLRYAPKNDVAPVVEAM SGLAKLAQYPDYQVSGQLHRG
Section S

(185) 185___190 200 210 220 230
(185) IKQKMDDGEVMSRFKPGNTYRDDAFMST STRMDVTEEF T SDVTLHL
(185) IKQKMDDGEVMSRFKPGNTYRDDAFMSTSTRMDVTEEF T SDVTLHL
(185) IRQRMDDGEVMSRFRKPGNTYRDDAFMST STRMDVTEEF T SDVTLHL
Section 6

(231) 231 240 250 260 276
(231) QSSSAVNIGPFSKNPYEDEALIPPLTPFRVTSLHRQDDRWHVHLNE
(231) Q88 SAVNIGPFSKNPYEDEALIPPLTPFRVTGLHRKQDDRWHVHLNE
(231) QSSSAVNIGPFSKNPYEDEALIPPLTPFRVT LHRQDDRWHVHLNE
Section 7

@77) 27 284
(277) IAESSDE-
(277) IAESSDE-
(277) IAESSDE
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Figure S1. Sequence alignment of HopO1-1pta1152s.

Amino acid alignment of HopO1-1pta11508 and HopOL-1piopcsono. Identical residues are labelled in
yellow.



HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

HopT1-1 Pta 11528
HopT1-1 Pto DC3000
Consensus

Secticn 1
1 10 20 30 %
(1) MKTVSNHSIPSTNLVVDAGAETLAQKSQPVSSEIQRNSKIERKAVIE
(1) MRTVSNHSIPSTNLVVDAGT ETSAQKSQPVCSEIQRNSKIERAVIE
(1) MKTVSNHSIPSTNLVVDAG ET AQKSQPV SEIQRNSKIEKAVIE

Secticn 2
(a7 97 60 70 ) @
(47) HIADHPAAKMTISALVD TLTDVFVRAHGEVKGWAEIVQAVS RPHDS
(47) HIADHPAAKMTISALVD TLTDVFVRAHGEVKGUAEIVQAVS RPHDS

(47) HIADHPAAKMTISALVD TLTDVFVRAHGEVKGWAEIVQAVS RPHDS
Sedtion 3

(33) 93 100 10 120 138
(93) NRHGSGVLS P RFDVMGSVGUNAAAT RATSRVGTLREKGTLF TNLML
(93) NRHGSGVLS PRFDVMGSVGUNAAAT RATSRVGT LREKGTLF TNLML
(33) NRHGS GVLS P RFDVMGSVGUNAAAT RATSRVGTLRERGTLF TNLML
Section 4

(139) 138 180 160 170 184
(139) SNNFRHLLKRVVSD PALQQKLD G* LNYLKACEGDLYVMSCGWAAR
(139) SNNFKHLLKRVVND PALQQKLD G LNYLKACEGDLYVMSGWAAR

(139) SNNFKHLLKRVV DPALQQKLDGGLD LNYLKACEGDLYVMSGWAAR
Sedion S

(185) 185 190 200 210 20 230
(185) ASESREQIGKARYETASNLSQTLISARELAFHRHNPVNHPSAQTRV
(185) ASESREQIGKARYETASNLSQTLISARELAFHRHNPUNHPSAQTRY
(185) ASESREQIGKARYETASNLSQTLISARELAFHRHNPVNHPSAQTKV
Secticn 6

(231) 231 240 250 260 278
(231) GFDKGLPEESDLQVL RCHGS SVWSVKPGSD FAKRAEVSGKPITAGP
(231) GFDKGLPEESDLQVL RCHGS SVWSVRPGSD FARRAEVS GRKPITACP
(231) GFDKGLPEESDLQVL RCHGS SVWSVRPGSD FARRAEVS GKP ITAGP
Secticn 7

(277) 277 200 300 310 32
(277) SGTAS RMVAVARFLAPACLKSLGIESEQNLKELVRYACYAYFGQDS
(277) SCTAS RMVAVARFLAPACLKSLCGIESEQNLKELVRYACYAYFGQDS
(277) SCTAS RMVAVARFLAPACLKSLGIESEQNLKELVRYACYAYFGQDS

Sedticn 8
(323) 328 330 340 350 368
(323) HHSHML EVNL GVASHGMP EQUDD TLYNEP FSNSIKGRGFGIDNLAQR
(323) HHSHL BVNLGVASHGMP EQUDD TLYNEP FSNSIKGRGF GIDNLAHR
(323) HHSML EVNL GVASHGMP EQUDD TLYNEP FSNSIKGRGFGIDNLA R
Sedticn 9

(369) 388 379
(369) QVVRQAAQRS -
(369) QVVRQAAQKS -
(369) QVVRQAAQKS

Figure S2. Sequence alignment of HoOpT1-1pa11528.

Amino acid alignment of HopT1-1pai11508 and HOpT1-1ptopcaooo. Identical residues are labelled in
yellow and conservative substitutions in green.



Sedion 1

m1 10 20 20 a5

AvrPtoB Pta 11528 (1) MVGINRAGPSGAYIAGHTD PEPASGRARESSSCASSSNSPQVPP-

AvrPtoB Pto DC3000 (1) MAGINRAGPSCAYFVGHTD PEPVSGQAHGSGSCASSSNSPQVQPR
Consensus (1) M GINRAGPSGAY GHTDPEP SC A S SGASSSNSPQV P
Sedion 2

(46) B 60 70 20 90

AvrPtoB Pta 11528  (45) ----PPSEASASQARDRRERLLRS RPLSRBTRIULROGHPPTAE

AviPtoB Pto DC3000  (46) PSNTPPSNAPAPPPTGR-ERLSRSTALSRQTREWLEQGMP TAE

Consensus ~ (46) PPS A A R ERL RS LSR TREWLEQGMP DA

Sedion 3

(91) 91 100 110 120 135

AviPtoB Pta 11528  (86) EVRSRPHGEAD ALAPHAPAET RPRP----~~ QHAG HANSIVQ

AvrPtoB Pto DC3000  (30) SVRRRPQVEADAATPRAEARRT PEATADASAPRRGANAHANS IVQ

Consensus ~ (31) VR RP SADAA P A A P G IAHANSIVQ

Sedticn 4

(136) 136 170 180

AviPtoB Pta 11528  (125) oLvsacmﬁrnm.numnlﬁxsnuosxnxunmuu

AvrPtoB Pto DC3000 (135) QLVSEGAD ESHTRNML RNAMN FSRVEQNIFRQHFPNMPMH
Consensus  (136) QLVS GADIAHTR MLRN M GD MA SR EQ I R HFPNM

Sedticn §

(181) 181 190 210 25

AviPtoB Pta 11528  (170) cnm-lsn.uxx.nnu.nubnoousru:lunn RTPTQSS

AvrPtoB Pto DC3000 (180) GISRDSELAIELRGALRRAVHQOAASAPY npn --PAASS

Consensus  (181) GI SELAIELR ALRRAL QQAAS P RS T PAA P SS

Sedtion 6

(228) 226 290 250 260 270

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

AvrPtoB Pta 11528
AvrPtoB Pto DC3000
Consensus

(215) $SSSQRSLFGRFARLMTPDQCRSSNASTSQTPVDRSPPRUNQVPI
(223) SGSSQRSLFGRFARLMAPNQGRSSNTAASQTPVDRSPPRVNQRPI
(226) § SSQRSLFGRFARLM P QGRSSN A& SQTPVDRSPPRVNQ PI
Sedion 7

(271) 271 220 200 200 315

(260) RPD RAAMRNRGNNQAAAALQGLVQQGVNLEDLRTALER RHQP
(268) RVD RAAMRNRGND EAD AALRGLVQQGVNLEHLRTALER QRLP
(271) R DRAAMRNRGN A AAL GLVQQGVNLE LRTALERHLL P
Sedion 8

(316) 316 350 360
(305) IPLDI YALOSVGIPPS IISLVBSPL DLSVALHRELGPRP-
(313) IPLDIBSALQONVGINPS! ESLVQHPLENLNVALNRMLCGLRPS
(316) IPLDIA ALQ VGI PSID AESLV PLL L VAL RMLG RP

Sedtion 9
(361) 31 370 380 300 05

(349) VSAPPRPAVPVHPPMSRRPDGMII:LR“PBRIDYINHVA'{E
(358) AERAPRPAVPVAPATASRRPDGCTRATRLRVMPEREDYENNVAY

(361) PRPAVPV P ASRRPDG RAS LRVIPEREDYENNVAYGM
Section 10

(408) 406 440 50
(394) RLLNLNPGVGVRRVVAA Jm ::]nuwnm RAARDPITSQFNQ

(403) RLLNLNPGVGVRQAVAA RPAVVANIRAALDPIASQFSQ
(406) RLLNLNPGVGVR VAAFITD ADRPAVV IRAA DPI SQF Q
Section 11

(a51) %1 480 470 230 25
(439) LRTWSKAVVES QNP PFRDAEHHHPDDATHCLFGEPLS LENPDQQV
(448) LRTESKADAESEELGFRDAADHHTDDVTHCLFGGELSLSNPDQQV

(451) LRTISKA ES FKDA HH DD THCLFG LSL NPDQQV
Section 12

(496) 436 510 520 530 540
(484) IGLAGNPTD TSELYSQQGNKD LVFMDMKKLAQFLAGKP EHPMNRQ
(493) IGLAGNPTDTSQPYSQEGNKD LAFMDMKKLAQFLAGKP EHPMTRE
(496) IGLAGNPTDTS YSQ GNKDL FMDMKKLAQFLAGKPEHPM R

Section 13

(sa) 581 566
(529) PLDARTIANYAFRIVP
(538) TLNAENIAKYAFRIVP
(541) L A IA YAFRIVP
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Figure S3. Sequence alignment of AvrPtoBpta11s52s.

Amino acid alignment of AvrPtoBpia11528 and AvrPtoBpipcsoco. ldentical residues are labelled in
yellow and conservative substitutions in green.



HopX1 Pta 11528

Sedion 1
30 a2

1
IHSAGI{I PAPGPSVETT BRAVQSSSAQNP
P

(1yn

SCSSQTERPE---AC

HopX1 Pto DC3000 (!)H IHNAGLEPPLPGISNGNVGKAAQSSITOPQEQQGSYGLPPESSETR
Consensus (1) MKRIH AG S P PG S Ki Q88 Q & s PE

Sedtion 2

(49) 49 &0 70 80 @5

HopX1 Pta 11528  (46) srovnm?wssvx'rm.nz'srco sv‘rpsswcvumnwnnpl
HopX1 Pto DC3000 (49) PDRARANYPYSSVQTRLP PVASAGKPEPDTPSSLPGYLLLRRLDHRP!
Consensus (49) R NYPYSSV TRLPPVAS G I DTPSSLPGYLLLRRLD RPL
Sedion 3

(a7) 97 110 120 130 144

HopX1 Pta 11528
HopX1 Pto DC3000

(34) D xls lex.lpm EAVREARRALP PGRGNIDVDAQRIHL Q SGARﬂ
(97) DQEGTRELEP ADKAVAEARRALP FGRGNIDVDAQLENLESGART

Consensus (37)D D KALIPAD AV EARRALPFGRGNIDVDAQ § L SGAR LAZK
Setion 4
(145) 195 150 160 170 130 192

HopX1 Pta 11528
HopX1 Pto DC3000

(142) RLRKDAERAGHE PH PEIBHWHVLVAHSGOVF CAGNCGEHARIASFA
(145) CLRRDAEAAGHE PMP PHNWHVLVAMSGQVFCACNCGEHARIASFA

Consensus (145) LEKDAE AGHEPMPAND MNWHVLVAMSGQVFGAGNCGEHARIASFA
Sedticn S
(193) 18 200 210 20 230 24)

HopX1 Pta 11528
HopX1 Pto DC3000

(190) YGALAQESGRSP R!KI'LABQP GRKDHVWAE TDNSSﬂS PIVMD PUSN
(193) YGALAQENGRSEYENINLAASTEEDHVWAETDESQ S TIVMD PUSN

Consensus (193) YGALAQE GRS E IHLA DHVWAETD § AGSS IVMDPWSN
Sedion 6
(241) 241 250 260 270 283

HopX1 Pta 11528
HopX1 Pto DC3000

(238) EIAI LAEDSRFAKDRSAVERTYSFTL

MxAG:’TRBTA!NVLTHTT
(241) CEATIFAEDS RFAKNRNAVERTD EFNLSTALEAG

TRETAERALTQVT

Consensus (241) GAAI AEDSRFAK R AVERT SF LA AAEAGKITRETAE LT T

Sedtion 7

(289) 289 300 310 320 336

HopX1 Pta 11528 (236) RLQKRLmOLPIgSP EGCRYQQEKSVLDEAFARRVSDKLNSDDPRR

HopX1 Pto DC3000 (289) TRLOKRLADQQE SGRYRPEKSVLDBAFVRRVSDRLTSPDLRR

Consensus (289) SRLQKRLADQ NVSPI GRY EKSVLDDAF RRVSDKL § D RR

Section 8

(337) 3%7 350 380 370 384

HopX1 Pta 11528 (334) ALQMEIEAVGVAMS LCAEGVRTVARQAP RQARSVASSKCHPPRR-

HopX1 Pto DC3000 (337) ALQWDIEAVGVANSLGTKCVEDATROARP ELAVKVASPQ RRDV
Consensus (337) ALQMDIEAVGVAMSLG GVK  RQA LV A VAS

Figure S4. Sequence alignment of HOpX1pta11528.

Amino acid alignment of HopX1pta11528 and HopX 1piopcaooo- Identical residues are labelled in yellow
and conservative substitutions in green.
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Sedticn 1
w1 10 0 30 %
AvrPto Pta 11528 (1) MG CVRGSSmNOVHSPDRA.“SSSGDNNG'TPDQL'NAP.HBLIRVAG
AviPto Pto DC3000 (1) MCNECVCGS RMAHQVNS PDRVSNNSGD EDNUTS SOLESVRHQLAESAG
Consensus (1) MGNICV GS MA QV SPDR $GD IT QLI RH LAE AG
Sedion 2
(49)48 @5
AviPto Pta 11528 (49) LP ;lvﬂspls SNSAPADLED kmorvx.mvp'ﬂnn]s{lncnls
AvrPto Pto DC3000  (49) LPRDQHEFYSS-QAPQSLEN m. SHTQRTLDMADMQHRYMTGASG
Consensus ~ (49) LPRD H FISS AP LR RHN LF TQ LD DI RHM G
Setion 3
(a7) 97 110 130 144
AvrPto Pta 11528  (37) AISSTTSDQNﬁSlQSL uncnnxx.oouuuss----xﬂnm
AvrPto Pto DC3000  (36) INPGMLPHE RSAIFDWSDMREALQHANGIHADIPPSPEREVAT
Consensus ~ (37) M IS SW R LQAM A B F
Sedtion 4
168

(145) 195 150
AvrPto Pta 11528  (141) xl pccslolslnlp SPYRN---
AvrPto Pto DC3000  (144) MNPSGS SELSPSPYRNUQ-

Consensus  (145) NP GSI LSSLSPSPYRN

Figure S5. Sequence alignment of AvrPtopa;1528.

Amino acid alignment of AvrPtopiai1528 and AvrPtoppcaooo. Identical residues are labelled in yellow

and conservative substitutions in green.



Hopl1 Pta 11528

Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528

Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528

Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Hopl1 Pta 11528
Hopl1 Pto DC3000
Consensus

Secticn 1
1 10 20 0 43
(1) umx.rsnssx.nvnspsrmwsnum{vuowssux
(1) MINLTHIASSLARAALSDS TRPKMERAENVASHIAGKVALQVTSSLLE

(1) MINLT IASSLAR ALSDSTKP IDRAINV SHIAGKVALQV SSLLE
Sedion 2

(43) ® &0 70 80 96
(43) oxcnwxnooxcnt LDALRCKEPVTHVE THEGGGRFNLARAAFDVA
(49) QRGCLLNERQQKGLEMI LKALSCKEPVNNVE THEGGGRFNLARAAFDVA
(43) QKG LNERQQKGLAMIL AL GKEPV VETHEGGGRFNLARAAFDVA

Section 3
(@ e 10 120 130 144
(37) SYVWERDKSMHNVMSF LGV SDS QGKML FS LCKKLADANMARP EP-AQGK
(97) SYVWERDKSMHNVMSF LGV SDSKGKHL FS L GKKLADAMAKP EP GKDNS
(37) SYVWERDKSMHNVMSFLGVSDS GKMLFSLGKKLADAMAKPEP

Sedtion 4
(145) 145 150 160 170 180 192
(144) PNCEAHHARFS SNLEKLNKLMNDEAD QRINEIRQSNTD RVRRPT PGP SW
(145) BATNARHARFS SNLELNKLMNDETD QUFNKIRQSNGD RVRRPMPEPFW
(145) D A HAFFSSNLKLNKLMNDI DQL N IRQSN DRVRRP P P W

Sedion S
(193) 193 200 210 220 230 240

(192) RPESAQQQAHPQTPPRTRPQANSTPPPP- - - ——mmmmmmmmmmm o
(193) RPYGAQQQARPQTPPCTRPQANSAP PPPPRAEP RPASGRPD GAQQQAR
(193) RP  AQQQA PQTPP TRPQANS PPPP

Section 6
(241) 231 250 260 270 28
(B20) e e e e e D S e
Ez«g PETPPRTRPQANSTPPPPPKAEPRPASGRPDGAQQQARPETPPRTRPQ
241

Section 7
(289) 289 200 310 320 6
) T e
Ezssg ANSTPPPPPKAEPRPASGRPDGAQQQARPETPPRTRPQANSAPPPPPK
289

Section 8
(337) BT 250 360 370 =34
Q) e e e e e e e e e e e e e KAKPNAGHERP
(337) AEPRPASGRPDGTQQQARPETP PRTRPQANSAP PP PPRAEPSACEE RP
(337) KA P AGAERP

Secticn 9
(385) 85 390 410 432
(231) STQRPHNT PAADAS snsnAxspvxpmecx.mbLsavxr
(385) STARPNNTSAADAS ARVGD SAPAKP PVKPLYEHLGL DL SAVEK
(385) ST RP NT AADASAKV DSAPAK PVKPLYEHLGLSDMS DLSAVK

Section 10
(433) 433 ax 450 20 a0 a30

(279) mumpmvcmuulnrm:sn*n.spunnmc‘muc!.
(433) & NHPDKNRGNEAEAAERFKVISNAYKILED PEL RKAYDNGR
(433) AYK AALKNHPDKN GNEAEA ERFKVISNAFKILSDPELRK YDNG
Section 11

(481) %1 401
(327) INEKGDEVQI-
(481) INEAGNRA- -~
(481) INE G

Figure S6. Sequence alignment of Hopl1pta11528.

Amino acid alignment of Hopllpta11528 and Hopldptopcsooo.
and conservative substitutions in green.

Identical residues are labelled in yellow
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Sedion 1
(1 10 20 30 ag
HopF1 Pta 11528 (1) ncu:cglccvsnrvsna. pvvcslv_slpsnrvco?n.rsIHox.ssxx
HopF2 Pto DC3000 (1) IGNICGESGSRHVYSPSHIQRITSAPSE-STHVGGD TLTS IHQLSHSQ
Consensus (1) MGNIC § G YsP S SA SS § VG TLTSIHQLS
Secticn 2
(49)40 96
HopF1 Pta 11528 (43) Rxlrwmppuwwws Innpnx NGYATGNPISGAIIAI
HopF2 Pto DC3000 (48) REQFLNMHDPMRVHGLDH] RTTDSRYERNDKLAGNPRSMASTL
Consensus (49) RENFL HDPMRV DT LFRTT  YIKN GNPNS ASI L
Secticn 3
(7 97 110 120 130 144
HopF1 Pta 11528 (37) HEELQES P onrmnwomnnplrmﬂsmrpsLuvmcocus
HopF2 Pto DC3000 (36) HEELRPNREASHT GAQPHEARAYVPRRIKARD LGVPS LNVNT GSLARD
Consensus (37) HEEL FAHGA P AAY PK AS L PSLNVM G A
Sedion 4
(145) 146 150 180 170 120 192
HopF1 Pta 11528 (145) ARS--DHVETKMRLGD FLPQGGRY TS AG VEALIV
HopF2 Pto DC3000 (144) DHMSDNQVSVKMERLGD FLERCCKYYAD AS SWADD CETSQALIV
Consensus (145) ATRAY VS KMRLGDFLD GGKVYAD SAMA GDS ALIV
Sedticn

(193) 193 207

HopF1 Pta 11528 (131) erxcRKvpvxIF-
HopF2 Pto DC3000 (192) TLPKGQRVPVERW--

Consensus (193) TLPKG KVPV L

Figure S7. Sequence alignment of HopF1pai1528.

Amino acid alignment of HopF1pta115028 and HOpF2piopcsooo. Identical residues are labelled in yellow
and conservative substitutions in green.
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Figure S8. Accumulation of Pto DC3000 and Pta 11528 effector proteins in N. benthamiana.

(A) Western blot showing accumulation of Pto DC3000 effector proteins in leaf tissue after A.

tumefaciens mediated transient expression in N. benthamiana for two days. A Coomassie brilliant
blue loading control is shown in the lower panel.

(B) Western blot showing accumulation of all Pta 11528 effector proteins in leaf tissue after A.

tumefaciens mediated transient expression in N. benthamiana for two days. A Coomassie brilliant
blue loading control is shown in the lower panel.
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EV Effector
opAD1 °p+AD1
HopAD1 2 ffector

EV
opM1
HopM1 +
ffector
Cell Death Blocked Cell Death Delayed

AvrPtoB

EV _ AvrPto EV HopG1

& ®

EV HopV1

EV  HopY1

@ P

EV HopK1

Figure S9. Most Pto DC3000 effectors can interfere with hopM1pipc3o0o-induced cell death.

Suppression of hopM1pipc3ooe and hopAD 1epesooo induced cell death by Pto DC3000 effectors. The
effector hopM1piopcsooo OF hOpAD1pipcsoon Was co-expressed in N. benthamiana leaves with each
effector in the Pto DC3000 repertoire, or an EV control, as depicted in the upper schematic diagram.
Each of the two A. tumefaciens strains containing the respective effector gene or an EV control were
prepared at ODgyp=0.5 then mixed in equal volumes. Cell death induced by the effectors was scored 6
days after infiltration. Similar results were obtained in two independent experiments.
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Pta 11528
AvrPtoB

opAD
Pto DC3000 °p+AD1
HOpAD1 VI'PtOB

Pto DC3000
HopMH1

Pta 11528
AvrPtoB

Pto DC3000
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Figure S10. Pta 11528 AvrPtoB can interfere with hopAD1pipc3000 OF hopM1ptopcsono-induced
cell death.

Suppression of hopM1pipcsooo and hopAD1piopesooo induced cell death by the Pta 11528 effector
AvrPtoB. The effector hopM1piopcsooo OF hOPAD 1piopcaooo Was co-expressed in N. benthamiana leaves
with avrPtoBpia11528 OF an EV control, as depicted in the upper schematic diagram. Each of the two A.
tumefaciens strains containing the respective effector gene or an EV control were prepared at
ODg00=0.5 then mixed in equal volumes. Cell death induced by the effectors was scored 6 days after
infiltration. Similar results were obtained in two independent experiments.
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Figure S11. Pto DC3000 effectors cannot collectively suppress the induction of the
hypersensitive response (HR) triggered upon recognition of AvrPtopwpcsoe and/or
AvrPtoBpeipcsogo in transgenic N. benthamiana plants expressing the tomato Pto and Prf genes
(N. benthamiana R411A).

Transgenic N. benthamiana plants were infiltrated with a high dose (5x10" cfu/ml) of Pto DC3000
(DC3000), Pto DC3000 hrcC (hrcC), Pto DC3000AavrPto (AavrPto), Pto DC3000AavrPtoB
(AavrPtoB) and Pto DC3000AavrPtoAavrPtoB (AavrPto AavrPtoB). The HR was visible 24-48 h
after infiltration, and photographed at 3 days post infiltration. Similar results were obtained in two
independent experiments.
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