Table S2

List of RXLR effector candidates used in this study. PexRD, PexRD family members (nr), Agrobacterium tumefaciens clones, known
genes, the Phytopthora infestans strain and amino acid sequences are presented. PexRD and A. tumefaciens clones correspond to

Table 2.

PexRD

A. tum clone

Known gene

P.i strain

Sequence (without signal peptide)

RD1

RD2

RD6

RD7

—_

195-2

41-10

39-6

Avr3a-Kl

Avr3a-El

Pex147-2

Pex147-3

IpiO1-K143N

Ipi02 '

IpiO4 2

Avr3a®

Avr3a-K80E *

Avr3a paralogue ®

Avr3a paralogue ®

88069

88069

88069

88069

Cus

88069

88069 *

88069

88069

LSAHRAQIMNVATSDLISPIESTVQODDNCDRQLRGFYATENTDPVNNQDTAHEDGEERVNVA
TVLGKGDEAWDDALMRLAYQHWFDGGKTSDGMRLIMDLPAKGEALRHPNWGKYIKYLEFVKE
KKKEAADAAAVAALKRRRTYRGWYVDGKTEKDVRKIFGLPATGKAKNHPNWADFQEYLNVVR

EYSKVVFK*
LSTTTGVQAANLVGPAQRLLRKHYTAAENDDDSEARALNTEKMKTMLKAGMTVDDYAAKLKL

TDKIAAAANSARAMEKLGETLKMKKLLRYLNYVAEHTAV*
VSSNLNTAVNYASTSKIRFLSTEYNADEKRSLRGDYNNEVTKEPNTSDEERAFSISKSAEYV
KMVLYGFKLGFSPRTQSKTVLRYEDKLFTALYKSGETPRSLRTKHLDKASASVFFNRFKNWY
DKNVGPS*
VSSNLNTAVNYASTSKIRFLSTEYNADEKRSLRGDYNNEVTKEPNTSDEERAFSISKSAEYV
KMVLYGFKLGFSPRTQSKTVLRYEDKLFTALYKLGETPISLRTKHLDKASGSVFFNRFKNWY
DKNVGPS*
TAGNDASTSKIRFLSTEYNADEKRSLRGDYNNEVTKEPNTADEERAFSISNSVEKVKLGLYA
LKIAFSPRTQSKTVLRYEDKLFTYLHKSGETPASYKNKHPDKASAGVFFNRFKNWYDKNVGP
S*
IDQTKVLVYGTPAHYIHDSAGRRLLRKNEENEETSEERAPNFNLANLNEEMFNVAALTKRAD
AKKLAKQLMGNDKLADAAYIWWQHNRVTLDQIDTFLKLASKTQGAKYNQIYNSYMMHLGLTG
Y*
IDQTKVLVYGTPAHYIHDSAGRRLLRKNEENEETSEERAPNFNLANLNEEMFNVAALTERAD
AKKLAKQLMGNDKLADAAYMWWQHNRVTLDQIDTFLKLASKTQGAKYNQIYNSYMMHLGLTG
Y*
IDQTKVLMYGSPAHYIHDSAGRRLLRKNEESEETSEERAPNFNLATLNEEMFDVAALTKKAD
AKKLAKQLMGNGKLADAAYIWWQHKRLTLDQIDAFLKLASSKTQGARYNRIYNSCYMMHLGL
TGF*
IDQTKVLMYGTPAHYIHDSAGRRFLRKNEENEETSEERAPNFNLANLNEEIFNVAALTKKAD
AKKLAKQLMGNDKMAKAAYVWWQHNGVTPSQIDTFLKLASGKTQGARYNEIYNSYLMHLGLT
AY*



RD8

RD9

RD10
RD11

RD12

RD13

RD14

1 95-1
1 217-3
1 96-1
1 21-1
2 43-1
101-2
2 103-2
1 98-3
2 98-4
1 99-1
2 99-4
3 99-5

88069

IPO-0

88069
88069

Cu9
88069

Ccu2

88069

88069

88069

88069

88069

AAEASEPMPNIAKYASPEVSVHLGAEREKRLLRFDSNDYRDDDDEEERANAANLFNVDKLTV
YVNKAQKRTANNVSGSLLNYFKRLEAYGYSPVKLGNRIPDEEYDNLRMLYRSWYYHNK*
GEASAAVVLATSPPAATAVPSASPASTSRSGRNLRQKMVDELKNVKLRKSPAGKDKNSTRGT
PPPLELNEDVDDEEDDVVQDPQAAGKAKGCSICERSFTVFRAKHTCKICAQKICDDCSKNRM
KLNRRLERKKGSRLCDPCARSYIHADNGSGEDTFPDSSPTLMSIHSEDTMTHKQGDSNGLSR
RHSVPAKTLSSLIRNKDKTSVSNVSTAIQVNNAGSSKMOQATTRTQVKRIVHLSHLRTRHWMS
LLATAVLVTLRVIYYNRRIGVEGSAVPSDTASPSSFVERALDNLLSMRTLGTYLLGLVLFDE
LSRPKGSKIQVKRQHKKRRRRRSSGQQORERTKSSLSDTSVASKRHAVDSSAPPSPQTSQDDD
LEVTLIEQNHEEEGFTLDKLVGALDEGARARAPDGNLGLGCFMATCNVICGFLGVFGRATSF
AGSTVGAYFTSIEHNLEAWPVPSSSNTWKEQSVRSVIEHEVVLGVADVGGKKKPSCSRCLLR
LLWFVQFVEACVRLTLIESTEDNCYNGASKAYEETLGKRHPWLVRKGVNTALGSIPTRSHIL
NELHTGDGDVMELLTKAHAQLVIVITELKAVFEEHALTDLK*

QPTTTESVAVPDVVYSRYTAEIAGDFVSKRKLRADKAADQVVSTEERGVTGFYPVPRRLN*

LPADAGKVIHENGADTRIPTHVHDQRLLRRVRNDEGELTEERTGGLLDKIKSVVKKITPEKA
VITKFKEKDITNPEWLKITIKHKVREAKGQGYK*
LPADAGKVIHENGADTRIPTHVHDQRLLRRVRNDEGELTEERTGGLLDKK*
LTTTVADTAQTATSILTPVLAGEPNKHVTTRSLRTHPIADSDDGEERLLNGMTDFVKYHAGK
MNPEQLYKYLKLOGRGQEAYKHKNYASYIKKSKKWWKNQ*
LTTTVADTAQTATSILTPVLAGEPNKHVTTRSLRTHPIADSDDGEERLLNGMTDFVKYHAGK
MNPEQLYKYLKLOGRGQEAYKHKNYASYIKKSKKWWKNQ*
NEATDIMRRQLRVGKAVASLFENQHQSTRELEEKIMQODEDNKPNEVQADTTKFRVRRLRSPN
YVELIERRGPLKEARAIR
NEATDIMRRQLRVGKAVASLFENQHQSTRELEEKIMODEDNKPNEVQADTTKFRVRRLRSPN
YVELIE*
AALGPPKSSEGTHETASLLRLNAVPQPVETGNQEERTINFASIKKIVPGTSAFKNAQALKAS
OKAALKAQDAAKRKAAVDKWFKQFESDEFLFTAAFPSWVRKKMHPDKVREYFASLGKSGDDV
SMIVKRYDNYRQTIPTKK*
AALGPPKSSEGTHETARLLRLNAVPQPVETGNQEERTINFASIKKIVPGTSAFKNAQALKAS
OKAALKAQDAAKRKAAVDKWFKQFESDEFLFTAAFPSWVRKKMHPDKVREYFASLGKSGDDV
SMIVKRYDNYRQTIPTKK*
AALGPPKSSEGTHETARLLRLNAVPQPVETGNQEERTINFASIKKIVPGTSAFKNAQALKAS
OKAALKAQDAAKRKAAVDKWFKQFGSDEFLFTAALPSWAGKKMHPDKVREYFASLGKSGDDV
SMIVKRYDNYRQTIPTKK*



RD16

RD17

RD21

RD22

59-1

56-2

MKB-4

MKA-1

64-2

68-2

66-1

88069

Cu6

88069

90128

88069

88069

Cu9

AVAETSNDINTMNNNQEFARSLRNTEERSIAAILAEAGEEDRAAWRINYRAWYKAKLTPTQV
KTVLGVSQAEMNNVAKQLORLYLGYYSFYTAMEKKKEEKKRLATP *
AVAETSNDINTMNNNQEFARSLRSNTEERSIAAIFAEAGEEDRAAWRINYRAWYKAKLTPTQ
VKTVLGVSQAEMNNVAKQLORLYLGYYSFYTAMEKKKEEKKRLATP*
KKQORTRVLRKQLTNLRFDLSVAEIEAETERILAQMKRVDDEIAALSPSAVTFESTAQKIID
LDHEMLSRVTNVTFLGQVAADKETRDACTKADEVIEDFSVQRSMRADVYKAVNTLYKSAAYQ
KLNTVTQRYVHRLVQDFERNGLOQLPGEKQKEVQAWKQKLSKLGIQFQONLSEETIEVQFLHD
ELKGLSNDFIAALEKGDDGKYKIALSYPTVFPILNTCTVESTRKAVEYAFNRRCISTNVAIL
EEMLEIRHKVALALGYENHAAYVLEQRMAETPANVKKFLSDLDNKLVPLAKKDLDDLLKLKE
ADCEQNEWKFDGKINMWDFRFYMDQYVKKHCSIDSEKLREYFPLTHVTTELLSMYQELLSLK
FVEISQPHVWHKDVRMFAVYDARPGKAGNLVGHFYLDLFPRAGKYGHAACFTLQQSCINSAG
VREYPAAAMVANFNAPTKSKPSLLGHQEVVTYFHEFGHVMHCLCSEVDIPRFAGTRVERDFV
EAPSQMLENWCWEKEPLOQRLSSHYETGEKLSDDLITRLISTKNVNTGLLNKRQLLFAIFDQT
IHSKPKANTAQLLKQLOQTEIMLIDMTPETNFAGSFGHLAGGYDAQYYGYMWSEVFSMDMFVS
RFKKEGLMNPKTGLAYRELILARGGSVDASVMLKDFLGRAPNQDAFLLSKLMPRV

KKQORTRVLRKOQLTNLRFDLSVAEIEAETERILAQMKRVDDEIAALSPSAVTFENTAQKIID
LDHEMLSRVTNVTFLGQVAADKETRDACTKADEVIEDFSVQORSMRADVYKAVNTLYKSAAYQ
KLNTVTQRYVHRLVQDFERNGLOQLPGEKQKEVQAWKQKLSKLGIQFQONLSEETIEVQFLRD
ELKGLSNDFIAALEKGDDGKYKIALSYPTVFPILNTCTVESTRKAVEYAFNRRCISTNVAIL
EEMLEIRHKVALALGYENHAAYVLEQRMAETPANVKKFLSDLDNKLVPLAKKDLDDLLKLKE
ADCEQNEWKFDGKINMWDFRFYMDQYVKKHCSIDSEKLREYFPLTHVTTELLSMYQELLSLK
FVEISQPHVWHKDVRMFAVYDARPGKVGNLVGHFYLDLFPRAGKYGHAACFTLQQSCINSAG
VREYPAAAMVANFNAPTKSKPSLLGHQEVVTYFHEFGHVMHCLCSEVDIPRFAGTRVERDFV
EAPSQMLENWCWEKEPLOQRLSSHYETGEKLSDDLITRLISTKNVNTGLLNKROQLLFAIFDQT
IHSKPKANTAQLLKQLOQTEIMLIDMTPETNFAGSFGHLAGGYDAQYYGYMWSEVFSMDMFVS
RFKKEGLMNPKTGLAYRELILARGGSVDASVMLKDFLGRAPNQDAFLLSKGLKVDASSSFEL
KL*
IPVIKEANQAMLANGPLPSIVNTEGGRLLRGVKKRTAEREVQEERMSGAKLSEKGKQFLKWF
FRGSDTRVKGRSWR*
TEVTRTALANSVQTKTSTISLYSPTTESYRFLRARKNEDASDEERGISNVARIKEKIFKLKM
KIAMPSIKKVLAGVVGDLFK*
TEVTRTALANSVQTKTSTISLYNPTTENYRFLRARKNEDAADEERGLSNVARIKEKIFKLKM
KIAMPSIKKVLAGVVGDLFK*



RD24

RD26

RD27

RD28

RD31

RD36

RD39/40

113-1

116-1

119-1

118-1

143-2

176-2

120-1

45-1

45-10
169-4

170-1

89-2

89-9

89-7

88069

CU5

88069

90128

IPO-0

88069

88069

88069

88069
88069

88069

88069

88069

88069

VSTEANGQVALSTSKGQLAGERAEEENSIVRSLRAVETSEDEEERDLLGLFAKSKLKKMMKS
ESFKLKRFGEWDDFTVGYIREKLKNKYPDLLLNYLNVYKKAGNEIVRHANNPNKVTFSNKVR
ARIYKTNS*
VSTEANGQVALSTSKGQLVSERAEEENSIVRSLRAVETSEDEEERDLLGLFAKSKLKKMMKS
ESFKLKRFGEWDDFTVGYIREKLKNKYPDLLLNYLNVHKKAGDEIVRHAHNPNKVTFSNKVQ
ARIYNPNS*
TSPKPKDLIQRRSGRVLRADATYNQATNAVDEERASIPELISKLGKSMPKWFGDKYLATRLR
LKAVOMNLDNVVEKLVKEGVDPNRAYKVLKLKKDSNQFVGMHETGEYKLWHKLVTAYQKKYP
KWVNLYA*
TSPKPKDLIQRRSGRVLRADATYNQATNAVDEERASIPELISKLGKSVPKWFGDKYLATRLR
LKAVOMNLDNVVEKLVKEGVDPNRAYKVVKLKKDSNQFVCMHETGEYKLWHKLVTAYQKKYP
KWVNLYA*
SDONSNVASITSQVORLLRTHHATIKVNADSEERFLTEPPLTTDEMMAMMKAGKSKNAYAFE
LGIAGOMADFINSGLPDIETFKKTPEFQKYEFYMNFLNDMRKDDDYKPLVEMIKKNKGETEA
FKTLLVKVEDNVSKKKASPSAIVKLDPLNREQATIVEKIELALKKNQALNKNKASLETIEHTV
RMAAKSKPSTWKIFKIIPRLKKLKLKR*
ESTVVINLRASGEERAYAFVDKIKSLFSRPGISQKVESLOKNPAMVKNLEKAALSQKGSSKV
RDWFMHMYNNSSKRDRFFILATLVMFPIGVWAVVTNYRR*
ROTAANIMYPVLDGEQNVLGKRSLRTDHMRVSTVEDQEGDEERIFRRFTDWIKYLFNKMNPK
OLHTYLGLDGXGETAYKHKNYPIYLMKSKK*
ACAKSRHLRANGKDALWNYDTSGGINSIVADDEERVVNFSGIKRWLKELFKNWSQRNKKIPE
GTEYDFFTGNYQQONAQKQTRSA*
ACAKSRHLRVNGKDALWNYDTSGGINSIVADDEERVVSFSGIKRWLKELFKNWS*

FPIPDVSRPLSKTSPDTVAPRSLRIEAQEVIQSGRGDGYGGFWKNVAQSTNKIVKRPDIKIS
KLIAAAKKAKAKMTKS
FPIPDESRPLSKTSPDTVAPRSLRVEAQEVIQSGRGDGYGGFWKNVVQSTNKIVKKPDIKIG
KLIEAAKKAKAKMTKS*
FPIPDESRPLSKTSPDTGATRSLRVEAQEVIQSGRGDGYGGFWKNVFPSTSKIIKKPDIKIS
KLIAAAKKAKAKMTKS*
SRPLSKTSPDTVATRSLRVEAQEVIQSGRGDGYGGFWKNIIPSTNKIIKKPDIKISKLIEAA
KKAKKK
FPIPDVSRPLSKTSPDTVATRSLRVEAQEVIQSGRGDGYGGFWKNVFPSTNKIIKKPDIKIS
KLIAAAKKAKAKMTKS*



RD41 91-3 88069 AFLNPDETRLLSDTFTKRSLRVAGQEVARGDRGEEIVRVIVQSTNKIFKRPAEKDMSKLIAA
AKIAMLEKKMAKLSFVGKEAAK*
91-5 88069 ALLNPDETRLLSDTFTKRSLRVAGQEAARGEEIVRVTAQSTNKIFKRPAEKDMSKLLEAAKK
ALLEKRMAELSKVIKKPAK*
91-7 88069 AFLNPDETRLLPDTFTKRSLRVAGQEVARGDRGEEIVRVIVQSTNKIFKRPAEKDMSKLIAA
AKIAMLEKKMAKLYSSVRRQRSSL*
91-10 88069 AFPNPDETRLLSDTFTKRSLRVAGQEAARGEEIVRVTAQSTNKIFKRPAEKDMSKLLEAAKK
ALLEKRMAELSFVGKEAAK *
92-7 90128 AFPNPDETRLLSDTFTKRSLRVAGQEAARGEEIVRVTAQSTNKIFKRPAEKDMSKLLEAAKK
ALLEKRMAELSKVIKKPAK*
RD45 184-2 90128 IPNHTTESQLLSKASPDPAAKRSLRNAGQQVV *
215-3 Cu4 IPNHTTESQLLSKASPDPAAKRSLRNAGQQVVQSRPTDGNGGVFKAFSGTNKLIKLPDMKIS
NVLEAAKKVKKLKEMDKLKKLIKSSK*
RD46 92-4 Cu4 ALLNPDETRLLSDTFTKRSLRVAGQEVARGDRGEEIVRVIVQSTNKIFKRPAEKDMSKLIAA
AKIAMLEKKMAKLSFVGKKAAK*
92-12 Cu4 ALPNPDETRLLPDTFTKRSLRVAGQEVARGDRGEEIVRVIVQSTNKIFKRPAEKDMSKLIAA
AKIAMLEKKMAKLSFVGKEAAK*
RD49 186-2 88069 RSATEHAQLMVSQSELDQPTRWNVADKRLLRANDGTNAAEEERGMADIATKMKTWTQSLKTH
VGSSKPFQIAAQKWRNTKVQRMIKKGISDTALFENKVTPDEFFKALRLKPGLKQSSVTNNPA
LNKYRAYKSFYESKIKTAAT*
RD50 191-1 88069 SDSEKAAKISNDQVLSGRQLIDTVAKDNKKRLPRAYKDAEDDSEDSKNVKPTADSKHADESE
DSEDSQEERFSLIQTSNQPRYYWWFQHHMTPLDVRRDLELTADTINPIKRSVYTGYVDYYED
HCSYYENRKEEFCKAEDF *
191-6 88069 SDSEKAAKISNDQVPSGRQLIDTVAKDNKKRLLRAYKDAEDDSEDSKNVKPTADSKHADESE
DSEDSQEERFSLIQTSNQPRYYWWFQHHMTPLDVRRNLELTADTINPIKRSVYTGYVDYYED
HCSYYENRKEEFCKAEDF *
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