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Notes S1: Amino acid sequences and the location of each predicted functional domain of the

TaNPRI1 proteins in Fig. 1b, c.

NPR1-like proteins on group 3 chromosomes

>G105400 Chr.3AS (400 aa)
MORHLLDFLDNVEVDNLPLILSVANLCNKSCVKLFERCLEIVVRSNLDMITLEKALPEDVIKQT
IDSRITLGLASPEDNGEFPNKHVRRILKALDSDDVELVRMLLTEGQTNLDDAFALHYAVEHCDSK
ITTELLDIALADVNLRNPRGYTVLHIAARRRDPKIVVSLLTKGARPSDITFDGRKAVQIAKRLT
KHGDYFGNTEEGKPSPNDKLCIEILEQAERRDPOQLGEASVSLALAGDCLRGKLLYLENRVALAR
IMFPIEARVAMDIAQVDGTLEFTLGPSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVEVG
KRFFPRCSNKLDKIMDDEPELASLGRDASSERRRRFHDLODALLKAFSEDKEEFNKTTTLSSSS
SSTSTVARNLTGRPRR

46-90:DUF3420 unknown domain

89-192: Ankyrin repeats (3 copies)

189-387: NPR1-1like-C terminal

>G123800 Chr.3B (633 aa)
MEAPSSHVTASFSDCDDSVSMEDAAPDADVEALRRLSDNLAAAFRSPDDFAFLADALVAVPGAP
DLRVHRCVLSARSPFLRALFKRRAAAAGSSGGVEGNRLELRELLGDEVEVRYEALELVLDYLYS
GRVRDLPKSACACVDEGGCAHVGCHPAVSFMAQVLFAASTFQVGELANLFQESMYSTFEFPPDIIG
KHVHHLSPDNSQHRESATESIVLLFHVFEKRVLTHVMPFEFSMORHLLDFLDKVEVDNLPLILSV
ANLCNKSCVKLFERCMEMVVRSNLDMITLEKALPQDVIKQITDLRITLGLASPEDNGFEFPNKHVR
RILRALDSDDVELVRMLLTEGOQTNLDDAFALHYAVEHCDSKITTELLDIALADVNLRNPRGYTV
LHIAAKRRDPKIVVSLLTKGARPSDFTFDGRKAVQISKRLTKHGDYFGNTEEGKPSPNDKLCIE
ILEQAERRDPQLGEASLSLALAGDCLRGKLLYLENRVALARIMFPIEARVAMDIAQVDGTLEFRT
LGSSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVELGKRFFPRCSNVLDKIMDDEPELAS
LGRDASSERKRRFHDLODTLLKAFSEDKEEFNRTTTLSSSSSSTSTVARNLAGRTRR

45-185: BTB domain

279-323: DUF3420 unknown domain
322-411: Ankyrin repeat
422-620: NPR1-1like-C

>G107500 Chr.3D-1(704 aa)



MEAPSSHVTASFSDCDDSVSMGDAAPDADVEALRRLSDNLAAAFRSPDDFAFLADALVAVPGAP
DLRVHRCVLSARSPFLRALFKRRAAAAAATGSSGGAEGNRVELRELLGEEVEVGYEALELVLDY
LYSGRVRDLPKSACACVDVDGCAHVGCHPAVSFMAQVLFAASTFQVGELASLFQVRLPPPLLHH
DAFLVSDIYGACWEYIFARTFLCSDSKESMYSTFPPDTIGKHVHHLSSDNSQHRESATILYRYL
NLCISDAEAGDELRVYHIMITPVGLLLVTVFCRCIDKPVLTHGMPFFSMORHLLDFLDKVEVDN
LPLVLSVANLCNKSCVKLFERCLEMVVQSDLDMITLEKALPOQDVIKQITDSRITLGLASPEDNG
FPNKHVRRILRALDSDDVELVRMLLTEGOTNLDDAFALHYAVEHCDSKITTELLDIALADVNLR
NPRGYTVLHIAAKRRDPKIVVSLLTKGARPSDLTFDGRKAVQISKRLTKHGDYFGNTEEGKPSP
NDKLCIETILEQAERRDPOQFGEASVSLALAGDCLRGMLLYLENRVALARIMFPIEARVAMDIAQV
DGTLEFTLGYGTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTVELGKREFFPRCSNVLDKIMD
DEPELASLGTDACSERKRRFHDLODTLLKAFSEDKEEFNRTTTLSSSSSSTSTVARNLAGRTRR

45-185:BTB domain

350-394:DUF3420 unknown domain

395-481:Ankyrin repeat

691-727:NPR1-1ike C
>G117002LC Chr.3D-2(902aa)
MVATRPLAERDAMEFVAIDAAAEELDNETEDVISSTSATIPPPPFAPLRHDDEDTASMYTAVYNE
EKYNIGGTPPLEFQEGHHQRLAGPHSRYAGMIWMAGSRIIVCGDYHGSSQLDWHTCYKITEGI
CNGLHYLHEQIDKSVLHLDLKPANVLLDNNLAPKLTDFGLSKLLDQYQTMFTPNRFGTLGYMA
PEYIDEGTITPKTDIFSEFGVIIMELITGHRDYPSVAGTSSDGFIELALKKWRNTLEKAQGYTK
TEVDCQQIKRCIQIGLICVNPECSKRPTTAKIIKMLKGLEISDCRISNEATSSAHQTSNGVSE
QGKPHPKNTLCIEISEEADROQDLALVSLATAGDCLCGNLKLLYLKNGEHISPQASTIVRIVVPG
SPAGTELHVDPYMLSMRSPYLRATFARHNNHYGASGGSAEGNRMDLOEFLGKEVKVEYDALLL
VLLYLYSGRVGDLPESAYICADENGCAHLGCHPTVSFKVQVLEVAFTFQVPELTSLEFQVCISL
SLLPMRDLFDVLHKVEVDNLPLTLSVANLCKKSCRKLLERCLEMVVQSNLDMITLEKVLPPDV
VKQITDLRLSFGLASSEDMGFPNKHVRRITLRALDSNDVELVRILIKKGQTNLDDAFALHYAVE
HCDSKITTELLDIALADVSLRNPRGYTVLHIAARRKDPKIIVSLLTKGARPSDFTLDGRKAVQ
ISKRLTKHGDYFGSTEAGKPSPKDKLCIKILEQAERRDPQLGEASVSLALAGDCLLGKLLYLE
NRVALARIMFPIEARVAMDIAQVDGTLEFTLGSSTNPPLEITTVDLNDTSFKMKEEHLARMRA
LSKTDKLNSANVSSRAVQLYWTSSWMMNLSWLHSEEMHLPRFHDLODTLLKVEFSEDKEEFART
TALSSSSSSTSLSKEFDRSA
1-290: Protein Kinase domain
370-451: BTB domain
620-695: Ankyrin repeat
654-679: Ankyrin repeat
696-891: NPRl1-like C

>G158300LC Chr.3B 96831605-96839117 (932 aa)

MPAMASSSKALWGSLSTEQKLACRVALQDADELAPPPLPVDITLGQARAHYTDMRGKSRRRHS
GRRHRTKGTTYGSSTSTDSRRKKSQSLRDPPRVMVATRPLAERDAMEFVAIDAAAEELDNETED
VISSTSATIPPPPFAPLRHDDEDTASMYTAVYNEEKYNIGGTPPLEFQEGHHQRLAGPHSRYAG
MIWMAGSRIIVCGDYHGSSQLDWHTCYKIIEGICNGLHYLHEQIDKSVLHLDLKPANVLLDNN
LAPKLTDFGLSKLLDQYQTMEFTPNRFGTLGYMAPEYIDEGTITPKTDIFSFGVIIMELITGHR
DYPSVAGTSSDGFIELALKKWRNTLEKAQGYTKIEVDCQQIKRCIQIGLICVNPECSKRPTTA
KITIKMLKGLEISDCRISNEATSSAHQTSNGVSEQGKPHPKNTLCIEISEEADRODLALVSLAT



AGDCLCGNLKLLYLKNGEHISPQASIVRIVVPGSPAGTELHVDPYMLSMRSPYLRATFARHNN
HYGASGGSAEGNRMDLOEFLGKEVKVEYDALLLVLLYLYSGRVGDLPESAYICADENGCAHLG
CHPTVSFKVQVLEFVAFTFQVPELTSLFQVCISLSLLPMRDLFDVLHKVEVDNLPLILSVANLC
KKSCRKLLERCLEMVVQSNLDMITLEKVLPPDVVKQITDLRLSEFGLASSEDMGEPNKHVRRIL
RALDSNDVELVRILIKKGQTNLDDAFALHYAVEHCDSKITTELLDIALADVSLRNPRGYTVLH
ITAARRKDPKITIVSLLTKGARPSDFTLDGRKAVQISKRLTKHGDYFGSTEAGKPSPKDKLCIKT
LEQAERRDPQLGEASVSLALAGDCLLGKLLYLENRVALARIMFPIEARVAMDIAQVDGTLEFET
LGSSTNPPLEITTVDLNDTSFKMKEEHLARMRALSKTDKVEILDFIPESC

197-384: Protein Kinase

649-692:Unknown function domain DUF3420
693-781:Ankyrin repeat

792-924: NPR1-1like C termina

>Chr.3A 69307893-69310005 (the gene has not been predicted by
IWGSC) (125 aa) (The DNA sequence corresponding to the Kinase
region of the 3B and 3D Kinase fused NPR1 gene was used to as a
query to search the IWGSC, and no homologs found on 3A)
MRGLRLIFGWAGVSEFYVADVRTPAKPPRLLLFCGTSDIRAHLRTNGYRIGWHNASGQLV
ASARILFPIEARTIAMNIAQVDGALEFTLGSSTNPPPAITTVDLNYTPFKLKDVHLARMRA
LSONI

1-132: NPR1-like C termina

NPR1l-like proteins on group 7 and 4A chromosomes
>G023600LC+G023700LC+G021800 Chr.7A (1,437 aa)
MGRSPSSTGVAGVKKGPWITVEEDILLINYFQRHGNGGNWRTLPQCAGLNRSGKSCRLRWTNYL
RPNIKRGTFTDDEEKTITHLHSTIHGNKWSATIATHLPGRTGNEIKNYWNTNLRKKLLOMGINPV
THRHTDLSMLKGLPGLHAAAPGNSLSSGVSMGTRAQPHTNAASFAGSSSDMNTLGIKDKAASE
AGSSSSDMTTLGVKDEAASFTGSHSDMKPPRIKDKAASEFTGNYSKMKPFRIKDEALSFTGSYS
DMNSLRIKDEATSEFTGSYSDIKSVSLODETTSETGSYSATGTGWDMNALSGLOADPDKEQLLO
DHCWVISASLGAMRALVEKLDMLLLAYSSPQECSSKRVKDGMHLLKDDLEEISSYLDELLEVE
DPPPMAMCWMNEARELSYDMEDYIDSLLLCVPPDHENKNKKRKKNKKKI IKKRLKWHRQITY I
AQVSEHGVRTSKRIHVTVVPPLPKKSKIAETISEFRIYVQEATERHDRYLIVIDDLWDASAWD
ITKCAFPKGSHGSRITITTQIEDVALTCCCDHWEHVFEMKPLDDDHSRKLEFFNRLEGSESDCP
EEFKQVSNEIVDICGGLPLATINIASHLANQOTGLALDLLAYMCDSLRSHSWSSSTLERTRKV
LNLSYNNLPOQHLKTCLLYFHMYPEGSIIWKDDLVKOQWVAEGEFVATGKGKEQDKETTEKTAGIY
FDALVDRRFIQPLYINYNNKVRRLSLTFGDAKYAKTPENITRSQVRSLRFFGLEFKCMPCVRDF
KVLRVLNLQLSGHCGAHDPIDLTGISELFQLRYLKITSDICIKLPNSIRGLOQCLKTLDLMDAT
RVTAVPWDIIHLPHLLHLTLPVDTNLLDWIGSMTDSVISLWSLGKLNYLODLHLNMSCIPSLL
GVEALAHLIGGHGNLKTIVMSHGSSVIPGASKATIISWDDLEPLPLLORFECSPHSCITEFSRIP
KWIKELSHLCILKIAVVELQISWVDILRGLPALTALSLYVRRAPIERIIEFNKADGESVLKYFK
LTCTSGIACLKFEAQAMPNLWKLKLGEFNATPRMDOQHQLIRIEHMPNLKGISVKFGGVAAHIEY
ARSVVTSHPRNPTINMOLVNEFCSNCDGSTKONLLTNWAVKSRAAASAPMEDPPSHETTTESSS
DGIFMADMNLEALCRLSDNLAAVERSPDVFAFLVDMHIVVPDAPDLPVLFAASTFQIAKLTNL
FOEKGKWRLLDVLDDVEVDNLPLILSLVANLCNKSCMKLLERCLEMVVRSNLDMITLEKALPP
DITKQIADSRLSLGLVSAEDKGFPNKHVRRILOALDSNDAEVATILHQEGQTNLDDAFALHYA



VEHCDSKITTEILDITLADVNHRNPRGSLMKILFPIEATVAMETPQVNVQLGKRFFPCCSNVL
KKIMDDESELDSIGRDTSTERKRRFHELODLLOKAFSEDKESSSLTSLRFET

15-63:HTH myb-type DNA binding motif

69-114:HTH myb-type DNA binding motif

525-814 :NB-ARC domain

1085-1154:BTB domain

1248-1292: DUF3420 unknown domain

1315-1390:Ankyrin repeats

Green-color letters are the locations of the mutations in the
mutants of CdA52°E, CdM3571, and Cdl1224R, Red-color letters are the
locations of the mutations in A1S5736L gnd A1R8050
>G703400LC+G470500 Chr.4A (1,314 aa)
MGRSPSCGSEAPVKKGPWTEEEDRLLVDYIKLHGTGGNWRTI PKRAGLNRCGKSCRLRWTNYL
HPDIKRGPFTDDEEKTTIHLHSMLGNKYVYCSLLLLLYTIYLSTIFFSNSGASYSVAADDLSL
KQVVGDCNPSAGKDROQFYQELLEHEPAQEATPHGHRPHHAQPARRPQPAYRAPQSPRHRRRPQ
MGRSPSCGSEAPVKKGPWTEEEDRLLVDYIKLHGTGGNWRT I PKRAGLNRCGKSCRLRWTNYL
HPDIKRGPFTDDEEKTTIHLHSMLGNKYVYCSLLLLLYTIYLSTIFFSNSGASYSVAADDLSL
KQVVGDCNPSAGKDROQFYQELLEHEPAQEATPHGHRPHHAQPARRPQPAYRAPQSPRHRRRPQ
MKPLDEDHSRKLFFNRLFGSGSDCPEEFKQVSNEIVDVCGGLPLATINIATHLANQQKAVSLD
FLTYIRDSLRSQSWSSSASERTRQVLNLSYNDLPHHLKTCLLYLHMYPEGSIVWKDDLVKQWV
AEAFINTRKGKGKDONWMEKAAGIYFDELVDRRFIQPLNINYNNKVLSCTVHEVVRDLLAHKS
VVVDYNRKNISLSHKARRLSLLFANASYAKTPVNITKAQVRSLNFVGLFECMPCIGEFKVLRV
LNLQOLSGHCGDHDPIDLTGISELFQLRYLKITSDVCIKLPNOMRKLOQCLETLDIIDAPRVTAI
PWDIIYLPHLLHLTLPVDTNLLDWIGSMTGSIISLWSLGNLNYLODLYLTISSTHPSGHPEKN
MEALGSLLGGHGNLKIIVVSHGPLVMRAYRSMLSVQSPFLDAVFARRAAEGEDDPLDLRELLG
EEVEVGYEALQLVLEYLYTGRIRDLPKSACVCADVDGCAHVGCLPAISFMAQVIFAASIFEVA
VLTNHFQVRLFLLLSVAMISSYHLFIMPAGMHIGKRKGNCSKHGNDVLPVLENKNLFEAVWRG
ADMRLLLDVLDDVEVDNLPLILSVANLCNKSCMHLLERCLEMVVRSNLDMITLEKALPPDVIK
QITDSRISLGLISPKDNGEFPNKHVRRIFGALDSYDVELVRLLLYEGOQTNLDDAFALHYAVEHC
DPKITTELLDLELADVNRRNQRGYTVLHIAARRRNPKILVSVLTKGARPSDLTEDGRKAIQIS
KRLTKHGDYFGITEEGKPSPEYSLCIEILEQAERRGPQLGEASVSLAIAGDCQRGTLLHLENR
VTLMRIMFPTEARVAMDIAQVDCTLELTLDSEAKPPSEKEVATIDLNETRFOMNDEHLARMSA
LFKTDKIMNDEPELASLORDTSTERNRREFGDMHDTLOQKAFSEDKGSSSFDKSGS

15-63:HTH myb-type DNA binding motif

204-252: HTH myb-type DNA binding motif

369-514:NB-ARC

768-841:BTB domain

992-1036:DUF3420 unknown function domain

1035-1123:Ankyrin repeats

1135-1314:NPR1-1ike-C

>G023000LC+G019000 Chr.7D (1,351 aa)
MGRSPSCSSEPPLKKGPWTEEEDRLLVDY IKLHGTGGNWRTIPKRAGLNRCGKSCRLRWTNYL
HPDIKRGPFTDEEEKTTIHLHSMLGNKWSATATHLPGRTGNFIKNYWNTNLRKKLLHMGIDPI



THNPRTDLSQLTGLPSLPATAAAPMREFLACRYLIITIDDLWDASAWDITKYAFPNGNRGSRIT
ITTOQIEDVALTCCCDHSEHVFMMKPLDDDHSRKLEFENRLEGSGSDCPEEFKQVSNEIVDVCGG
LPLAMINIASHLANQQTAVSLDFLTYIRDSLRSQSWSSSTSERTRQVLNLSYNNLPHHLKTCL
LYLHMYPEGSIVWKDDLVKOQWVAEAFINTRKGKEKDONWMEKAAGIYFDELIDRRFIQPLNIN
YNNKVLSCTVHEVVRDLLAHKSAEENFIVVVDYNRKNISLSHKARRLSLLFATARYAKTPVNI
TKPOQVRSLNFVGLFECMPCIGEFKVLRVLNLQLSGHCGDHDPIDLTGISELFQLRYLKITSDV
CIKLPNOQMRKLOQCLETLDIIDAPRVTAIPWDIIYLPHLLHLTLPVDTNLLDWIGSMTDSIISL
WSLGNLNYLODLYLTISSTHPSGHPEKNMEALGSLLGGHGNLKIIVVSHGPSVKDIVVPGASK
VIISWDELEPLPLLORFECSPHSCVIFSRIPKWVKKLGNLCILKIAVVELOMSCVDILRGLPA
LTALSLYVRCAPAQRILFDKMAGESVLKYFKLRFTSGIPWLKFEADAMPNLWKLKLGENATIPR
MDOHOLIRIEHMPDLKEISVKEFGGIAALIEYAVKTVISNHLRNPRVHVCLVTSTSYGDESTKE
KPPTNSAVEMRAYRSVLSVRSPFLDAIFARRAAEGEGNPLDLRELLGEEVEVGYEALQLVLEY
LYTGCIRDLPKSACVCADVDGCAHVGCLPAISFMAQVIFAASTFQVAVLTNHFQVRLFLLESV
AMISSYHLFIMPAGMHIGILVLTFHDDLCVYHLRIILVESLLRLLLDVLDDVEVDNLPLILSV
ANLCNKSCMHLLERCLEMVVRSNLDMITLEKALPSDITIEQITDSRLSLGLVSPEDKGEFPNKHV
RRILRALDSDDVCLVRMLLKEGRTNLDGAFALHHAVEHCDSKVTMELLDIGLADVNHRNPRGY
TVLHVAARRRDPKILVSVLTKGARHSDLTFDGRKAVQISKRLTKHGDYFGITEEGKPSREDRL
CIKILEQAERRDPQLGEASVSLAIAGDRORGKLLYLENRVALMRIMFPTEARTIAMDIAQVDCT
LKLTLDSGAKPPPEKELATIDLNETPFHMNEEHLARMSTLSKTDKIMDDEPELAPLQRDASTE
RTRREGYLODAVQKALSEDKASEDKSGS

15-63: HTH Myb-1like DNA binding domain

69-114: HTH Myb-like DNA binding domain

146-347:NB-ARC domain

828-886:BTB domain

1031-1075:DUF3420 unknown domain

1098-1173:Ankyrin repeats

1174-1351:NPR1-1ike domain

>G021700 Chr.7A (1,107 aa)
MEAAAATAFVGRIAPKLLEFLAANHKLRONLEHDITYIQREFATLISAATQQODDDCRWRSGDHV
KRAWIQITRDLAHAIEDCIDRFMHRVTISGASTWIRQAVHRVQTVTVRKEFAKATRELKKISQ
ESSKLRETYYSANIGAGTSSSSVASSVMACETATOMVIDDTLSAGQPVGMDAPWEELLELTQQ
QOOQLKVISIVGFDGIGKTLLARCVYDTIENQYEARAWVSAAEQGVPTNVIKEILQQFAIPTN
GGGNLSKLCAILRLYLGTKRFFIVIDDMRTEFWHDIKDAFVGLSGRVLVTTATHSVANACSSS
AAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPIDKEDQLGSEALKKCDGLPLALVTTARYLQS
TGNPTHGNWATLCHNLGAHLETKEMLARMKRVLVHSYTSLVKHDVKTCLLYLGIYRSGRTVRR
GSLIRKWCAEGFIQGDYMCNALDAAKANFKELLNRSITKHTDASSKNNKDQVKTYHTHGMMLE
FILHMSKCDNFITLLYDOMAPPPPPSKIRWLSLHDASARVVNDLSLVRSLTVFGKAHDSVLDF
SKYELLRVLDLEECSNHLEDKHLREICSNLLLLRYLSLGAAHKVAVLPKEIKKLQLLETLDVR
KTKIEVLPTQVMELPCLIHLFGKFKLOQQOGVGGRKMHKLQIWFSENSKLETVAGFVVDSNKSQG
FAQFMEHMKHLTKVKIWCEQSSNNSRDPTASGSSSNTNNYTHVSKATKGFIKRSTDVKKAHSL
SLHCNDKWEFQODLLVNLSLEKEEASSCYLSSLKLQGGNICSLPPFVTMLGGLTKLCLSSPHHQL
GGDILVALSRVRCLAYLKMIASQLDNLVIVEGALGNLRQLCIVVEVMTELEVQEGALPLLESL
QLLCKDLNGFCSKMIQSLRRIKEVTLHDGVNGETKQKWKEAAKKHPRRPNLLEFVKTAEDADMG
SEPADNSESPVAQTTATTVSVITTODATISTGQSVQVDGADLOQGDEKEHAYKIDILEDFASKT



CLDPPMNTESFEQGMEGMVGLEDERMEDVTHSTDQADONVVLSVVGENRRKRARLDIGEDNSM
DKVVDRVKRKKPEDVQEPRLKARPRGRQVAVGAEDL

6-119:Rx-CC-1like domain

176-458 :NB-ARC domain

>G018900 Chr.7D (1,103 aa)
MEAAAATAFACRIAPKLLAFLATNHKLRONLEHDITYIRNEFALISAATQQODDDHRWRSRPSR
DHMQRAWVKIIRDLAHAVEDCIDRFMHRVTISGTSTWLROQAVHRVOTVTVRKEFAKAIREIKK
ISQESSKLRETYYSASIAAGTSSCSAASSSVASETTTOMAIDDTLSAGRSVGMDAPQDELLEL
TOOOOQQLKVISIVGFHGIGKTLLARRVYHRMENQYEARAWVSAAKQGVPTNVLKQILOQOLGT
PTNGGGNENKLCAVLRLYLGSKRFFIVIDDMOQTEFWHDIKDIFVGLSGRVLVTTATIQSVANAC
SSSAAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPVNKEDQLGSEALKKCDGLPLALVTTARY
LOSTGNPTRENWATLCHNLGVHLETKEMLARMKCALVHSYTSLVKHDVKTCLLYLGIYHTGRT
VRRGNLIRKWCAEGFIQGDYMCNALDAAVANFRELVNRSITIQRTDASSKNIKDQVKTYRTHGM
MLEFILHMSKCDNFITLLYDQLAPPPPPSKVRWLSLHDASARVANDLSLVRSLTVEFGKAHESV
LYFSKYELLRVLDLEECGNHLEDKHLREICNNLLLLRYLSLGAALTVTVLPKEIKKLQLLETL
DVRRTRIEILPTOQVMELPCLIHLFGKFKLOQOGVGGRKMLKLOTWCSENSKLETVAGEFVVDNNK
SQGFAQLMEHMKHLTKVKIWCQQSTNNSMDPISSGSSSSSKYTHLSEAIKGEFIKRSTDKKAHS
LSLSEFNDRWCODLLVNLSLEKEQASSCYLSSLKVQGGNICSLPPFVTMLGGLTSLCLSSPHHQ
LSGDILAALSRVRCLAYLRLIASQLGKLVIVRGALGSLRRLCIVVEVMTELEVQEGALPLLES
LOLLCKDLNGFCSIMIQSLGRIKEVTLHDGVNDETROQKWKEAAKNHPRRPKLLEVKTAEDVDM
GSEPADNSESPTVPTNDTTLPVTAPHDAISTGQSVQVDGDDLOQODDDEKEDTDKIDMLVDEVS
KTCLGTMMNKESFEQGMEGMVVGENRRKRARTVGEGNSMDKVFDRVKRKNPEDIPVKLGSRLE
VIFWSWALKEFTGDVRNLVAVGDVALIWTIWRC

6-119:Rx-CC-1like domain

179-461: NB-ARC domain

>G470600 Chr.4A (1,057 aa)
MEAAAATAFACRIAPKLLAFLAANHKLRONLEHDITYIRNEFALISAATIQQDDDHRWRSGPSR
DYMOQRAWVKIIRDLAHAVEDCIDRFMHRVTISGTSTWLROQAVHRVOQTVTVRKEFAKTIRELKK
ISQESSKLRETYYSASIAAGTSSYSAASSSVASETMTOMAKDDTLSAGRSVGMDAPQDELLEL
TOOQQQQLKVISIVGFHGIGKTLLARRVYHTIENQYQARAWVSAAEQGFPTNVLKQILQQLGI
PSNGGGNFNKLCTVLRLYLRSKRFFIVIDDMQTEFWHDIKDIFVGLSGRILVTTAIQSVANAC
SSSAAHDHVYAMKTLADEHSRLLFFKEAFQDDNPPVNKEDQLGSEALKKCDGLPLALVTTARY
LOSTGIYPTGRTVRRGNLIRKWCAEGFIQGDYMCNALDTAVANFKELVNRSITIQRTDASSKNI
KDQVKTYHTHGMMLEFILHMSKCDNFITLLYDQLAPPPPPSKIRWLSLHDASARVANDLSLVR
SLTVFGKAHESVLYFSKYELLRVLDLEECGNHLEDKHLREICNNLLLLRYLSLGATLTVTVLP
KEIKKLQLLETLDVRRTRIEILPTQVMELPCLIHLEFGKFKLOOGVGGRKMHKLOTWSSKNSKL
ETVAGFVVDNNKSQGFAQLMEHMKHLTKVKIWCQQOSTNNSMDPISSGSSSSSKYTHLSEAIKG
FIKRSTDKKAHSLSLNENDRWCODLLVNLSLEKEEASSCYLSSLKVQGGNICSLPPFVTMLGG
LTSLCLSSPHHQLSGDILAALSRVRCLAYLKLIASQLGKLVIVKGALGSLRRLCIVVEVMTEL
EVOQEGALPLLESLOQLLCKDLNGFCSMMIQSLGRIKEVTLHDGVNDETKOQKWKEAAKKHPRYPK
LLFVKTTEDVDMGSEPADNSESPTVPTNGRTLPMTAPHDAISTGQSVQVDGDDLQQODDDEKED
TDKIDMLADFASKTCLGTMMNKESFEQGMEGMVGLDDQOMEDVTPSTDQADQSLVLLVVGENR
RKRARTVGEGNSMDKVFDRVKRKNLEDVPETRPTKQTAPGLAVAISDGN



6-119:Rx-CC-1ike domain
179-383:NB-ARC domain



