
* RD * 480 * 500 * 520 * 540 * 560 * 580 *

AtSERK1 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLAKLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGIMLLELITGQRAFDLARLANDDD-VMLLDW VKGLLKEKKLEMLVDPDLQTNYE-----ERELEQVIQVALLCTQG : 561

AtSERK2 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLARLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGIMLLELITGQRAFDLARLANDDD-VMLLDW VKGLLKEKKLEMLVDPDLQSNYT-----EAEVEQLIQVALLCTQS : 564

MtSERK1 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLAKLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGIMLLELITGQRAFDLARLANDDD-VMLLDW VKGLLKEKKLEMLVDPDLKTNYI-----EAEVEQLIQVALLCTQG : 563

AtSERK3 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLAKLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQRAFDLARLANDDD-VMLLDW VKGLLKEKKLEALVDVDLQGNYK-----DEEVEQLIQVALLCTQS : 548

AtSERK4 : DHCDQKIIHRDVKAANILLDEEFEAVVGDFGLAKLMNYNDSHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQKAFDLARLANDDD-IMLLDW VKEVLKEKKLESLVDAELEGKYV-----ETEVEQLIQMALLCTQS : 553

AtSERK5 : DHCDQKIIHLDVKAANILLDEEFEAVVGDFGLAKLMNYNDSHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQKAFDLARLANDDD-IMLLDW VKEVLKEKKLESLVDAELEGKYV-----ETEVEQLIQMALLCTQS : 534

MtSERK2 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLAKLMDYKDTHVTTAVRGTIGHIAPEYLSTGKSSEKTDVFGYGVMLLELITGQRAFDLARLANDDD-VMLLDW VKGLLKDKKLETLVDAELKGNYE-----DDEVEQLIQVALLCTQG : 552

MtSERK3 : YSCDPKIIHRDVKAANILLDEEFEAIVGDFGYAMLMDYKDTHDTTAVFGTIGHIAPEYLLTGRSSEKTDVFAYGVMLLELITGPRASDLARLA-DDD-VILLDW VKGLLKEKKFETLVDAELKGNYD-----DDEVEQLIQVALLCTQG : 553

MtSERK4 : DHCDPKIIHRDVKAANILLDEEFEAVVGDFGLAKLMAYKDTHVTTAVRGTLGHIPPEYLSTGKSSEKTDVFGYGTMLLELTTGKRAFDLARLAGDDD-VMLHDW VKGHLIDKKLETLVDAELKGNYD-----DEEIEKLIQVALICTQG : 548

MtSERK5 : DHCDPKIIHRDVKAANILLDDEFVAVVGDFGLARLMAYKDTHVTTAVQGTLGHIPPEYLSTGKSSEKTDVFGYGTMLLELTTGQRAFDLARLAGDDD-VMLLDW VKGLLQDKKLETLVDAELKGNYD-----HEEIEKLIQVALLCTQG : 553

MtSERK6 : DHCDPKVIHRDVKAANILLDEEFEAVVGDFGLAKLMAYKDTHVTTAVQGTLGYIAPEYLSTGKSSEKTDVYGYGMMLFELITGQSAYVLRGLAKDDDDAMLQDW VKGLLIDKKLETLVDAKLKGNNDEVEKLIQEVEKLIQVALLCTQF : 560

MtSERKL1: EQCDPKIIHRDVKAANVLLDDDYEAIVGDFGLAKLLDHADSHVTTAVRGTVGHIAPEYLSTGQSSEKTDVFGFGILLLELITGMTALEFGKTLNQKG--AMLEW VKKIQQEKKVEVLVDKELGSN-----YDRIEVGEMLQVALLCTQY : 549

MtSERKL2: EQCDPKIIHRDVKAANILLDEDFEAVVGDFGLAKLLDHRDTHVTTAVRGTIGHIAPEYLSTGQSSEKTDVFGYGILLLELITGHKALDFGRAANQKG--VMLDW VKKLHLEGKLSQMVDKDLKGN-----FDIVELGEMVQVALLCTQF : 560

MtSERKL3: EQCDPKIIHRDVKAANILLDGDFEAVVGDFGLAKLVDVRRTNVTTQIRGTMGHIAPEYLSTGKPSEKTDVFSYGIMLLELVTGQRAIDFSRLEDEDD-VLLLDH VKKLQRDKRLDAIVDSNLNKNYN-----IEEVEMIVQVALLCTQA : 545

AtNIK1 : EQCDPKIIHRDVKAANILLDDYCEAVVGDFGLAKLLDHQDSHVTTAVRGTVGHIAPEYLSTGQSSEKTDVFGFGILLLELVTGQRAFEFGKAANQKG--VMLDW VKKIHQEKKLELLVDKELLKKKS---YDEIELDEMVRVALLCTQY : 568

AtNIK2 : EQCDPKIIHRDVKAANILLDDYFEAVVGDFGLAKLLDHEESHVTTAVRGTVGHIAPEYLSTGQSSEKTDVFGFGILLLELITGLRALEFGKAANQRG--AILDW VKKLQQEKKLEQIVDKDLKSN-----YDRIEVEEMVQVALLCTQY : 567

AtNIK3 : EQCDPKIIHRDVKAANILLDEDFEAVVGDFGLAKLLDHRDSHVTTAVRGTVGHIAPEYLSTGQSSEKTDVFGFGILLLELITGQKALDFGRSAHQKG--VMLDW VKKLHQEGKLKQLIDKDLNDK-----FDRVELEEIVQVALLCTQF : 559
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C-terminal domain
600 * 620 * 640 * 660 * 680 *

AtSERK1 : SPMERPKMSEVVRMLEGDGLAEKWDEWQK------------VEILREEIDLS--PNPNSDWILD----------------STYNLHAVELSGPR : 625

AtSERK2 : SPMERPKMSEVVRMLEGDGLAEKWDEWQK------------VEVLRQEVELS--SHPTSDWILD----------------STDNLHAMELSGPR : 628

MtSERK1 : SPMDRPKMSDVVRMLEGDGLAERWDEWQK------------GEVLRQEVELA--PHPNSDWIVD----------------STENLHAVELSGPR : 627

AtSERK3 : SPMERPKMSEVVRMLEGDGLAERWEEWQK------------EEMFRQDFNYPTHHPAVSGWIIG---------------DSTSQIENEYPSGPR : 615

AtSERK4 : SAMERPKMSEVVRMLEGDGLAERWEEWQK------------EEMPIHDFNYQAYPHAGTDWLIP---------------YSNSLIENDYPSGPR : 620

AtSERK5 : SAMERPKMSEVVRMLEGDGLAERWEEWQK------------EEMPIHDFNYQAYPHAGTDWLIP---------------YSNSLIENDYPSGPR : 601

MtSERK2 : SPMERPKMSEVVRMLEGDGLAEKWEQWQK------------EETYRQDFNNNHMHHHNANWIV---------------VDSTSHIQPDELSGPR : 619

MtSERK3 : SPMERPKMSEVVRMLEGDGLAEKWMQWQK------------EEKY------------------------------------------------- : 586

MtSERK4 : SPMERPKMSEVVRMLEGDGLAEKWEQWQK------------EETYRQDFNNNHMHHPNANWIV---------------VDSTSHIQPDELSGPR : 615

MtSERK5 : SPMERPKMSEVVRMLEGDGLSEKWEQWQK------------EETNRRDFNNNHMHHFNTNWIV---------------VDSTSHIQADELSGPR : 620

MtSERK6 : SPMERPKMSEVVRMLEGDGLAEKWEQWQK------------EETYRQDFNKNHMHHLNANWIVDSTSHTQVDSTSHIQVDSTSHIEPDELSGPR : 642

MtSERKL1: MTAHRPKMSEVVRMLEGDGLAEKWASTHNYGSNCWSHSHSNNSSSNSSSRPTTTSKHDENFHDRSSMFGM---TMDDDDDQSLDSYAMELSGPR : 640

MtSERKL2: NPSHRPKMSEVLKMLEGDGLAEKWEASQR------------IETPRFR--FCENPP--QRYSDFIE-------------ESSLIVEAMELSGPR : 625

MtSERKL3: TPEDRPAMSEVVRMLEGEGLSERWEEWQH------------VEVTRR--QDSERLQRRFAWGDD----------------SIHNQDAIELSGGR : 609

AtNIK1 : LPGHRPKMSEVVRMLEGDGLAEKWEASQ-----------RSDSVSKCSNRINELMSSSDRYSDLT-------------DDSSLLVQAMELSGPR : 638

AtNIK2 : LPIHRPKMSEVVRMLEGDGLVEKWEASS-----------QRAETNRSYSKPNE-FSSSERYSDLT-------------DDSSVLVQAMELSGPR : 636

AtNIK3 : NPSHRPKMSEVMKMLEGDGLAERWEATQNG--------TGEHQPPPLPPGMVSSSPRVRYYSDYIQ-------------ESSLVVEAIELSGPR : 632

11

IV VII VIII IX X XI

XI

Signal peptide | Leucine zipper | LRR1 | LRR2 |
* 20 * 40 * L L L* L 80 * 100 * 120 * 140

AtSERK1 : -------MESS---YVVFILLSLILLPNHSLWLAS---------ANLEG DALHTLRVTLVDP---NNVLQSWDPTLVNPCTWFHVTCNNENSVIR VDLGNAELSGHLVPELGVLKNLQYLE LYSNNITGPIPSNLGNLTNLVSLDLYLN : 127

AtSERK2 : -------MGRKKFEAFGFVCLISLLLLFNSLWLAS---------SNMEG DALHSLRANLVDP---NNVLQSWDPTLVNPCTWFHVTCNNENSVIR VDLGNADLSGQLVPQLGQLKNLQYLE LYSNNITGPVPSDLGNLTNLVSLDLYLN : 130

MtSERK1 : -------MEETKFCALAFICAFFLLLLH-PLWLVS---------ANMEG DALHNLRTNLQDP---NNVLQSWDPTLVNPCTWFHVTCNNDNSVIR VDLGNAALSGTLVPQLGQLKNLQYLE LYSNNITGPIPSDLGNLTNLVSLDLYLN : 129

AtSERK3 : -------MERRLMIP----CFFWLILVLDLVLRVS---------GNAEG DALSALKNSLAD---PNKVLQSWDATLVTPCTWFHVTCNSDNSVTR VDLGNANLSGQLVMQLGQLPNLQYLE LYSNNITGTIPEQLGNLTELVSLDLYLN : 126

AtSERK4 : --MTSSKMEQRSLL-----CFLYLLLLFNFTLRVA---------GNAEG DALTQLKNSLSSGDPANNVLQSWDATLVTPCTWFHVTCNPENKVTR VDLGNAKLSGKLVPELGQLLNLQYLE LYSNNITGEIPEELGDLVELVSLDLYAN : 133

AtSERK5 : -------MEHGSSR-----GFIWLILFLDFVSRVT---------GKTQV DALIALRSSLSSGDHTNNILQSWNATHVTPCSWFHVTCNTENSVTR LDLGSANLSGELVPQLAQLPNLQYLE LFNNNITGEIPEELGDLMELVSLDLFAN : 128

MtSERK2 : ----MEQVTSSSSS--KTLFLFWAILVFDLVLKAS---------SNVEG DALNALKSNLNDP---NNVLQSWDATLVNPCTWFHVTCNGDNSVTR VDLGNAELSGTLVSQLGDLSNLQYLE LYSNNITGKIPEELGNLTNLVSLDLYLN : 131

MtSERK3 : ----MITVSYDEVVTGEPEPTLASLVIYHDIVNVDY-------IKHGES DTLIALKSNLNDP---NSVFQSWNATNVNPCEWFHVTCNDDKSVIL IDLENANLSGTLISKFGDLSNLQYL ELSSNNITGKIPEELGNLTNLVSLDLYLN : 135

MtSERK4 : -------MNINME---QASFLFWAILVLHLLLKAS---------SNEES DALNALKNSLNNPP--NNVFDNWDTTLVNPCTWFHVGCNDDKKVIS VDLGNANLSGTLVSQLGDLSNLHKLE LFNNNITGKIPEELGKLTNLESLDLYLN : 128

MtSERK5 : MNINMEQVASSS----TVSFLFWAILVLHLLLKAS---------SNDES DALFAFRNNLNDP---NNALQSWDATLVNPCTWFHITCSGGR-VIR VDLANENLSGNLVSNLGVLSNLEYLE LYNNKITGTIPEELGNLTNLESLDLYLN : 132

MtSERK6 : ----MERVTPSSN---KASFLLSTTLVLHLLLQAS---------SNEES DMLIAFKSNLNDP---NNALESWDSTLLNPCTWFHVTCSGDR-VIR VDLGNANLSGILVSSLGGLSNLQYLG LYNNNITGTIPEELGNLTNLGSLDLYLN : 129

MtSERKL1: ------------MPLNFLLLLFFLFLSHQPFSSASE------PR—NPEV VALMSIKEALNDP---HNVLSNWDEFSVDPCSWAMITCSSDSFVIG LGAPSQSLSGTLSSSIANLTNLKQVL LQNNNISGKIPPELGNLPKLQTLDLSNN : 127

MtSERKL2: ---------MEFCSLVLWLLGLLLHV-LMKVSSAAL----SPSGINYEV VALMAIKNDLNDP---HNVLENWDINYVDPCSWRMITCTPDGSVSA LGFPSQNLSGTLSPRIGNLTNLQSVL LQNNAISGHIPAAIGSLEKLQTLDLSNN : 132

MtSERKL3: -------MFVEMN-----LLFLLLLLLVCVCSFALP-------QLDLQE DALYALKLSLNAS---PNQLTNWNKNQVNPCTWSNVYCDQNSNVVQ VSLAFMGFAGSLTPRIGALKSLTTLS LQGNNIIGDIPKEFGNLTSLVRLDLENN : 127

AtNIK1 : -------MESTIVMMMMITRSFFCFLGFLCLLCSSVHGLLSPKGVNFEV QALMDIKASLHDP---HGVLDNWDRDAVDPCSWTMVTCSSENFVIG LGTPSQNLSGTLSPSITNLTNLRIV LLQNNNIKGKIPAEIGRLTRLETLDLSDN : 139

AtNIK2 : ---MLQGRREAKKSYALFSSTFFFFF--ICFLSSSS-AELTDKGVNFEV VALIGIKSSLTDP---HGVLMNWDDTAVDPCSWNMITCS-DGFVIR LEAPSQNLSGTLSSSIGNLTNLQTV LLQNNYITGNIPHEIGKLMKLKTLDLSTN : 139

AtNIK3 : ---------MEGVRFVVWRLGFLVFVWFFDISSATL----SPTGVNYEV TALVAVKNELNDP---YKVLENWDVNSVDPCSWRMVSCT-DGYVSS LDLPSQSLSGTLSPRIGNLTYLQSV VLQNNAITGPIPETIGRLEKLQSLDLSNN : 132

1 2 3 4

LRR3 | LRR4 | LRR5 | SPP domain | Transmembrane domain

* 160 * 180 * 200 * 220 * 240 * 260 * 280 * 3

AtSERK1 : SFSGPIPESLGKLSKLRFL R-LNNNSLTGSIPMSLTNITTLQV LDLSNNRLSGSVPDNGSFSLFTPIS FANNLDLCGPVTSHPCPGSPPFSPPPPFIQPPPVSTP SGYGITGAIAGGVAAGAALLFAAPAIAFAWWRRRKP-LDIFFDV : 274

AtSERK2 : SFTGPIPDSLGKLFKLRFL R-LNNNSLTGPIPMSLTNIMTLQV LDLSNNRLSGSVPDNGSFSLFTPIS FANNLDLCGPVTSRPCPGSPPFSPPPPFIPPPIVPTP GGYSATGAIAGGVAAGAALLFAAPALAFAWWRRRKP-QEFFFDV : 277

MtSERK1 : RFNGPIPDSLGKLSKLRFL R-LNNNSLMGPIPMSLTNISALQV LDLSNNQLSGVVPDNGSFSLFTPIS FANNLNLCGPVTGHPCPGSPPFSPPPPFVPPPPISAP GSGGATGAIAGGVAAGAALLFAAPAIAFAWWRRRKP-QEFFFDV : 276

AtSERK3 : NLSGPIPSTLGRLKKLRFL R-LNNNSLSGEIPRSLTAVLTLQV LDLSNNPLTGDIPVNGSFSLFTPIS FANTKLTP----------LPASPPPP--ISPTPPSPA GSNRITGAIAGGVAAGAALLFAVPAIALAWWRRKKP-QDHFFDV : 261

AtSERK4 : SISGPIPSSLGKLGKLRFL R-LNNNSLSGEIPMTLTSVQ-LQV LDISNNRLSGDIPVNGSFSLFTPIS FANNSLTD----------LPEPPPTS--TSPTPPPPS GG-QMTAAIAGGVAAGAALLFAVPAIAFAWWLRRKP-QDHFFDV : 266

AtSERK5 : NISGPIPSSLGKLGKLRFL R-LYNNSLSGEIPRSLTALP-LDV LDISNNRLSGDIPVNGSFSQFTSMS FANNKLR--------------PRPAS--PSPS---PS G---TSAAIVVGVAAGAALLFAL-----AWWLRRKL-QGHFLDV : 247

MtSERK2 : HLSGTIPTTLGKLLKLRFL R-LNNNTLTGHIPMSLTNVSSLQV LDLSNNDLEGTVPVNGSFSLFTPIS YQNNRRLI----------QPKNAPAP--LSPPAPTSS GG-SNTGAIAGGVAAGAALLFAAPAIALAYWRKRKP-QDHFFDV : 265

MtSERK3 : HLSGTILNTLGNLHKLCFL R-LNNNSLTGVIPISLSNVATLQV LDLSNNNLEGDIPVNGSFLLFTSSS YQNNPRLK----------QPKIIHAP--LSPASSASS GN-SNTGAIAGGVAAGAALLFAAPAIALVYWQKRKQ-WGHFFDV : 269

MtSERK4 : NLSGTIPNTLGNLQKLKFL R-LNNNSLTGGIPISLAKVTTLQV LDLSSNNLEGDVPKSGSFLLFTPAS YLHT-KLN----------TSLIIPAP--LSPPSPASS AS-SDTGAIAGGVAAGAALLFAAPAIALVFWQKRKP-QDHFFDV : 261

MtSERK5 : NISGTIPNTLGNLQKLRFL R-LNNNSLTGVIPISLTNVTTLQV LDVSNNNLEGDFPVNGSFSLFTPIS YHNNPRIK----------QPKNIPVP--LSPPSPASS GS-SNTGAIAGGVAAAAALLFAAPAIALAYWKKRKP-QDHFFDV : 266

MtSERK6 : NLTGTIPNTFGKLQKLSFL R-LNNNSLTGVIPISLTNVTTLQV LDVSNNNLEGDFPVNGSFSIFTPIS YHNNPRMK----------QQKIITVP--LSPSSPASS GS-INTGAIAGGVAAAAALLFAAPAIAIAYWQKRKQ-QDHFFDV : 263

MtSERKL1: RFSGFIPSSLNQLNSLQYM R-LNNNSLSGPFPVSLSNITQLAF LDLSFNNLTGPLPKFPARS----FN IVGNPLICVSTSIEGCSGSVTLMPVPFSQA--ILQ GKHKS-KKLAIALGVSFSCVSLIVLFLGLFWYRKKRQH--GAILYI : 266

MtSERKL2: EFSGEIPSSLGGLKNLNYL R-INNNSLTGACPQSLSNIESLTL VDLSYNNLSGSLPRIQARTL----K IVGNPLICGP-KENNCSTVLPEPLSFPPDALKAK PDSGKKGHHVALAFGASFGAAFVVVIIVGLLVWWRYRHN-QQIFFDI : 274

MtSERKL3: KLTGEIPSSLGNLKKLQFL T-LSQNNLNGTIPESLGSLPNLIN ILIDSNELNGQIP—-EQLFNVPKFN FTGNKLNCG------------ASYQHLCTSDNANQ GSSHKPKVGLIVGTVVGSILILFLGS--LLFFWCKGHR-RDVFVDV : 258

AtNIK1 : FFHGEIPFSVGYLQSLQYL R-LNNNSLSGVFPLSLSNMTQLAF LDLSYNNLSGPVPRFAAKTFS-- IVGNPLICPTGTEPDCNGTTLIPMSMNLNQTG VPLYAGGSRN-HKMAIAVGSSVGTVSLIFIAVGLFLWWRQRHN-QNTFFDV : 283

AtNIK2 : NFTGQIPFTLSYSKNLQYF RRVNNNSLTGTIPSSLANMTQLTF LDLSYNNLSGPVPRSLAKTFN-- VMGNSQICPTGTEKDCNGTQPKPMSITLNSSQ NKSSDGGTKN-RKIAVVFGVSLTCVCLLIIGFGFLLWWRRRHNKQVLFFDI : 285

AtNIK3 : SFTGEIPASLGELKNLNYL R-LNNNSLIGTCPESLSKIEGLTL VDISYNNLSGSLPKVSARTFK-- VIGNALICGP---KAVSNCSAVPEPLTLPQDGP DE-SGTRTNGHHVALAFAASFSAAFFVFFTSGMFLWWRYRRN-KQIFFDV : 273

4 5 6 7 8

00 * 320 * 340 * 360 * 380 * 400 * 420 * 440

AtSERK1 : P A-EEDPEVHLGQLKRFSLRELQVASDGFSNKNILGRGGFGKVYKGRLADGTLVAVKRLKEERTPGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPPSQPPLDWPTRKRIALGSARGLSYLH : 418

AtSERK2 : P A-EEDPEVHLGQLKRFSLRELQVATDSFSNKNILGRGGFGKVYKGRLADGTLVAVKRLKEERTPGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPPSQLPLAWSIRQQIALGSARGLSYLH : 421

MtSERK1 : P A-EEDPEVHLGQLKRFSLRELQVATDTFSNKNILGRGGFGKVYKGRLADGSLVAVKRLKEERTPGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPPHQEPLDWPTRKRIALGSARGLSYLH : 420

AtSERK3 : P A-EEDPEVHLGQLKRFSLRELQVASDNFSNKNILGRGGFGKVYKGRLADGTLVAVKRLKEERTQGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPESQPPLDWPKRQRIALGSARGLAYLH : 405

AtSERK4 : P A-EEDPEVHLGQLKRFTLRELLVATDNFSNKNVLGRGGFGKVYKGRLADGNLVAVKRLKEERTKGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPEGNPALDWPKRKHIALGSARGLAYLH : 410

AtSERK5 : P A-EEDPEVYLGQFKRFSLRELLVATEKFSKRNVLGKGRFGILYKGRLADDTLVAVKRLNEERTKGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTPTERLLVYPYMANGSVASCLR ERPEGNPALDWPKRKHIALGSARGLAYLH : 391

MtSERK2 : P A-EEDPEVHLGQLKRFSLRELLVATDNFSNKNILGRGGFGKVYKGRLADSTLVAVKRLKEERTQGGE----LQFQTEVEMISMAVHRNLLRLRGFCMTSTERLLVYPYMANGSVASCLR ERNEVDPPLEWPMRKNIALGSARGLAYLH : 409

MtSERK3 : P A-EED-LEHLVQITRFSLRERLVETDNFSNENVLGRGRFGKVYKGHLTDGTPVAIRRLKEERVAGGK----LQFQTEVELISMAVHHNLLRLRDFCMTPTERLLVYPYMANGSVS-CLR ERNGSQPPLEWPMRKNIALGSARGIAYLH : 411

MtSERK4 : P A-EEDPEVHLGQLKRFSLRELLVATDNFSNENILGRGGFGKVYKGRLADGTLVAVKRLKEERAQGGE----LQFQTEVEIISMAVHRNLLRLRGFCMTSTERLLVYPLMVNGSVASSLR ERNDSQPPLEWPMRKNIALGAARGLAYLH : 405

MtSERK5 : P A-EEDPEVHLGQLKRFSLHELLVATDHFSNENIIGKGGFAKVYKGRLADGTLVAVKRLKEERSKGGE----LQFQTEVEMIGMAVHRNLLRLRGFCVTSTERLLVYPLMANGSVASCLR ERNDSQPPLDWPMRKNIALGAARGLAYLH : 410

MtSERK6 : P A-EEDPEVHLGQLKRFSLRELLVATDNFSNENIIGKGGFAKVYKGRLADGTLVAVKRLREERTRGGEQGGELQFQTEVEMIGMAVHRNLLCLRGFCVTSTERLLVYPLMANGSLASCLQ ERNASQPPLDWPMRKNIGLGAAKGLAYLH : 411

MtSERKL1: G DYKEEAVVSLGNLKHFGFRELQHATDSFSSKNILGAGGFGNVYRGKLGDGTLVAVKRLKDVNGSAGE----LQFQTELEMISLAVHRNLLRLIGYCATPNDKILVYPYMSNGSVASRLR ----GKPALDWNTRKRIAIGAARGLLYLH : 407

MtSERKL2: S E-HYDPEVRLGHLKRYSFKELRAATDHFNSKNILGRGGFGIVYKACLNDGSVVAVKRLKDYNAAGGE----IQFQTEVETISLAVHRNLLRLRGFCSTQNERLLVYPYMSNGSVASRLK DHIHGRPALDWTRRKRIALGTARGLVYLH : 418

MtSERKL3: A G-EVDRRITLGQIKSFSWRELQVATDNFSEKNVLGQGGFGKVYKGVLVDGTKIAVKRLTDYESPGGD----QAFQREVEMISVAVHRNLLRLIGFCTTPTERLLVYPFMQNLSVASRLR ELKPGESILNWDTRKRVAIGTARGLEYLH : 402

AtNIK1 : K DGNHHEEVSLGNLRRFGFRELQIATNNFSSKNLLGKGGYGNVYKGILGDSTVVAVKRLKDGGALGGE----IQFQTEVEMISLAVHRNLLRLYGFCITQTEKLLVYPYMSNGSVASRMK ----AKPVLDWSIRKRIAIGAARGLVYLH : 424

AtNIK2 : N E-QNKEEMCLGNLRRFNFKELQSATSNFSSKNLVGKGGFGNVYKGCLHDGSIIAVKRLKDINNGGGE----VQFQTELEMISLAVHRNLLRLYGFCTTSSERLLVYPYMSNGSVASRLK ----AKPVLDWGTRKRIALGAGRGLLYLH : 425

AtNIK3 : N E-QYDPEVSLGHLKRYTFKELRSATNHFNSKNILGRGGYGIVYKGHLNDGTLVAVKRLKDCNIAGGE----VQFQTEVETISLALHRNLLRLRGFCSSNQERILVYPYMPNGSVASRLK DNIRGEPALDWSRRKKIAVGTARGLVYLH : 417
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