
  PxMMx3LS-motif 
              1                                                                                                                    120 

  GbJAZ01    (1) MSRDS-IVAVDFLGVDYVSAETDENASGKAVDQQK-----NER------------AAVNSLSWIKPHMMERVLSFKGFSEQRKAESTP----------KRQTEALGGSEGLNQKELMGLF 

  GbJAZ02    (1) MSRAQ-IVTLDLFGIEKSSHDNTNRADMKASCASKAQMKFRPGNPSELHAAKEKYAAVHGLSWIKPEMMQQVLAGKGFFGKELGQTRSHANNNDRHFDQASSGSHSEDSGCCHKALKELF 

  GbJAZ03    (1) ---------MDFLGVEKAFQGNKLCEPGTDTRLDLAFGLAKKRS-----------AAMHSLSRIKPHMMHQVLSLRSTSSEERNSE-----------SSEGCIQVPSQMDPPARGLMELF 

  PsJAZ09    (1) MSRGQGLVTMDFLGIDKSKKNASEIKYCTPGLIEK------------------------SIHCIKPQMVQQAFSSRRLCEEYCKAS--------------RDSEDLKFEAAS-RIVKELF 

  PsJAZ05    (1) MSPSA-SVAFEYLRFQNASEANETVLNGSNSLEFSPGKHQAKPR------------LMQDLSRIKPQMMLKLLSSNKLSEDTKLDF--------AHVNRQAEGFNKQSEATSHAKMIELF 

  PsJAZ08    (1) MSTSA-AVASEFLRFQNASAANGTVANGSTSWTFVPQKQLAKPR------------FMQDLSRIKPQMMQKVLSSIGLSEDKNADF--------ALVNRQAEDFNRHSEASSHREMLELF 

  PsJAZ06    (1) MSTTA-SVALEFLRFQNASEANGTVVNGCTSLEFCPGKQLAKPRS-----------VMPDLSRIRPQMMQKVLSSIGLSEDKK-----------------AKSFNGQSEASSHTELMELF 

  PsJAZ10    (1) MSPSE-SVAFEFLRVQNASEANGAGVNGSTTLEFGPGKQLAKPR-------------LQDLWRIKPQMMQKVLSSIGFSEDKKTDF--------AHVNHQAKGFNGCSEASSHAEMMELF 

  TcJAZ04    (1) ---------------------------------------------------------MQGLSWLKPEMMQQVLSS--IVRPQE-----------------------QIKVHSQAELMDLF 

Consensus    (1) MS     VALDFL V  AS AN     GS S          K               MQ LSRIKPQMMQKVLSS GLSED K                 A      SEA SHRELMELF 

                 121                                                                                                                  240 

  GbJAZ01   (93) PQQAGFGSNP----ATKRNILTPASVLQTLQWPSLGHCLAQGVAPANTATSWSANSVSAQGNAQLTIFYNGTVNVYDVSPDKAQAIMTLAGDGNSHHQNE--SGFRQIAPRTPTSAASTG 

  GbJAZ02  (120) PEKTAVGSKPAATRQSSLPSAAVKEAGPARQWQFHSLSAAVPRKTTDSSRLASMVTPPKSYTAQLTIFYNGNVGVYDVPADKAEAIMMLAGSGNNCDVLHLPSATGPLVPKSTTSTSCSG 

  GbJAZ03   (90) PKHAG----------------------------SATKNNNILPPLSVRECGSVQAAVSALNTAQLTIFYNGTVNVYDVTADKAQAIMRLASNGDSS------------PSASFDHGSALS 

  PsJAZ09   (82) PQHTARG-----------------------SIPAAKHNIATTMGNSSICRSAYTTPPGEPSTSQLTIFYNGTVNVYDVVEKQAENIIRLASNAQAEDIIRLASNEISCQQLRSVGFDRHT 

  PsJAZ05  (100) PVSTG------------------FGSDPRVTETKITLPLEIGLTDPNSSRCVLAEVPAKPSTAQLTIFYNGAVNVYDMPAEKAQEIMKLASANS--------------SSNTRISTITSS 

  PsJAZ08  (100) PISTGSG----------------LGSNPRVTENKITLPFAIGQTDPDSSSSVPAKAPEQQSTAQLTIFYNGAMNVYDVSAEKAQAIMRLASANS--------------SRKTRISTISSS 

  PsJAZ06   (92) PVSTG------------------FGSNPRVAETNITLPFATGQTDPDS-RSVPAKAPEQSSTAQLTIFYNGAVHVYDVPAEKAQAIISFASSNS--------------SINTGTSPTTSS 

  PsJAZ10   (99) PVSRG------------------FGSNPGVAEKNITVRSAISQTDSVS-RSVPAKAPEQQSTAQLAIFYNGMVNVYDVPPEKAEAIMRFAGDNS--------------LNKTSTPKINSC 

  TcJAZ04   (39) RSERE-----------------------------------HDATLPLSDRRSVSETQDKQSTTQLTIFYNGAVNVYNVSAEKGEAILQLASNNI--------------LGKTASHIASGE 

Consensus  (121) P  TG                    S P V    ITL  AI  T   S RS  A AP   STAQLTIFYNG VNVYDV AEKAQAIMRLAS N                 KT TS  SSS 

                 241                                                                                                                  360 

  GbJAZ01  (207) RSISTFPATNAAVVQLPAPRPSKPLPGVIHQTQTSHTLHADLPIARKHSLQRFLEKRK-DRLTSVAPY-------------------ITTAAVPKTSVNNDMYSVSAASLVINGV----- 

  GbJAZ02  (240) SKQELNPTTPLLS--NGGTQQ---------QEQEVPKLHCDLPIARKQSLQRFLQKRK-DRMTIVAPY--------------------TSTSNEKKNVADEKISF--------------- 

  GbJAZ03  (170) NSKTRTPASGTTEGSKPLSNAEIN------KQLQVRKSHTDLPIARKLSLQRFLEKRK-NRVNDVAPYSTAKDHIGLSMASSLKSWTRFLPAIQKRVGNGDTSPLSFHSVMVTRPYQTRQ 

  PsJAZ09  (179) LSKTSTIWSTNTNNQSEEPLPLNPSKNSTPRQVVIQKLNTDLPLQRKQSLQRFLQNRKEYRMNRAAPYS-------------HSHTQSSLKKGSKLRPDCELIDCDEHHFLEKN------ 

  PsJAZ05  (188) KIEQILQHQP----SKPALNAI--------NENQPQRLAVGMEIVMKLSLQRFLQKRK-ERLNSVAPY---------------STMETETSPWKAGKDSDDQIILSLGCP---------- 

  PsJAZ08  (190) KIEQVSKPLP----SKPASNAA--------NGNQPQTPPVGLEIAKKLSLQSFLRKRK-ERFNSVAPY---------------TTMKPVTLPSKAEKESDDQIRLSLASSSQNFKMSVNA 

  PsJAZ06  (179) QIEQISKPFPSKPPSKPQSNAV--------NEKQTHRPPIGLEIVRKLSLQRFLQKRK-ERINNVAPY---------------SSMKTATLPSKVEKDTADQIFLSLAGPTQHF------ 

  PsJAZ10  (186) KIKQILKPLP----SKPASNAD--------NEDQPERHPVGLEIVRKLSVQRFLQKRK-DRINSVAPY---------------TTMNTATLPSKAWKDSEDQIILSLACPSQ-------- 

  TcJAZ04  (110) IKEEILKPSA------R------------------------LPMARKLSLQRFLQKRK-DRLSTAAPYNVTSTSN--------TALNVLTSTTAKDKNSEEHVRLSLSFPSQRSC----- 

Consensus  (241)     I   SP    SKPASNA         N  Q  K    LPIARKLSLQRFLQKRK DRLNSVAPY               STM   T    K K SDD I LSLA             

                 361                               397 

  GbJAZ01  (302) ------------------------------------- 

  GbJAZ02  (313) ------------------------------------- 

  GbJAZ03  (283) GDLSRQHKAHVFPEWVGRCATFYIVTSDSFGPYSRPP 

  PsJAZ09  (280) ------------------------------------- 

  PsJAZ05  (270) ------------------------------------- 

  PsJAZ08  (282) IDLNA-------------------------------- 

  PsJAZ06  (269) ------------------------------------- 

  PsJAZ10  (270) ------------------------------------- 

  TcJAZ04  (186) ------------------------------------- 

Consensus  (361)                                       
 

 

 

 

 

 

 



(A/T)(F/M)EEx6G(L/F)(P/G)S--motif 
   1                                                                                                                    120 

  GbJAZ05    (1) MSRDQAVAMDFLGVEKSSGKNEGETDPNSVISQTKQECLANEETVKSSETATGSEATKTSSAPGQTMKSDFSQAFSLFSKYFREKGNANAVMGQAENFNLGKPLEQQTNEDVKGSKPAKD 

  GbJAZ10    (1) ------------------------------------------------------------------------------------------------------------------------ 

  PsJAZ01    (1) MSQDQAVAMDFLGVEKGSVKKESQTDENPVTAQSKQE-----------PVATEQMTSPAASAPSEGSTMNFSQAFSLFSKHFNEKGNGNAAIGRGENVYLGN-----GKEDVKGSKPVNE 

  TcJAZ01    (1) ---------------------------------------------------------------------------------------------------------MTHMNQEKSGIMQMF 

  TcJAZ02    (1) ------------------------------------------------------------------------------------------------------------MTKERSDIMQMF 

  PsJAZ11    (1) ---------------------------------------------------------------------------------------------------------------MGLVVSTKL 

  PsJAZ07    (1) ------------------------------------------------------------------------------------------------------------------------ 

  PsJAZ13    (1) -----------------------------------------MVKVVAAAMDFLGILSEKEKSELTKNGSNSEGIQKDQTEMNAVVTASTDKAQWNNNNAMRSDGSFKNRFCEKGSFTSQL 

Consensus    (1)                                                                                                                 K        

                 121                                                                                                                  240 

  GbJAZ05  (121) D-VSTQLGLFPQQTGFGSHLRPILGTDHKIVAPTASQPWPFRGLQA-------------S--------------------N--SPAMRSIVTSTTTQTVKPPTAQLTIFYAGMVSVYDDM 

  GbJAZ10    (1) --MEPPPERVIVSAGFGSPLRPILGTDHKIVAPTASQPWPFRGLQA-------------S--------------------N--SPAMRSIVTSATTQTVKPPTAQLTIFYAGMVNVYDDM 

  PsJAZ01  (105) ENVSTQLGLFSQQSGFGS-LRPFPGAEQKGFASTTAQPWLFRGILP-------------P--------------------N--SPAMRPAVTS--TPPIKPPTAQLTIFYAGMVNVYDDV 

  TcJAZ01   (16) GQQQAMDQDSSQKSGFGSVPLPVAAGFQHRKPHLQGLFPMFR-----------------------------------------P----------AGKEARG--AQLTIFYGGMVNVYDDI 

  TcJAZ02   (13) VQQQAMDQDSTQKSGFGS-PVAATAEVQHRNLHLHPLFRSAG-----------------------------------------C----------AVAEKQSGSAQLTIFYGGMVNVYDDI 

  PsJAZ11   (10) KLGTAFEEQCDEETGLPSWITSVNGGAKRAVADCISR---------------------------------------------LA--------PS-MIPEKPSSAKLSIFYGGTVYIYDDI 

  PsJAZ07    (1) -MASAFEEHCNQEKGLPSWIKTVNGGAKRAAADFIPR-LDLSSVGSCFNSIHLFPNQSGFGSPIAVLPDSEHRTSSDDHQDGCSGFVTSFRPAASTIPSKQSCAQLTIFYGGVVNVYDDI 

  PsJAZ13   (80) RDGLAFEEHCDEEKSFPSWIRTVNGVAKRSVADCIPRPLDLSVVGSSSNLINLFPDQSGFGSPIAVKGGFDHRTS-DNDGDGCSGFVTSFRPTASMISGKQSGAQLTIFYGGTVNVYDDI 

Consensus  (121)    SA EE   Q SGFGS IRPV GG  K VA   S P  FR L A                                     S  M S   SAST   KP TAQLTIFYGGMVNVYDDI 

                 241                                                                                                                  360 

  GbJAZ05  (205) PADKAQAIMLLADSGNPSNHKFVKAANFGQQTPATTPPSTPLGSVTRTPVSLQIITGTTDVPVPAMPSPGGPNQNQTVRKLQADLPIARKNSLQRFLEKR--KDRLITKAPYATTSLANK 

  GbJAZ10   (84) PADKAQAIMLLADSGNPSNHKFVKAANFGQQTPATTPLSTPLGSVTRTPVSLQISTGTTDVPVPAMPSLGGPNQNQTVRKLQADLPIARKNSLQCFLEKR--KDRLITKAPYATTSLANK 

  PsJAZ01  (187) PADKAQAIMLLADSGNPLNASFIKPANFAQQTPCVSPVSSPLSSIPRTSLSLQTSGVTTEVATPTMP--LAPNHHQPIRKLQADLPIARKHSLQRFLEKR--KDRLMTKAPYPASPAPMK 

  TcJAZ01   (83) SADKAQALMLIASTG----------------KPMQKNSS-YASEPQPTKSVKLSTVNSTELE------------------LTVDLPIARKNSLQRFLEKR--NHRLNAKAPYTISQENPK 

  TcJAZ02   (81) SADKAQAIMLLASSG----------------KPIQKNSGGYASQPQPTK---------------------------------PDLPIARKNSLQRFLEKR--NHRLNAKAPYTISQENPK 

  PsJAZ11   (76) PTDKAQAIMLMASSGNYS------------SYPHTKVHNGWG-SQTEQKLS-VPVIKLSNGSGIHPQ-----TSSPKLRTGSSDIPIARKHSLQRFLQNRRDRVNANAKGPYKTAEAERS 

  PsJAZ07  (119) PADQAQAIMLIASSENYS------------GYPHTKVQNSTCRSQTELKTS-LPVMKFSGES---------------------DLPIGRKHSLQRFLKNRKERVIANAKSPYTAADAANT 

  PsJAZ13  (199) PADKAQAIMLIADSGNHS------------SYPQTELQKDCRSQITEVKISPLPLVKLQEGSRIHHQ-----PAS---YKMYTDLPIARKYSLQRFLEKRKNRLNANAKSPYSTAAEADN 

Consensus  (241) PADKAQAIMLLASSGN S              P TK  SS  SSIT TKLS L VV TTEVS               VRKL ADLPIARKNSLQRFLEKR  K RLNAKAPYTTA  A K 

                 361                                                          424 

  GbJAZ05  (323) KPDVDKLPISTKSPEN--NCLSRSTSPLPPSSRPFSGCCN------ENSTSQEASPSPISAHMA 

  GbJAZ10  (202) KPDVSSVDSVPVPPIEPKKDRCAQVGLVLVAIRPVQDLNSKLWMIGSWWLPMGADGCPLDELR- 

  PsJAZ01  (303) SEMEESVSASPLLLSCQ--------SPSSLTSRPLSGVCCN-----ENSVTQEPSPPPVSAYIS 

  TcJAZ01  (166) PSPCL----------------------------------------------------------- 

  TcJAZ02  (150) PSPCL----------------------------------------------------------- 

  PsJAZ11  (177) SIVQSECKRKVSI--------------------------------------------------- 

  PsJAZ07  (205) PKGLRS--NS--PP-ESHPPP------------------------------------------- 

  PsJAZ13  (299) TKPRRYPSSSSAIPLHSNCPR------------------------------------------- 

Consensus  (361)          S   P                                                   

 

 

 

 

 

 

 

 

 

 

 



LDLSLx-motif 
                 1                                                                                                                    120 

  GbJAZ09    (1) -------MEAMDLFGIDKGKRPDLQDEEE------E---ERNPFISATTTSSGRTYPFESQDDEEKMSGSVSCTTTEKAAVKP-------GYLDLSLLPPRDSIMRS-----------LF 

  PsJAZ04    (1) MKNDKGKRPLEERSFRESAEENSIKGMADLIPDYLGDTYSSFTYRGSPTPAEKRDLEVCNPCRAASNGRVTKSMATVKTGIY------ELPNLDLSLLPPRWPAGTGS----------SP 

  TcJAZ05    (1) --MNIADADAGTKEQQEAVDSFEGEASKNTAPQVADVSHLHVNFKKILALKGKACAKMENHMESDKYGGKNGASASAPTEELRYRRENEVSNLDISLLPAVERLEIFRSVPKQTVEKNTL 

  TcJAZ07    (1) -MEEHAQWSGAPATSYDTDDSSDGEASEN-----E----ARFCIKEFLTLKEKASVEMEKNIESDKDRGKS---------VI----ENQAPNLDLSLLPAWKAVEPQ------------- 

  TcJAZ06    (1) -------------------------MEEN-----SDQYRRKCTLDNGSTIPGKVFVEVGKSMRDSHKIGTAASMVMVGFQRR----RKQLPNLDLSLSLPRETLELLN----------AP 

  TcJAZ09    (1) -----------MKYIQSCQLINKLIMEEN-----SDQYRRKCTLDNGSTIPGKVFVEVGKSMRDSHKIGTAASMVMVGFQRR----RKQLPNLDLSLSLPRETLELLN----------AP 

Consensus    (1)      A   A  K   D  D  DL AEEN     SD    K TLK GSTI GK  VEVEK MRSSK  GTAASM TV   VR      QLPNLDLSLLPPRETLEL            AP 
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  GbJAZ09   (87) LQKSPFSLQHQ------SPSPGPYAFRSP-TPRKLQQPTAQLTIFYAGTVNVFDVPADKAKAIMMFAGNESSCFGHHSARTPTSMGPATPLISTPSRSELPSPSPGS---ISARVPLKLR 

  PsJAZ04  (105) YQRGVQPAASAQQYSQVPSSPNPDVFRSP-NAGAEQPPCAQLTIFYAGTVSVYNVSADKAKSIMMAASR-ICGSPHSGSPSSSASTPSTQLNPTPRSMDMSPISSDSAPVAILNHTQASE 

  TcJAZ05  (119) AEKSPFGSFGPLKWEGVSPAANANVFRSPFPQSKTQSDLNQLTIFYRGTVSVYSVTPDLAKAIMLSAN-----------------QKNIALCPTPSTCHTG---------YIQPALSPKA 

  TcJAZ07   (85) K--SPFG---------VSPSINANAFRPTFTQSKNQPGHNQLTIFYRGTINIYNVTPDLAKAIMLAAN-----------------NNNSALCPTPSTCHTS---------YIQPALTPKT 

  TcJAZ06   (77) QQIDEFN---------VLTRQNAFYFR-------KQQEDTQLTIFYQGTVHVYNVSPGLQTKKAMHCV-----------------PIHFQQTPPDATCNSLSH-------QKLVWVYQRF 

  TcJAZ09   (91) QQIDEFN---------VLTRQNAFYFR-------KQQEDTQLTIFYQGTVHVYDVSPGLGNAIMVLAN-----------------EESNALCPNPFSTSPTGR-------NLQLTVTPKA 

Consensus  (121)  QKSPF          VSPS NAF FRSP    K QQE  QLTIFY GTV VYNVSPDLAKAIMMAAN                   STALCPTPSTC TS          IQ  LTPK  

                 241                                 279 

  GbJAZ09  (197) NSPKFDLPMARKHSLQSFLEKRNKRLNARSPYAHH---- 

  PsJAZ04  (223) TIKTAAIPISRKCCIQRFLEKRNERIHGKSPYLPPAQN- 

  TcJAZ05  (213) GVAASKIPIARRNSLRRFMEKRKDRVLSTDPYSTRHQH- 

  TcJAZ07  (168) GVADSKIPIARRNSLKRFMEKRKDRVLSRPPYSTCHHH- 

  TcJAZ06  (157) QLLDGIL-------------------------------- 

  TcJAZ09  (171) GVGIPKIPIAGRNSLKRFFEKRKEKLHATAPYSLLHLSP 

Consensus  (241) GVA SKIPIARRNSLKRFLEKRKDRL ARSPYS  H    

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



AVPQARK-motif 
                  401                                                                                              500 

  AtJAZ09   (175) AATSSSSATHTDNFSRCRDTPVAATNAMSMIESFNAAPRNMIPSVPQARKASLARFLEKRKERLMSAMPYKKMLLDLSTGESSGMNYSSTSPT------- 

  OsJAZ10   (303) SSSNDSAGPKSGGLPLAVTPLSQASPSQPIPVATTNASAIMPRAVPQARKASLARFLEKRKERVSSVAPYPSSKSPLESSDTIGSPSTPSKSSCTDITPS 

  OsJAZ11   (290) SSSNVDSNVTKSSGPLVVPPTSLPPPAQPETLATTTAAAIMPRAVPQARKASLARFLEKRKERVTTVAPYPLAKSPLESSDTMGSANDNN--DWVLLTRV 

  OsJAZ12   (290) SSSNVDSNVTKSSGPLVVPPTSLPPPAQPETLATTTAAAIMPRAVPQARKASLARFLEKRKERVTTVAPYPLAKSPLESSDTMGSANDNK--SSCTDIAL 

  GbJAZ04   (258) AAVTSSSGDSQVNQTIVTPSNQQEASK--SSPAGITPARIIPR-VPQARKASLARFLEKRKERVHTQVPPAAKKSPDCSSQRENSQSPKRCSTSPPLDGR 

  PsJAZ12   (249) SAVTLNADDSQIIQSIATSSNQQEASK--SSDAGITPAPLISRAVPQARKASLARFLEKRRERIITKAPYPTKKSPDCSPQREESPSSK--HIPPPLDGC 

  TcJAZ03   (250) TAVSLNAGDSQKNQCIVTSIGQQEASI--SSAMVITPVPVVPRAVPQARKASLARFLEKRKERISIKAPYPTKKSPDASPQREQSPSSK--HASSPLDEC 

  GbJAZ11   (376) TTVSSSAGDLQTTQMNGTPTNQQEAPK--LSAAGSTPNPIMPRAVPQARKASLARFLEKRKERVCTKVPYPSKKSPEHSSHREKSLSPKHSSSLPLEDGC 

  PsJAZ02   (344) ITAISSAGDSQTNQNNGASSNLHETPK--VNAAVSTPAPIMPRAVPQARKASLARFLEKRKERVCTKAPYQTKKSFDDSSHGEVPLSPTRSS-TPLVDGY 

  TcJAZ08   (334) TAIFPSTGDPDANQSNVTLSNPQETP---LNASGSTPTSIMSRAVPQARKASLARFLEKRKERVITKAPYPTKKSPEDSSLSDKSLSPKCSS-TPPMDGC 

  PsJAZ03   (383) TGVSSSNGELKSNQNNGAGSNQQEGAK--QMVSASTPNGVIPRALPQARKASLARFLEKRNGRVTPNLSSPTEKSPHHSSLQQEKSFSS----MSSFDGC 

Consensus   (401) SAVS SAGDS  NQ I   SN QE P    S A STPA IMPRAVPQARKASLARFLEKRKERV T APYPTKKSPD SS  E S S         LDG  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



V(E/A)RDF(L/M)GL-motifs 
                  1                                                                                                                    120 

  GbJAZ04    (1) MEREKIVERDFMGLTNAN------------------------------------------------------------------------------------------------------ 

  PsJAZ12    (1) MQRVKIVERDFMGLINSE------------------------------------------------------------------------------------------------------ 

  TcJAZ03    (1) MDREKIVERDFMGLINSD------------------------------------------------------------------------------------------------------ 

  PsJAZ03    (1) --MESRMERDFMGLGRRNGNEMESEKTSNNEQPHGE-------R-EKIMSLSLFQEAEKSTKLQLSSGSFCGLSEAIGKAGIANGSGKVSVPNTSMQWTYWTKAAALQQFMSFKNYQEER 

  GbJAZ11    (1) MERNSLVARDFLGLSNRVPESKSGRDLSGLKEGELNCPTNGMQLGSASVTKECMFGGKAGNNNNNAQVQTEADVQQREELKRYFKDK-VCLANMALQWPYSNKAAALQQFMSFKNFQEER 

  PsJAZ02    (1) MERDSVVARDFLGLSGGK-DISRGSNGSESK-----------------------------SSTSAAQVQAQSQAQQREEMKPYLKDNGVCLANISLQWPYSNKPAALEQFISFK---QEG 

  TcJAZ08    (1) MERESVVARDFLGLNHAR-NNLSGDS------------------------------------------QTQTESQRDGPIKGYFKDN-VSLANMSLQWPYSNKAAALQQFISFKNL-QEG 

Consensus    (1) MERESIVERDFMGL NA                                                                       V L N SLQW Y  K AAL QFISFK    E  

                 121                                                                                                                  240 

  GbJAZ04   (19) -------------GGIEEDADKDKE-----K-----ATKDFNTDSTAQAGNNYP-VASGVPCRQYGVSSLVYSAGSIDGSSSSAHPIEEARGFPSSNLSLSMPNFREHIGSPAFLKGQPT 

  PsJAZ12   (19) -------------VVAEKDNEG--------------LTKDSNTDTNLEDGSDS---ANKAPCQHFGVSSVAHSTGSIDGLSSSAHHIDEAGGFPSSSLSLSMSNFREHLGFNAISKGLQA 

  TcJAZ03   (19) -------------EIADKKEDDS-------------VTKDSCTDAPVDDGSHNSLPNNDVPCQHLGTSPMAYPAGSMEGLSSSVHPVVEYGVFPSSNISLPMQNYGQHLSALAILKGQQA 

  PsJAZ03  (111) PEKRKFNQLVSSGLQPVATVDTFKSNHRSTSASQKSCNFSPISKDNAEFRNGYS-GTNCVPNQHFEVPPANFSVKAFDDQSFCNSSIEQAGAFLREKASHSPPNFREHFSSPASFKGQDS 

  GbJAZ11  (120) PKKNLCDQLANSGFHPISTADAFDISKRSTAGTQKNFNLDPSARNTAELGNYYS-GQHSPLNRHFGVSHIAYPAQALDDRGSSAYNIQEIGTYPCSNHSPSISNLGS----PAFFKGQ-- 

  PsJAZ02   (88) PKKSSFDQLSNSGFRPISTADAFDLINKSAPGMQKNFNHDPMARNTIESGNYYS-GQNGALSRHFGLSHITYSAHPFDEQGSSGYNMQKVGTFPCSNHSLSVSNLGS----PAYFKGE-- 

  TcJAZ08   (76) SKKSSFDQLSNSGVHPISTADVFDVNNRNTTGSQKAFNLDPAARNATESGNYHF-GQNGSVSRPFSVSRIMYSAKTVDDRASQGYNNQEGRAFPSSNYSHPVSNSNSSI--PAYFNGH-- 

Consensus  (121)   K    QL  SG  PISTAD F    R   G QK  N DP TR   E GNYYS GQN  P RHFGVS I YSA SIDD SSSAH I EAGAFPSSN SLSMSNF  HI  PAFFKGQ   

                 241                                                                                                                  360 

  GbJAZ04  (115) -YAATCITPPVVKPFASLPLSGQHSFFPAASTIYGGSTP-ARATDLPGKPASAQLTIFYAGTVNVYDDVPADKAQGLMLLAGSAR--SPKVTNLPPRSSAISTTTAVGSHSMPTTPPFCS 

  PsJAZ12  (109) -TSTSCVTTSMVNPSAIQK----NSFFPAAAGVYPSSTATSNATAVPGKQPCTQLTMFYAGTVNVYDNVPVEKAQVLMLLAASAR--SKKMTNLSPRSSAMPTSIATAVHAMPITSPFSS 

  TcJAZ03  (113) -VSSACGASSMANPFPIQ-----HSFFPDCAGVYPTTRATSKSATIPGNP--AQLTIFYAGTVNVYDDVPADKAQGLMLLAASAR--LSKTINLPPRSSLMSMPMATGCHTPSIASPFTS 

  PsJAZ03  (230) ------TAALGGKLLSSIPFTRQAPVLCGAAASTVGTTPMRADSNLPGKLASAQLTIFYAGTVNVYDNIPPDKAHAIMLSAENGSSMSTKMTDLSPQNFVMSTPVPTNSHSRPATPTICS 

  GbJAZ11  (233) QAMAISCVTPMVKPLLGTPFAGQHSFLPVVGASTSTTIP-GATPIIPGKPANAQLTIFYAGTVNVYDEVPADKAQAIMFLAGSGNSWSGKIDNPPPQTP--AMSMPTGGHIKPAPPVC-S 

  PsJAZ02  (201) --QAAGTTAPLMRQFQGMPLAGQHSFLPVVGASASTTIP-GAVASVSEKPAGAQLTIFYAGSVNVYDDVPADKAQAIMFLAGNGNFWSGKTATPPSQSPAMPISVATNGHARQATPIG-P 

  TcJAZ08  (191) --QATATSSLMAQQFQGIPLTGQHSFLPILGASASTSIL-GCGPSVPEKPAGAQLTIFYAGSVNVYDDIPADKAQAIMFMAGNGNPSSGKTATPPPQS--STISLSAIGHVKQATSVG-P 

Consensus  (241)    A   TS MVKPF  IP  GQHSFLP  AAS  TT P G    VPGKPA AQLTIFYAGTVNVYDDVPADKAQAIMLLAGSG   S KM NLPPQS  MSISMATG HAKPATP   S 

                 361                                                                                                                  480 

  GbJAZ04  (231) NRQNRVFPITPQAPPQKA------------QPSIQHSEPAAVTSSSGDSQVNQTIVTPSNQQEASKSSPAGITPARIIPR-VPQARKASLARFLEKRKERVHTQVPPAAKKSPDCSSQRE 

  PsJAZ12  (222) KQPNRVFPMTSQAPLQKA------------QASIQPNPYSAVTLNADDSQIIQSIATSSNQQEASKSSDAGITPAPLISRAVPQARKASLARFLEKRRERIITKAPYPTKKSPDCSPQRE 

  TcJAZ03  (223) SLPNQACNTTPQAPLQKP------------QENNQPNSSTAVSLNAGDSQKNQCIVTSIGQQEASISSAMVITPVPVVPRAVPQARKASLARFLEKRKERISIKAPYPTKKSPDASPQRE 

  PsJAZ03  (344) SRPNALTSMIPQGPPQKSHMPIPQVHPQKSQICSKPGQSTGVSSSNGELKSNQNNGAGSNQQEGAKQMVSASTPNGVIPRALPQARKASLARFLEKRNGRVTPNLSSPTEKSPHHSSLQQ 

  GbJAZ11  (349) SMSNPLPPINVHVHPQKS------------QASIQTSQSTTVSSSAGDLQTTQMNGTPTNQQEAPKLSAAGSTPNPIMPRAVPQARKASLARFLEKRKERVCTKVPYPSKKSPEHSSHRE 

  PsJAZ02  (317) RLSNALSPTNPQVHSQNS------------HATVQTSQSITAISSAGDSQTNQNNGASSNLHETPKVNAAVSTPAPIMPRAVPQARKASLARFLEKRKERVCTKAPYQTKKSFDDSSHGE 

  TcJAZ08  (305) SPLNALPATNPQVDSQKSET----------TVQSQTSQSTAIFPSTGDPDANQSNVTLSNPQETP-LNASGSTPTSIMSRAVPQARKASLARFLEKRKERVITKAPYPTKKSPEDSSLSD 

Consensus  (361) S  N L PI PQAP QKS            Q SIQ SQSTAVSSSAGDSQ NQ NGT SNQQEASK SAAGSTP PIIPRAVPQARKASLARFLEKRKERV TKAPYPTKKSPD SS RE 

                 481                                                                    554 

  GbJAZ04  (338) NSQSPKRCSTSPPLDGRPSKQHKLMGNG-DEKFPINSECMTSFPDRHEEEKSCFLEDEMNEREECETTVEVRSA 

  PsJAZ12  (330) ESPSSK--HIPPPLDGCLTKQNQLISKGLDEKFPIDSESMGSFLDKDQKEHSCSLKVSCKEMGECETTVEASIL 

  TcJAZ03  (331) QSPSSK--HASSPLDECLTKNHQVASTGLEEKISFDSESIG----SFQKDHSCLQKAPKIEGEDCEITV----- 

  PsJAZ03  (464) E----KSFSSMSSFDGCSSPQHDVTSDALHMKKLSRSDSMAHANHLTLQKAGFMLEERKIAFGTRNC------- 

  GbJAZ11  (457) KSLSPKHSSSLPLEDGCKSQ----QQDGSDGKFVPKSEDMADCVNKDRHEKAWSLKAEKNDIRDCEMQMT---- 

  PsJAZ02  (425) VPLSPTRSS-TPLVDGYKSQ---------RNEFMPRSEEKASCLGKEQHEQPWPPKVEKNEIKECQLQLT---- 

  TcJAZ08  (414) KSLSPKCSS-TPPMDGCKS----------QHESMTNSEEKGSQLWQ---------------------------- 

Consensus  (481)  S SPK  S SPPLDGC S Q  L   G D KFM  SE MAS L K   E S  LK  K E  ECE  V      

 

 

 

 

 

 



 

MERDFLG-motif 
                 1                                                                                                                    120 

  AtJAZ03    (1) MERDFLGLGSKNSPITVKEETSESS------RDSAPNR-GMNWSFSNKVS----A-SSSQFLSFRPTQEDRHRKSGNYHLPHSGSFMPSSVAD--------VYDSTRKAPYSSVQGVRMF 

  AtJAZ04    (1) MERDFLGLGSKLSPITVKEETN---------EDSAPSRGMMDWSFSSKVG----S-GP-QFLSFGTSQQETRVNTVNDHLLSS-------AA----------MDQNQRTYFSSLQEDRVF 

  AtJAZ09    (1) MERDFLGLSDKQYLSNNVKHEVN------------------DDAVEER------------GLSTKAAREWGK-----------------SK----------VFATSSFMPSSDFQEAKAF 

  OsJAZ10    (1) MERDFLGAIWRKEEAAGKPEEHSVSRDADYRGGGGGASAAMQWQFPATKVGAASSAFMSFRSSAAAAREEDPKEAAVFDRFSLSGFRPPPRPSPGDAFDGAAAMKQRQFGFNGRQQYAAA 

  OsJAZ11    (1) MERDFLGAIGKDEEQRRHAEERKES--DYFGAGGGAAAAAMDWSFASR---AALMSFRSSSSAAAAAAREETRELAFPHFSALDGAKMQQAS------HVLARQKSFGAESHGIPQYAAA 

  OsJAZ12    (1) MERDFLGAIGKDEEQRRHAEERKES--DYFGAGGGAAAAAMDWSFASR---AALMSFRSSSSAAAAAAREETRELAFPHFSALDGAKMQQAS------HVLARQKSFGAESHGIPQYAAA 

Consensus    (1) MERDFLGLI K EE   K EE   S    F AGGGAAAAAMDWSFASR   AA SSF S  SSAAAA EEE RE A  H  AL G K   AA         A  KS  A SSGIQQYAAF 

                 121                                                                                                                  240 

  AtJAZ03  (101) PNSNQ-HEETNAVSMSMPGFQSHHYAPG-------GRSFMNNNNNSQ--P----LVGVPIMAPPISILPPPGSIVGTTDIRSSSKPIGSPAQLTIFYAGSVCVYDDISPEKAKAIMLLAG 

  AtJAZ04   (89) PGSSQQDQTTITVSMSEP-------------------NYINSFINHQ--H----LGGSPIMAPPVSVFPAP------TTIRSSSK--PLPPQLTIFYAGSVLVYQDIAPEKAQAIMLLAG 

  AtJAZ09   (64) PGAYQWGSVSAANVFRRCQ-----------------------------------FGGAFQNATPLLLGGSVPLPTHPSLVPRVAS-SGSSPQLTIFYGGTISVFNDISPDKAQAIMLCAG 

  OsJAZ10  (121) AQHGHREQGVDSYGVAAPHHFPSPSPSPRHPVPFGHANPMLRVHSLP--N---VAGGSPYRNQSFSVGNSVAGSTVGVYGGPRDLQNPKVTQMTIFYDGLVNVFDNIPVEKAQELMLLAS 

  OsJAZ11  (110) AAVHGAHRGQPPHVLNGARVIPASSPFN-------PNNPMFRVQSSPNLPNAVGAGGGAFKQPPFAMGNAVAGSTVGVYG-TRDMPKAKAAQLTIFYAGSVNVFNNVSPEKAQELMFLAS 

  OsJAZ12  (110) AAVHGAHRGQPPHVLNGARVIPASSPFN-------PNNPMFRVQSSPNLPNAVGAGGGAFKQPPFAMGNAVAGSTVGVYG-TRDMPKAKAAQLTIFYAGSVNVFNNVSPEKAQELMFLAS 

Consensus  (121) PASHQ H GT AHVLSGP   PA SP           NPM RVQSSP  P    AGGSPFKAPPFSMGNAVAGSTVGVYG SRDMP AKAAQLTIFYAGSVNVFNNISPEKAQEIMLLAS 

                 241                                                                                                                  360 

  AtJAZ03  (207) NGSSMPQVFSPPQTHQQVVHHTRASVDSSAMPPSFMPTISYLSPEAGSSTN----GLGATKATRGLTSTYHNNQANGSNIN---C-----------PVPVSCSTNVMAPTVALPLARKAS 

  AtJAZ04  (176) NGPHAKPVSQPK--PQKLVHHSLPTTDPPTMPPSFLPSISYIVSETRSSGSNGVTGLGPTKTKASLASTRNNQTAAFS----------------------------MAPTVGLPQTRKAS 

  AtJAZ09  (148) NGLKGETGDSKPVREAERMYGKQIHNTAATSSSSATHTDNFSRCRDTPVAATNAMSMIESFNAAPRNMIP-----------------------------------------SVPQARKAS 

  OsJAZ10  (236) RASIP-SPPSAARKSDSPISAAAKLTVPEALPARQIVVQKPEASVPLVSGVSNPITIVSQAVTLPKSFSSSNDSAGPKSGGLPLAVTPLSQASPSQPIPVATTNASAIMPRAVPQARKAS 

  OsJAZ11  (222) RGSLPSAPTTVARMPEAHVFPPAKVTVPEVSPTKPMMLQKPQLVSSPVPAISKPISVVSQATSLPRSASSSNVDSNVTKSSGPLVVPPTSLPPPAQPETLATTTAAAIMPRAVPQARKAS 

  OsJAZ12  (222) RGSLPSAPTTVARMPEAHVFPPAKVTVPEVSPTKPMMLQKPQLVSSPVPAISKPISVVSQATSLPRSASSSNVDSNVTKSSGPLVVPPTSLPPPAQPETLATTTAAAIMPRAVPQARKAS 

Consensus  (241) RGSLP APTS AR PEA VH  AKVTVPE SPTS MMTQKP L  S VSAIS PISLVSQATSLPRSASSSN  AN S    PL V P S   PAQP  LATTTAAAIMPRAVPQARKAS 

                 361                                                                                                                  480 

  AtJAZ03  (309) LARFLEKRKERVTSVSPYCLDKKSSTDCRRSMSECISSSLSSAT---------------------------------------------------------------------------- 

  AtJAZ04  (266) LARFLEKRKERVINVSPYYVDNKSSIDCRTLMSECVSCPPAHHLH--------------------------------------------------------------------------- 

  AtJAZ09  (227) LARFLEKRKERLMSAMPYKKMLLDLSTGESSGMNYSSTSPT------------------------------------------------------------------------------- 

  OsJAZ10  (355) LARFLEKRKERVSSVAPYPSS-KSPLESSDTIGSPSTPSKSSCTDITPSTNNCEDSLCLGQPRNISFSSQEPPSTKLQI----------------------------------------- 

  OsJAZ11  (342) LARFLEKRKERVTTVAPYPLA-KSPLESSDTMGSANDN-NDWVLLTRVAFT-ALTAGVRLQDKAGAVAR-EVGGATVARAAAREAGEAAAESPRESRSSEEVVATAAGAAAGGQSGGGEP 

  OsJAZ12  (342) LARFLEKRKERVTTVAPYPLA-KSPLESSDTMGSANDN-KSSCTDIALSSN-RDESLSLGQPRTISFCE-ESPSTKLQI----------------------------------------- 

Consensus  (361) LARFLEKRKERVTSVAPYPLA KSPLESSDTMGS  S S SS T    S      S    Q R  S    E     L                                            

   

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

ELDFLGL-motif 
                 1                                                                                                                    120 

  AtJAZ10    (1) -MSKATIELDFLGLEKKQTNNAPKPK--FQKFLDRRRSFRDIQG-AISKIDPEIIKSLLASTGNNSDSSAKSRSVPSTPREDQPQIPISPVHASLARSSTELVSGTVPMTIFYNGSVSVF 

AtJAZ10.3    (1) -MSKATIELDFLGLEKKQTNNAPKPK--FQKFLDRRRSFRDIQG-AISKIDPEIIKSLLASTGNNSDSSAKSRSVPSTPREDQPQIPISPVHASLARSSTELVSGTVPMTIFYNGSVSVF 

AtJAZ10.4    (1) -MSKATIELDFLGLEKKQTNNAPKPK--FQKFLDRRRSFRDIQG-AISKIDPEIIKSLLASTGNNSDSSAKSRSVPSTPREDQPQIPISPVHASLARSSTELVSGTVPMTIFYNGSVSVF 

  OsJAZ07    (1) MSTRAPVELDFLGLRAAAADADDRHAKSGGSSASSSSSIRGMETSAIARIGPHLLRRVIAAAG-------------P---------PPPPSTAPVPEEMPGAAAAAAPMTLFYNGSVAVF 

Consensus    (1)  MSKATIELDFLGLEKKQTNNAPKPK  FQKFLDRRRSFRDIQG AISKIDPEIIKSLLASTGNNSDSSAKSRSVPSTPREDQPQIPISPVHASLARSSTELVSGTVPMTIFYNGSVSVF 

                 121                                                                                             219 

  AtJAZ10  (117) QVSRNKAGEIMKVANEAASKKDESSMETDLSVILP-TTLRPKLFGQNLEGDLP-----------------IARRKSLQRFLEKRKERLVSTSPYYPTSA 

AtJAZ10.3  (117) QVSRNKAGEIMKVANEAASKKDESSMETDLSVILP-TTLRPKLFGQNLEGDLP-----------------IARRKSLQRFLEKRKER------------ 

AtJAZ10.4  (117) QVSRNKAGEIMKVANEAASKKDESSMETDLSIFPSQGESHCNVFSRSARRD------------------------------------------------ 

  OsJAZ07   (99) DVSHDKAEAIMRMATEATKAKGLARGNAIVGNFAKEPLTRTKSLQRFLSKRKERLTSLGPYQVGGPAAVGATTSTTTKSFLAKEEEHTAS--------- 

Consensus  (121) QVSRNKAGEIMKVANEAASKKDESSMETDLSVILP TTLRPKLFGRNLEGDLP                 IARRKSLQRFLEKRKER  S          

 

 

 

 

 

 


