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SAUR43_At5g42410  ---------------------------------------------------------MR----------------TLVKKLLW-CGA------------------KNISSSRTSALPEEGRVRVYVGKDKE--SQCKLEVEANLLNHPMLEDLLRLSEEEFG---HSYE--GALRIACEI 
SAUR58_At1g43040  ----------------------------------------------------------------------------MVKKLLC-CGA------------------KSFS--QRARLPDEGRVRVYVGNDRD--TQCKLEMDADFLTHPLFEDLLRLSEEEFG---HSYD--GALRIACEI 
SAUR44_At5g03310  -----------------------------------------------------MMKKSKLIAKAWK--------QMSSRVAKHRVA----------------TGNPKDQYHIPHDVP-KGHLVVYVGKDEE--TYKRFVIKITLLHDPIFRALLDQSKDEAYDDFTSGD--SKLCIACDE 
SAUR46_At2g37030  ----------------------MKSKFIKSCEK-------------------KLKKMTSKVIIPC----------ASCESCYERIC----------------WAFKKEAEVIPRDVP-KGHLVVYVGE-----EYKRFVININLLKHPLFQALLDQAQDAYG---FSAD--SRLWIPCNE 
SAUR57_At3g53250  -------------------------------------------------------MKSKSIVLPCC--------TSSCESCCDKVS----------------WGFKKENEAIPKDVP-RGHLVVYVGD-----DYKRFVIKMSLLTHPIFKALLDQAQDAYN------S--SRLWIPCDE 
SAUR42_At2g28085  ------MTRQRMITIE-----------------SPK---KK---MGGIVKLKNVVERLVQI-------------KGFSSA-KKPC------------------PEEYGRDCVPKDVK-EGHFAVIAVDGYH-EPTQRFVVPLMFLEHPMFRKLLEQAEEEYG---FYHD--GALMVPCRP 
SAUR48_At3g09870  -----------------------------------------------MCKKFKIFMRKLQI---CC------LFTRFSKRVGNYCEF---------------EEEGNAASMIPSDVK-EGHVAVIAVKGE---RIKRFVLELEELNKPEFLRLLEQAREEFG---FQPR--GPLTIPCQP 
SAUR61_At1g29420  -------------MMNTKKLLKMAKKWQQRAALRRK---------------------RISFHRSTD----------------------T-------------T-------SSSTAAE-KGCFVVYTSDR------IRFAFPISYLSNSVIQELLKISEEEFG---IPTE--GPITLPFDS 
SAUR68_At1g29490  -------------MMNTKKLMKMAKKWQQRAALRRK---------------------RISFQRSNS----------------------T-------------T-------SSSSAVE-KGCFVVYTADQ------VRFAFPISYLSNSVIQELLKISEEEFG---IPTE--GPITLPFDS 
SAUR64_At1g29450  -------------MMNTKKLIKMAKKWQQRAALHRK---------------------RISFQRSSS----------------------A-------------T--------SSTAAE-KGCFVVYTTDS------TRFAFPLSYLSNSVFQELLKISEEEFG---LPTG--GPITSPFDS 
SAUR66_At1g29500  -------------MMNTKKLIKMFRKWQQRAALHRK---------------------RISFQRPST---------------------------------------------RSTTVE-KGCFVVYTADN------TRFAFPISYLSNSVFQEILEISEEEFG---LPTG--GPITLPFDS 
SAUR65_At1g29460  -------------MINTKKLLKMAKKWQQRAALKRK---------------------RISFQRSTT----------------------T-------------TTTTTTTTSSSTAVE-KGCFVVYTVDK------IRFAFPLSYLNNSVFEELLKISEEEFG---LRAG--GPITLPFDS 
SAUR62_At1g29430  ------------MMINAKKLMKLAKKWQQRAALKRK---------------------RISFQRSSI----------------------T-------------T-------SSQTAVE-KGCFVVYTADK------IRFSFPLSYLSNTIVQELLKISEEEFG---LPTE--GPITLPFDS 
SAUR75_At5g27780  ------------MMINAKTLMKLAKTWQQRAALKRK---------------------RISFQRSSI----------------------T-------------T------TSSQTTVE-KGCFVVYTADK------IRFSFPLSYLSNTIVQELLKISEEEFG---LPTE--GPITLPFDS 
SAUR63_At1g29440  -------------MINAKKLMKMAKKWQQRAALHRK---------------------RISFQRSSV----------------------F-------------T-------SSSSTVE-KGCFVVYTADK------IRFAFPISYLSNSVVQELLKISEEDFG---LPTE--GPITLPFDS 
SAUR67_At1g29510  ------------MMINAKKLMKMAKKWQQRAALHRK---------------------RISFQRSNV----------------------F-------------T-------SSSSTVE-KGCFVVYTADK------IRFAFPISYLSNSIVQELLKISEEEFG---LPTE--GPITLPFDS 
SAUR30_At5g53590  ----------------------------------------------------------MGFEENQK--QSPKQSPNHIKHMVFKFHF-HVPHL---------HILPHHHHHHHHDVP-KGCVAIMVGHEDDEEGLHRFVVPLVFLSHPLFLDLLKEAEKEYG---FKHD--GPITIPCGV 
SAUR31_At4g00880  ----------------------------------------------------------MGNG----------------DKVMSHWSF-HIPRL---------H----HHEHDHEKVP-KGCLAVKVGQ-GEE--QERFVIPVMYFNHPLFGQLLKEAEEEFG---FAQK--GTITIPCHV 
SAUR32_At2g46690  ----------------------------------------------------------MGTG----------------EKTLKSFQL-HRKQS-----------------VKVKDVP-KGCLAIKVGSQGEE--QQRFIVPVLYFNHPLFMQLLKEAEDEYG---FDQK--GTITIPCHV 
SAUR33_At3g61900  ----------------------------------------------------------MGSG----------------EKILKSVHS-NRPNN---------V--KSNSKHGIKDVP-KGCLAIKVGSKEEE--KQRFVVPVFYFNHPLFMQLLREAEEEYG---FEQK--GTITIPCHV 
SAUR56_At1g76190  ------------------------------------------------------------MKKLNS-------------KGIRLS----------------------ELMEKWRRRK-KGHFAVYTNEG------KRFVLPLDYLNHPMLQVLLQMAEDEFG---TTID--GPLKVPCDG 
SAUR60_At1g20470  ----------------------------------------------------------MSLKKRSC-------------SRLRLT----------------------DLMEKWRKCK-KGHFAVYTREG------RRFVLPLDYLKHPIFQVLLEMAEEEFG---STIC--GPLQVPCDG 
SAUR55_At5g50760  ------------------MKNPILKTWRKVKSFGHTSSSTT---------------------------------PSF--TKSKSCHGSFRLE---------DAKSNESKGKPKKESPSHGFFTVYVGPT-----KQRIVVKTKLLNHPLFKNLLEDAETEYG---YRRD--GPIVLPCEV 
SAUR17_At4g09530  ----------------------------------------------------------------------------MPHKVIDMHFH---ER---------EEEEDTGESRSSSRTP-RGHFVVYVGTKKK---LERFVIPTTFLKSPSFQKLLDNAAEEFG---YAEAHRDKIVLPCDV 
SAUR41_At1g16510  ---------------------------------------------------------MKHLIRRLS-----RVADSSSEFSIRRSTSSFRNRRGHHRLHAPPPPWSICPARRVNTVP-AGHVPVYVGEE-----MERFVVSAELMNHPIFVGLLNRSAQEYG---YAQK--GVLHIPCHV 
SAUR40_At1g79130  ---------------------------------------------------------MKPLIRRLS-----RIADSSSCNRNR-SGDIHHP--TST---YSSSVFLVKRATVASSVP-SGHVPVNVGED-----KERFVVSAELLNHPVFVGLLNRSAQEYG---YTQK--GVLHIPCNV 
SAUR71_At1g56150  ---------------------------------------------------------MKQLIRRLS-----RVADSTQYSLLR-SESQRGRTK---------------KEKHKSWVP-EGHVPVYVGHE-----MERFVVNAELLNHPVFVALLKQSAQEYG---YEQQ--GVLRIPCHV 
SAUR72_At3g12830  ---------------------------------------------------------MKQLIRRLS-----RVADSAQYSLLR-SDSQRPSRRSES---FLRSSVTRRSKKQTSSVP-EGHVPVYVGDE-----MERFVVSAELLNHPVFIGLLNRSAQEYG---YEQK--GVLQIPCHV 
SAUR49_At4g34750  ------MGKNNKIGSV-VRIRQMLKQWQKKAH-----------------------------------------------------------------------IGSSN-NDPVSDVP-PGHVAVSVGEN-----RRRYVVRAKHLNHPIFRRLLAEAEEEYG---FANV--GPLAIPCDE 
SAUR69_At5g10990  --MAGGIGKCSKIRHI-VKLRQMLRQWRNKAR-----------------------------------------------------------------------MS-SVRRSVPSDVP-SGHVAVYVGRS-----CRRFVVLATYLNHPILMNLLVKAEEEFG---FANQ--GPLVIPCEE 
SAUR52_At1g75590  --MAGGLGKCSKIRHI-VRLRQMLRRWRDQAR-----------------------------------------------------------------------MSSSFSRCVPSDVP-SGHVAVYVGSS-----CRRFVVRATYLNHPVLRNLLVQAEEEFG---FVNQ--GPLVIPCEE 
SAUR53_At1g19840  --MAGSLVKCSKIRHI-VRLRQMLRRWRNKAR-----------------------------------------------------------------------LS-SVSRCVPSDVP-SGHVAVCVGSG-----CRRFVVRASYLNHPIISNLLVQAEEEFG---FANQ--GPLVIPCEE 
SAUR37_At4g31320  ----MEAKKSNKIREI-VKLQQILKKWRKVAHASKQANNNKIDNVDDSN-------NNISININNN--GSGSGSGSKSIKFLKRTLS-F---------------------TDTTAIP-KGYLAVSVGKE-----EKRYKIPTEYLSHQAFHVLLREAEEEFG---FEQA--GILRIPCEV 
SAUR38_At2g24400  ----MEAKKSNKIREI-VKLQQLLKKWRKQAIASKAANNNNED-------------------------NNSSGGGSKSIKFLKRTLS-F---------------------TDVTAVP-KGYLAVSVGLE-----KKRYTIPTEYLSHQAFYVLLREAEEEFG---FQQA--GVLRIPCEV 
SAUR47_At3g20220  ---------------------MISLSFIVR-LANQENR------------------------------RNRRYETNIKDRLVSGELS-D----------------GSRPARDQNGVP-RGHLAVYVGRE----ERQRFVIPTKYLQYPEFRSLMDEVADEFG---YDHE--GGIHIPCEE 
SAUR36_At2g45210  ------MRKIIGFRIG-----RRVSRWIFRKTRIQRSGYNRIHSTQQACMLMRPLAKLKSWGQRLK--------QSF---RRRSTR-------RSA----YIPVDH----KKADPVP-RGHLAIYVGQKDG--DCHRVLVPIVYFNHPLFGELLREAEKEYG---FCHE--GGITIPCLY 
SAUR59_At3g60690  ------MRKLRGIKIR--RPIKQISRWILRRIKIRRSRYTRLSPNRPVCK-PRAITKLISWGRSLT--------SHSARFIGSKCS-------NSG----YIPIGQEPIREKPDPVP-KGHSAVYIGKKDG--DFQRVLVPIVYFNHPLFGELLREAEEEFG---FSQE--GGITIPCPY 
SAUR18_At3g51200  ----------------------------------------------------------MEIKEASKTQRERRGASSLKQMLMKRCSS-FVKKSNEE------------------DVPKKGYFAVYVGHF-----RDRHVIPITSLNHPTFKMMLQKSEEEFG---FRQE-SG-LTIPCDQ 
SAUR11_At5g66260  ----------------------------------------------------------MGVER---------GSGKGLKQMLKRCSS-LGKKSSVD----VN----------FNGVP-KGHFVVYVGHS-----RSRHVIPISFLTHPIFQMLLQQSEEEFG---FFQD-NG-LTIPCDE 
SAUR9_At4g36110   ----------------------------------------------------------MAIKKSNKAA---LSQAASLKQILKRCSS-LGKK-NQG------NCYFN-------DVP-KGHFPVYVGQH-----RSRYVVPISWLDHHEFQSLLQLAEEEFG---FEHE-MG-LTIPCDE 
SAUR10_At2g18010  ----------------------------------------------------------MAIKRSSKAT---SSQAASIKQIVKRCSS-LRKMKNVN------GCYYNQEDDLPQDVP-KGHFPVYVGPN-----RSRYIVPISWLHHSEFQTLLRLAEEEFG---FDHD-MG-LTIPCDE 
SAUR12_At2g21220  ----------------------------------------------------------MAVKRSSK-----LTQTAMLKQILKRCSS-LAKN---Q---------CYDEDGLPVDVP-KGHFPVYVGEK-----RSRYIVPISFLTHPKFKSLLQQAEEEFG---FNHD-MG-LTIPCEE 
SAUR16_At4g38860  ----------------------------------------------------------MAVKRSSK-----LTQTAMLKQILKRCSS-LGKK---Q---------CYDEEGLPLDVP-KGHFPVYVGEK-----RTRYIVPISFLTHPEFLILLQQAEEEFG---FRHD-MGGLTIPCEE 
SAUR8_At2g16580   ---------------------------------------------------------MSILKKSTK-----LAQTAMLRQILKRCSS-LGKKNGGG---------GYEEVDLPLDVP-KGHFPVYVGHN-----RSRYIVPISFLTNLDFQCLLRRAEEEFG---FDHD-MG-LTIPCDE 
SAUR50_At4g34760  ---------------------------------------------------------MAIMKKTSK-----LTQTAMLKQILKRCSS-LGKKNG-G---------GYDEDCLPLDVP-KGHFPVYVGEN-----RSRYIVPISFLTHPEFQSLLQRAEEEFG---FDHD-MG-LTIPCDE 
SAUR51_At1g75580  ----------------------------------------------------------MAMKKANK-----LTQTAMIKQILKRCSS-LGKKQSNV----YGE----DENGSPLNVP-KGHFVVYVGEN-----RVRYVVPISFLTRPEFQLLLQQAEEEFG---FDHD-MG-LTIPCEE 
SAUR54_At1g19830  ----------------------------------------------------------MAIINRSK-----LTQTTMIKQILKRCSS-LGKKQSSE----YNDTHEHDGDSLPLDVP-KGHFVVYVGGN-----RVRYVLPISFLTRPEFQLLLQQAEEEFG---FDHN-MG-LTIPCEE 
SAUR45_At2g36210  ---------MLGKRIASFKNLAKKMKSINTT------------------------------TRSGG--------EGGSESTYNESLL-M--------------NEADEAAMMASKTP-TGTFAVYVGEE-----RVKRVVPTSYLNHPLFRMLLDKSHDEFL---CFEQ-KVMLVVPCSL 
SAUR34_At4g22620  ------MKRLRGFKIG-HRFV-KIFKWIIRSRRNQTGKRQCLTGI------LNPVTKIYSLARRCL--------RRGANRLCGGMKP-G-----QT-------RLGNEPKT--PTVP-RGHLVVHVGESGE--DTRRVVVPVIYFNHPLFGELLEQAERVYG---FEQP--GRIMIPCRV 
SAUR35_At4g12410  ------MKRVRGFKIG-HRFV-KIFKWIPRN--------RCPTRI------TNPVTGIRSLA-RCL--------SRGAKRLCGGSKK-N-PGQNQI-------RLGKDPKKSNRVVP-RGHLVVHVGESDD--DTRRVVVPVIYFNHPLFGELLEQAERVHG---FDQP--GRITIPCRV 
SAUR39_At3g43120  MDENNAA-KLTGIKQI-VRLKEILQKWQTVTIGSKSDDGEL--GA---------R-KHTAIIS-----------PVINKRLLDLKTC-D--SDE---------ETTCQSPEPPPDVP-KGYLAVYVGPE-----LRRFIIPTNFLSHSLFKVLLEKAEEEYG---FDHS--GALTIPCEV 
SAUR70_At5g20810  MDENNAA-KLTGIRQI-VRLKEILQKWQTVTIGPKSEVPPL--AA---------GKQAVAMIS-----------PAINKRLLDVKNG-D--SDE----------ETCQSPEPPHDVP-KGNLAVYVGPE-----LRRFIIPTSYLSHSLFKVLLEKAEEEFG---FDQS--GALTIPCEV 
SAUR73_At3g03847  MTEQNDTAGQNHVKLSAPTLLDHKTKHHCHIINNQQSNNSYMLQT-------KTFKIQMALVRGIY----------ASKKTLDRSIA-A--A--------------------AATLS-KRH----VG-------SALAFVLASYLNQPLFQALLSKSEEELG---FDYP-MVGLTIRCPG 
SAUR2_At4g34780   ----------------------------------------------------------MIRFKTIV--------FQV-KRVLDKKI---------------------SRLRHIINVR-KGHFAVYVGEDE--METKRFVVPISYLNHPLFQALLRKAEDEFG---TDHQ-RTYLTIPCAK 
SAUR27_At3g03840  ----------------------------------------------------------MALVRSLF----------VSNKILGGSL---------------------AGMRKSTSAP-KGFLAVYVGESQK---KQRYLVLVSYLSQPLFQDLLSKSEEEFG---FDHP-MGGLTIPCPE 
SAUR29_At3g03820  ----------------------------------------------------------MALVRGFM----------AAKKILGGSV---------------------AGTRKETSAP-KGFLAVYVGESQR--KKQRHLVPVSYLNQPLFQALLIKAEEEFG---FNHP-MGGLTIPCPE 
SAUR26_At3g03850  ----------------------------------------------------------MALVRSLF----------SAKKILGGSL---------------------VKT--SKAPP-KGFLAVYVGESQK---KQRHFVPVSYLNQPLFQDLLSKCEEEFG---FDHP-MGGLTIPCPV 
SAUR28_At3g03830  ----------------------------------------------------------MALVRSIF----------SAKKILGGSL---------------------ART--SKA-P-KGFLAVYVGENQE--KKQRYFVPVSYLKQPSFQALLSKCEEEFG---FDHP-MGGLTICCPE 
SAUR7_At2g21200   ----------------------------------------------------------MAMMRGIL----------AARKILTSK---------------------------AASTP-KGFLAVYVGESQK----KRYMVPVSFLNQPSFQALLSTAEEEFG---FDHP-MGGLTIPCPE 
SAUR13_At4g38825  ----------------------------------------------------------MGVFRGLM----------GAKKIFQGRS---------------------M----AASTP-KGFLAVYVGESQM----KRYIVPVSYLNQPSFQALLSKSEQEFG---FDHP-MGGLTIPCPV 
SAUR23_At5g18060  ----------------------------------------------------------MALVRSLL----------VAKKILSRSA---------------------AA---VSAPP-KGFLAVYVGESQK----KRYLVPLSYLNQPSFQALLSKSEEEFG---FDHP-MGGLTIPCPE 
SAUR22_At5g18050  ----------------------------------------------------------MALVRSLL----------GAKKILSRST---------------------AA---VSAAP-KGFLAVYVGESQK----KRYLVPLSYLNQPSFQALLSKSEDEFG---FDHP-MGGLTIPCHE 
SAUR21_At5g18030  ----------------------------------------------------------MALVRSLL----------GAKKILSRST--------------------------ASAAP-KGFLAVYVGESQK----KRYLVPLSYLSQPSFQALLSKSEEEFG---FDHP-MGGLTIPCPE 
SAUR20_At5g18020  ----------------------------------------------------------MAFVRSLL----------GAKKILSRST---------------------TA---ASAAP-KGFLAVYVGESQK----KRYLVPISYLNQPSFQALLSKSEEEFG---FDHP-MGGLTIPCPE 
SAUR19_At5g18010  ----------------------------------------------------------MAFVRSLL----------GAKKILSRST---------------------AA---GSAAP-KGFLAVYVGESQK----KRYLVPLSYLSQPSFQALLSKSEEEFG---FAHP-MGGLTIPCPE 
SAUR24_At5g18080  ----------------------------------------------------------MAFVRSLL----------GAKKILSRST---------------------GA---GSAAP-KGFLAVYVGESQK----KRYLVPVSYLNQPSFQALLSKSEEEFG---FDHP-MGGLTIPCPE 
SAUR15_At4g38850  ----------------------------------------------------------MAFLRSFL----------GAKQIIRR-------------------------E--SSSTP-RGFMAVYVGENDQ--KKKRYVVPVSYLNQPLFQQLLSKSEEEFG---YDHP-MGGLTIPCHE 
SAUR25_At4g13790  ----------------------------------------------------------MAFLRSFF----------ATKHIIRRSF---------------------TTE--SLSTP-KGFFAVYVGENL---KKKRYLVPVCYLNKPSFQALLRKAEEEFG---FNHP-TGGLSLPCDE 
SAUR3_At4g34790   ----------------------------------------------------------MGLMRSML--------PNA-KQIFKSQSM-R--NKNGS-------SSPSTTTTTSGLVP-KGHVAVYVGEQ---MEKKRFVVPISYLNHPLFREFLNRAEEECG---FHHS-MGGLTIPCRE 
SAUR5_At4g34810   ----------------------------------------------------------MGLSRFAI--------SNATKQILKLNSL-A--NRNRT------------SSSSSDHVP-KGHVAVYVGEQIE-MEKKRFVVPISFLNHPSFKEFLSRAEEEFG---FNHP-MGGLTIPCRE 
SAUR4_At4g34800   -------------------------------------------------------------------------------MAIRLS---------RV-------INSKQSQKQQSRVP-KGHVAVYVGEEME--SKKRFVVPISYLNHPSFQGLLSRAEEEFG---FNHP-IGGLTIPCRE 
SAUR1_At4g34770   ----------------------------------------------------------MGIQLIGL--------SQAKQKLQRSLSA-R--------------IASLLATSGTNNVP-KGHVAVYVGET---YHRKRFVIPISYLNHPLFQGLLNLAEEEFG---FDHP-MGGLTIPCTE 
SAUR6_At2g21210   ----------------------------------------------------------MAIRISRV--------LQSSKQLLKS--L--------------------SHSSNNVAIP-KGHLAVYVGEM---MQKRRFVVPVTYLSHPCFQKLLRKAEEEFG---FDHP-MGGLTIPCTE 
SAUR14_At4g38840  ----------------------------------------------------------MAIRIPRV--------LQSSKQILRQ--A-K--------------LLSSSSSSSSLDVP-KGYLAVYVGEQ---N-MKRFVVPVSYLDQPSFQDLLRKAEEEFG---FDHP-MGGLTIPCSE 
SAUR79_At2g35290  ----------MGC---LISPVMKLRRL---SSADSR---------------------------------------RFAYRNL-----------------------------A-ENME-DPVIRVVVGKE-----KKEFMVEPYVLEEYPFRVLIGSAKDRAK-NRLNRTGRVVWLDHVDS 
SAUR74_At3g12955  ------MIK-------KMRLMMMLRRCKSVSTQLGR---------------------------------------SYSYTSLRSKSA-R--R----------DPQDHLQDVDQSPTP-SMYQTVLVGRT-----KKPYLISKKHLKHPLLNALVEKQQRYEE--DDNEDGSCIITVKCEV 
SAUR76_At5g20820  ------MAKGGNK---LMKLKSVLKKLNSFNTKPNQ---------------------------------------PPAQ------------------------TNHSRSSAVSAFPS-EDLQTVYVGRT-----RRTYHVSSDVVSHPLFQQLAAVDGGCG-----SEDGS--ISVSCEV 
SAUR77_At1g17345  ------MAI-FGK---LTKLKSAIKKWPSLTKNHHS---------------------------------------TMCT------------------------A---STAVSEVSKC-EDLHVVYVGKS-----RRPYMLSSHVIAHPLFQELLDRSSRFIE--ERHDQET--VLVACEV 
SAUR78_At1g72430  ------MAK-VGK---LTKLKSAMKKWPSFAKNHHH---------------------------------------STSS------------------------A----AVSDELSED-NNLHVVYVGQT-----RRPYMLRPDIISHPLFQELVDRSSSRSI--E--QDRE--IVVACEV 
consensus                           k      kw                               maiirs              kkilkrss                           sdvp kghlavyvge      kkrfvvpisylnhplfq llrraeeefg   fdhe mggltipcee



SAUR43_At5g42410   82 DVFIKLVNLHKTTNHHNNSVCFHNNSTKL--------L-------------------------------------------------------------- 
SAUR58_At1g43040   77 QVFLNLIHYLKSTSHAPHYY--IDASHYL--------Y-------------------------------------------------------------- 
SAUR44_At5g03310   99 TLFLEVLRCASPRYSL------------------------------------------------------------------------------------ 
SAUR46_At2g37030  103 STFLDVVRCAGAPQHQNNCICI------------------------------------------------------------------------------ 
SAUR57_At3g53250   88 NTFLDVVRCSGAPQHQRNCIGM------------------------------------------------------------------------------ 
SAUR42_At2g28085  113 SHLRMILTEQWC---------------------------------------------------------------------------------------- 
SAUR48_At3g09870  101 EEVQKILQGSRES--------------------------------------------------------------------------------------- 
SAUR61_At1g29420   93 VFLEYLIRLVQRRMDGDTEKALI--------------TSISST-RCSLPCSFQ-----LQEHSSTRL---------------------VF---------- 
SAUR68_At1g29490   93 IRFSWSISSN------------------------------------------------------------------------------------------ 
SAUR64_At1g29450   92 VFLEYLIKLVQRRMDADTEKALL--------------MSISSA-RCSSQCSLK-----LQERSTQQL---------------------LV----F----- 
SAUR66_At1g29500   90 VFLEYLIKLIKRRMDGDTEKALL--------------MSISSA-RCS----LQ-----KQEQSTQQL---------------------LV----F----- 
SAUR65_At1g29460  100 VFLEYLIKFIERRMDGDTEKALL--------------MSISSA-RCSMQPQEQ-----QS-GYTQQL---------------------LV----F----- 
SAUR62_At1g29430   94 AFLEYLINLIQRRMDEDTEKALL--------------LSISSA-RSSFQPQQH-------CSATQQL---------------------LV----F----- 
SAUR75_At5g27780   95 VFLEYLIKLIQRRMDEDTEKALL--------------WSISSA-RCSLQPQQH-------CSATQQL---------------------LV----F----- 
SAUR63_At1g29440   93 AFLEYLVKLIQRRMDEDTEKALL--------------LSISSA-RCSFQPQEQ-----QC-STTQQL---------------------LV----F----- 
SAUR67_At1g29510   94 VFLEYLIKLIQRRMDGDTEKALL--------------MSISSA-KCSLQCSLL-----QQEQSTQQL---------------------LV----L----- 
SAUR30_At5g53590  105 DEFKHVQEVIDEETHRRHSHGGHGHNNH------------------------NHHNNHLRCF-------------------------------------- 
SAUR31_At4g00880   84 EEFRYVQGLIDRENTRFLGTNLLDH--HH-----------------------HHHNHLIRCFRV------------------------------------ 
SAUR32_At2g46690   81 EEFRYVQALIDGERSVYNGNNHHHRHGGR-----------------------DQYHHLVGCFRA------------------------------------ 
SAUR33_At3g61900   87 EVFRYVQDMINRERSLDDDDDASKQTGC------------------------GAKHGLTHKIRSRSS----SG-----VWKYP----------------- 
SAUR56_At1g76190   74 SLMDHIIMLVRRSMSHDYDDVE-----------------------------KSST-SSTCKGASISS--LFRG---------QSQLQSLV----S----- 
SAUR60_At1g20470   76 GLMDHILMLLRNKSLSDHDDDG----------------GDDGV-KKTMNQDVSPM-STSCKGASSVS--YFFPLFRCNAAHDQSKLQSLV----F----- 
SAUR55_At5g50760  109 DFFFKALADMKSNPGHHDHDDD--------------YDDDDG---F--------TNSPICGFVCSPYRSYGGGVTDPLAMKRNGSYKLLRSPSLFKLTRF 
SAUR17_At4g09530   86 STFRSLVMFLTSHQDKSH---------------------------------------------------------------------------------- 
SAUR41_At1g16510  108 IVFERVVETLRLGGFEGSGDLE-----NL----VASLLSGDEL--IPETTE------------------------------------------------- 
SAUR40_At1g79130  102 FVFEQVVESLRSGIADDTSE--------L----IA-SLSGEDV--STE---------------------------------------------------- 
SAUR71_At1g56150   92 LVFERILESLRLGLADRVT--------------------------------------------------------------------------------- 
SAUR72_At3g12830  104 LVFERIMESLRLGLPVPIDV--------Q-------DLIGDGT--I------------------------------------------------------ 
SAUR49_At4g34750   91 SLFEDIIAIVTRCESSSSSGR-----GNPPAATLEDLRRCSHV-GL-----------AKNNVESRPLL---PGIAEKSVC-------------------- 
SAUR69_At5g10990   95 SVFEESIRFITR-----SSRF-----TCT-----DDLKKNRHG-GIRS------K--LDLLMESRPLL---HGVSEKAIIW------------------- 
SAUR52_At1g75590   96 SVFEESIRFISRSDSTRSRRF-----TCP-----DDFQKNCHVVGIRS------K--LDLWIESRPLL---HGVTEKAVW-------------------- 
SAUR53_At1g19840   95 SVFEEAIRFISRSDSSRSSRF-----TCP-----DDLQKCNGGIKIKS------K--LDLMIESRPLL---HGVAEKAIW-------------------- 
SAUR37_At4g31320  134 AVFESILKIMEDNKSDAY----LTTQECRFNATSEEVMSYRHPSDCPRTPSHQPH-SPMCR--------------------------------------- 
SAUR38_At2g24400  118 SVFESILKIMEEKNEGYLVTPITAKQECKFNAAADDKTSYQHPSDCPKTPSHQPHNSPMCR--------------------------------------- 
SAUR47_At3g20220  102 SVFEEILIRYMSCDKKK----------------------------------------------------------------------------------- 
SAUR36_At2g45210  136 SDFERVKTRIASGSSSRVFP------WGRHC--RN----------------------------------------------------------------- 
SAUR59_At3g60690  145 SDFKRVQTRIESGSGFCKFP------WSRRW--Q------------------------------------------------------------------ 
SAUR18_At3g51200   94 NTFLTLLDSITSY--------------------------------------------------------------------------------------- 
SAUR11_At5g66260   88 HFFRALISSINP---------------------------------------------------------------------------------------- 
SAUR9_At4g36110    94 VVFRSLISMFR----------------------------------------------------------------------------------------- 
SAUR10_At2g18010  102 VFFRSLISMFR----------------------------------------------------------------------------------------- 
SAUR12_At2g21220   94 VVFRSLTSMIG----------------------------------------------------------------------------------------- 
SAUR16_At4g38860   95 VVFLSLTSMIR----------------------------------------------------------------------------------------- 
SAUR8_At2g16580    98 LFFQDLTSMIR----------------------------------------------------------------------------------------- 
SAUR50_At4g34760   97 LVFQTLTSMIR----------------------------------------------------------------------------------------- 
SAUR51_At1g75580   98 VVFRSLTSMLR----------------------------------------------------------------------------------------- 
SAUR54_At1g19830  102 VAFKSLITSMLQPTYI------------------------------------------------------------------------------------ 
SAUR45_At2g36210  109 SVFQDVVNAVESCNGNFDF-----------GEFVEEFL-------------------------------------------------------------- 
SAUR34_At4g22620  136 SDFEKVQMRIAAWDHCRRK--------STFK-----IL-------------------------------------------------------------- 
SAUR35_At4g12410  133 SDFEKVQLRIAAWDHCRRK--------NSYK-----II-------------------------------------------------------------- 
SAUR39_At3g43120  133 ETFKYLLKCIENHPKDDTSA------EDPVETEE------------------------------------------------------------------ 
SAUR70_At5g20810  133 ETFKYLLKCMENNLKDLHPD------DNSGKPPKDQLLPRDHT--MNSNPGGQPRLNPGTGLKSKP---------------------------------- 
SAUR73_At3g03847  125 DNFLTIL--------------------------------------------------------------------------------------------- 
SAUR2_At4g34780    86 DVFLDITSRLKRNKFISTEI------N------------------------------------------------------------------------- 
SAUR27_At3g03840   84 DTFLTVTSRIQG---------------------------------------------------------------------------------------- 
SAUR29_At3g03820   85 DTFLTVTSQIQG---------------------------------------------------------------------------------------- 
SAUR26_At3g03850   82 DTFISITSQLQG---------------------------------------------------------------------------------------- 
SAUR28_At3g03830   82 YTFISITSRIQ----------------------------------------------------------------------------------------- 
SAUR7_At2g21200    77 DTFVAAASQL------------------------------------------------------------------------------------------ 
SAUR13_At4g38825   79 DTFITVTSQLH----------------------------------------------------------------------------------------- 
SAUR23_At5g18060   80 DTFINVTSRLH----------------------------------------------------------------------------------------- 
SAUR22_At5g18050   80 DTFINVTSRLQ----------------------------------------------------------------------------------------- 
SAUR21_At5g18030   78 DTFINVTSRLQ----------------------------------------------------------------------------------------- 
SAUR20_At5g18020   80 DTFINVTSRFQR---------------------------------------------------------------------------------------- 
SAUR19_At5g18010   80 DTFINVTSRLQ----------------------------------------------------------------------------------------- 
SAUR24_At5g18080   80 DTFINVTSRLQ----------------------------------------------------------------------------------------- 
SAUR15_At4g38850   79 SLFFTVTSQIQ----------------------------------------------------------------------------------------- 
SAUR25_At4g13790   82 AFFFTVTSQIR----------------------------------------------------------------------------------------- 
SAUR3_At4g34790    96 ESFLYLITSHQLH--------------------------------------------------------------------------------------- 
SAUR5_At4g34810    94 EVFLDLIASRLQ---------------------------------------------------------------------------------------- 
SAUR4_At4g34800    79 ETFVGLLNSYGCIVST------------------------------------------------------------------------------------ 
SAUR1_At4g34770    92 DYFTALASILSGS--------------------------------------------------------------------------------------- 
SAUR6_At2g21210    85 QIFIDLASRLSTSS-------------------------------------------------------------------------------------- 
SAUR14_At4g38840   89 EIFIDLASRFN----------------------------------------------------------------------------------------- 
SAUR79_At2g35290   89 ILFEHLLWLLRNDASTFSD--------LDVL-EIIEFYAQD----C------------------------------------------------------ 
SAUR74_At3g12955  108 VLFDHLLWMLEYGDEVHIL--------ESLD-DFAHLYLSP----------------------------------------------------------- 
SAUR76_At5g20820   96 VLFEHLLWMLENADADE-----S--RPESVY-ELVEFYAC------------------------------------------------------------ 
SAUR77_At1g17345   95 VLFEHLLWMLKNSSSDHGDEDDR--ERGSVE-ELAEFYTY------------------------------------------------------------ 
SAUR78_At1g72430   92 VLFEHLLWMLKSG---------Q--EGGSVE-ELAEFYTY------------------------------------------------------------ 
consensus         181 dvfe lvslik                                                  
 

Supplementary Figure 1. Multiple protein 
sequence alignment of Arabidopsis SAUR 
family proteins. Protein sequence alignment 
was performed using Clustal Omega. The 
conserved SAUR domain sequence is 
underlined. 
 



Supplementary Figure 2. Phylogenetic tree of Arabidopsis SAUR family proteins. 
 

 
Supplementary Figure 2. Phylogenetic tree of Arabidopsis SAUR family proteins. 

Neighbor-joining phylogenetic tree was constructed using Molecular Evolutionary 

Genetics Analysis (MEGA 6.06). Bootstrap values were obtained from 500 replicates 

and branches having values > 50 are shown.  Scale bar indicates an evolutionary 

distance of 0.25 amino acid substitutions per position.  Auxin induced SAURs are 
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highlighted in yellow, and auxin repressed SAURs are highlighted in blue. Data were 

obtained from Gil et al. (1994); Tian et al. (2002); Zhao et al. (2003); Goda et al. (2004); 

Nemhauser et al. (2004); Redman et al. (2004); Okushima et al. (2005); Paponov et al. 

(2008); Chapman et al. (2012); Spartz et al. (2012); Hou et al. (2013); Kong et al. 

(2013); Markakis et al. (2013); Stamm and Kumar (2013). 

 

 
 
 



Supplementary Table 1. Putative DST elements within the 3’-UTR of Arabidopsis 
SAUR genes. 
	
  
Putative	
  DST*	
   Experimental	
  support	
  
SAUR2/At4g34780**	
   	
  
SAUR6/At2g21210	
   	
  
SAUR8/At2g16580	
   	
  
SAUR13/At4g38825	
   	
  
SAUR15/At4g38850	
   Gil et al., 1994; Gil and Green, 1996	
  
SAUR16/At4g38860	
   	
  
SAUR22/At5g18050	
   	
  
SAUR24/At5g18080**	
   	
  
SAUR26/At3g03850	
   	
  
SAUR27/At3g03840	
   	
  
SAUR28/At3g03830	
   	
  
SAUR29/At3g03820**	
   	
  
SAUR31/At4g00880	
   	
  
SAUR35/At4g12410**	
   	
  
SAUR36/At2g45210	
   Hou et al., 2013	
  
SAUR37/At4g31320**	
    
SAUR49/At4g34750	
   	
  
SAUR50/At4g34760	
   	
  
SAUR51/At1g75580	
   	
  
SAUR53/At1g19840**	
   	
  
SAUR54/At1g19830	
   	
  
SAUR56/At1g76190**	
   	
  
SAUR57/At3g53250**	
   	
  
SAUR59/At3g60690	
   	
  
SAUR61/At1g29420	
   	
  
SAUR66/At1g29500	
   	
  
SAUR68/At1g29490	
   	
  
SAUR72/At3g12830	
   	
  
SAUR75/At5g27780**	
   	
  
SAUR79/At2g35290	
   	
  
	
  
* Arabidopsis SAUR  genes containing the DST consensus elements 
GGA(N)xATAGAT(N)xGTA in their 3’-UTR sequence. 
** Arabidopsis SAUR genes lacking annotated 3’-UTR sequences in the TAIR database.  
For these genes, the 500 bp of genomic sequence downstream of the stop codon were 
searched for the DST consensus. 
	
  



Supplementary Table 2. Brassinosteroid-regulated SAUR genes. 
 
SAURs AGI number Regulation by 

brassinosteroids (BR) 
BZR1 
binding 

BES1 
binding 

SAUR1 AT4G34770 Induced Yes, HC No 
SAUR7 AT2G21200 Induced Yes, HC No 
SAUR9 AT4G36110 Induced Yes, LC No 
SAUR10 AT2G18010 Induced Yes, LC No 
SAUR12 AT2G21220 Induced Yes, HC No 
SAUR14 AT4G38840 Induced Yes, LC No 
SAUR15 AT4G38850 Induced Yes, HC No 
SAUR16 AT4G38860 Induced Yes, HC Yes 
SAUR23 AT5G18060 Induced No No 
SAUR25 AT4G13790 Induced Yes, HC No 
SAUR27 AT3G03840 Induced No Yes 
SAUR28 AT3G03830 Induced No Yes 
SAUR30 AT5G53590 Induced Yes, LC No 
SAUR32 AT2G46690 Induced No No 
SAUR50 AT4G34760 Induced Yes, HC No 
SAUR62 AT1G29430 Induced Yes, HC No 
SAUR63 AT1G29440 Induced Yes, HC No 
SAUR64 AT1G29450 Induced Yes, HC No 
SAUR65 AT1G29460 Induced No NO 
SAUR66 AT1G29500 Induced Yes, LC No 
SAUR67 AT1G29510 Induced Yes, LC No 
SAUR68 AT1G29490 Induced Yes, LC No 
SAUR75 AT5G27780 Induced No No 
SAUR78 AT1G72430 Induced Yes, HC No 
SAUR79 AT2G35290 Induced Yes, LC No 
SAUR35 AT4G12410 Repressed No No 
SAUR36 AT2G45210 Repressed Yes, HC Yes 
SAUR41 AT1G16510 Repressed Yes, HC No 
SAUR44 AT5G03310 Repressed No No 
SAUR46 AT2G37030 Repressed No No 
SAUR51 AT1G75580 Repressed Yes, LC No 
SAUR59 AT3G60690 Repressed Yes, HC Yes 
SAUR71 AT1G56150 Repressed Yes, HC No 
SAUR72 AT3G12830 Repressed No No 
 
Data were obtained from Wang et al. (2012). HC, high confidence; LC, low confidence. 

 

  



Supplementary Table 3. Gibberellin-regulated SAUR genes. 
 
 
SAURs AGI number Regulation by gibberellins (GA) 
SAUR3 AT4G34790 Induced 
SAUR4 AT4G34800 Induced 
SAUR5 AT4G34810 Induced 
SAUR8 AT2G16580 Induced 
SAUR11 AT5G66260 Induced 
SAUR15 AT4G38850 Induced 
SAUR16 AT4G38860 Induced 
SAUR19 AT5G18010 Induced 
SAUR20 AT5G18020 Induced 
SAUR21 AT5G18030 Induced 
SAUR23 AT5G18060 Induced 
SAUR24 AT5G18080 Induced 
SAUR26 AT3G03850 Induced 
SAUR27 AT3G03840 Induced 
SAUR28 AT3G03830 Induced 
SAUR29 AT3G03820 Induced 
SAUR46 AT2G37030 Induced 
SAUR49 AT4G34750 Induced 
SAUR50 AT4G34760 Induced 
SAUR53 AT1G19840 Induced 
SAUR55 AT5G50760 Induced 
SAUR57 AT3G53250 Induced 
SAUR64 AT1G29450 Induced 
SAUR65 AT1G29460 Induced 
SAUR66 AT1G29500 Induced 
SAUR67 AT1G29510 Induced 
SAUR68 AT1G29490 Induced 
SAUR31 AT4G00880 Repressed 
SAUR71 AT1G56150 Repressed 
 
Data were obtained from Bai et al. (2012). 
 
 
 
 
 
 
 
 
 
  



Supplementary Table 4. Abscisic acid- and jasmonate-regulated SAUR genes. 
	
  
SAURs AGI number Regulation by abscisic acid (ABA) 
SAUR30 AT5G53590 Induced 
SAUR36 AT2G45210 Induced 
SAUR41 AT1G16510 Induced 
SAUR59 AT3G60690 Induced 
SAUR72 AT3G12830 Induced 
SAUR1 AT4G34770 Repressed 
SAUR6 AT2G21210 Repressed 
SAUR12 AT2G21220 Repressed 
SAUR14 AT4G38840 Repressed 
SAUR16 AT4G38860 Repressed 
SAUR31 AT4G00880 Repressed 
SAUR50 AT4G34760 Repressed 
SAUR55 AT5G50760 Repressed 
SAUR62 AT1G29430 Repressed 
SAUR78 AT1G72430 Repressed 
 
SAURs AGI number Regulation by methyl jasmonate (MJ) 
SAUR9 AT4G36110 Induced 
SAUR1 AT4G34770 Repressed 
SAUR14 AT4G38840 Repressed 
SAUR16 AT4G38860 Repressed 
SAUR23 AT5G18060 Repressed 
SAUR31 AT4G00880 Repressed 
SAUR36 AT2G45210 Repressed 
SAUR49 AT4G34750 Repressed 
SAUR50 AT4G34760 Repressed 
SAUR59 AT3G60690 Repressed 
SAUR62 AT1G29430 Repressed 
SAUR63 AT1G29440 Repressed 
 
Data were obtained from Nemhauser et al. (2006). 


